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Supplemental Material and Methods 

Cell Cycle Analysis 

1*106 cells were harvested and washed with cold 1x PBS. The cells were fixed with ice-cold 

70 %C ethanol for 1 h on ice with gentle vortexing every 20 min. Afterwards, cells were 

centrifuged for 4 min at 600 g and 4 °C and washed twice with cold 1x PBS. The fixed cells 

were resuspended in 300 µl 1x PBS containing 100 µg/ml RNAse A, 20 µg/ml propidium iodide 

and 0.05 % Triton x-100 followed by incubation for 1 h at 37 °C and 550 rpm. Stained cells 

were again washed twice with cold 1x PBS and subjected to FACS analysis (FACSCelesta, 

BD). The data were analyzed in FlowJo and the Watson-Pragmatic model was utilized for cell 

cycle analysis1. 

Software 

All statistical analyses and graph plotting were performed in GraphPad Prism 9. Quantification 

of Western Blots was carried out in ImageJ. FACS data analyses was conducted in 

FlowJo(Version 10.6.2) and FACSDiva. 

Mass spectrometry 

Global protein expression profiling and phospho-proteomics were conducted similar as 

described previously 2,3. Briefly, after SILAC the cells were lysed in urea buffer (20 mM HEPES 

pH 8.0, 8 M urea, 1 mM sodium orthovanadate, 2.5 mM sodium pyrophosphate, 1 mM β-

glycerophosphate) and lysates from each condition were mixed equally. The protein mixtures 

were reduced with DTT, alkylated with iodoacetamide and diluted with 20 mM HEPES, pH 8.0 

to an urea concentration of 2 M for digestion with trypsin (Promega) over night, followed by 

peptide clean-up using C18 SPE cartridges (Sep-Pak, Waters). Tyrosine-phosphorylated 

peptides (pYome) were enriched by immunoprecipitation using the Phospho-Tyrosine Rabbit 

mAb (P-Tyr-1000) Kit (PTMScan, Cell Signaling Technology) following the instructions of the 

manufacturer. For global enrichment of phospho-peptides (gPome) metal oxide affinity 

chromatography was conducted using TiO2 spin tips (High-Select, Thermo Fisher). In case of 

samples for global proteome profiling and global phospho-proteome analysis, the peptide 

mixtures were pre-fractionated by high-pH RPLC using spin columns (Thermo Fisher). 

The peptide samples were analyzed by nanoESI-LC-MS/MS on a Q Exactive quadrupole-

Orbitrap hybrid mass spectrometer coupled to an Ultimate 3000 RSLCnano HPLC system 

(both Thermo Fisher). Peptides were concentrated and desalted on a C18 trap column and 

subsequently separated on a C18 analytical column using a linear solvent gradient. Mass 

spectra of eluting peptides were recorded using a data-dependent acquisition tandem MS 

scheme, where the most abundant precursor ions from a survey scan were fragmented by 

higher-energy collision-induced dissociation (HCD), followed by analysis of the fragment ions. 



For protein identification, quantitation and assignment of phosphorylation sites the raw data 

from MS experiments was processed with the MaxQuant software4. Mass spectra were 

searched against the Uniprot human reference protein database (downloaded 02/2021) 

supplemented with a collection of common laboratory contaminations and setting trypsin as 

enzyme for protein digestion with a maximum peptide length of 7 amino acids. Protein N-

terminal acetylation and oxidation of methionine were set as variable modifications, additionally 

including phosphorylation of serine, threonine and tyrosine for phosphorylation profiling. 

Carbamidomethylation of cysteine was defined as fixed modification. The FDR for peptide and 

protein identification was set to a threshold of 1% using a decoy database search. For 

quantitation the SILAC multiplicity was set to double labeling (Lys+0/Arg+0 and Lys+4/Arg+6) 

requiring at least 2 peptide ratio counts. 

CRISPR/Cas9 gene editing 

Targeting of genes was performed according to the IDT user manual “Electroporation of human 

B cell lines with CRISPR reagents”. Single-guide and transactivating RNAs were obtained from 

IDT: Exon1 5’-GGTCCGAGACAGCGAGAGCG-3’; Exon 5 5’-GTCTCGCACGACTACCTGAA-

3’. Electroporation was carried out using the Neon™ electroporation system (Invitrogen). 

Electroporation parameters: Ramos: 1400 V, 2x 20 ms pulses, DG75: 1350 V, 1x 30 ms pulse, 

Daudi: 1400 V, 1x 20 ms pulse, Raji: 1500 V, 1x 30 ms pulse. After recovery, single cell dilution 

was performed. Resulting clones were expanded and successful targeting was validated by 

Western Blot analysis and sequencing of deletion sites. 

Transfection of B cells using the PiggyBac Transposase Transposon system 

Electroporation of cells was carried out using the electroporation system and parameters 

mentioned above. 3*106 cells were electroporated in 100 µl resuspension buffer (Invitrogen) 

containing 1 µg Transposase plasmid and 2 µg Construct plasmid. After electroporation, cells 

were allowed to rest for up to three days followed by selection with 1 µg/ml Puromycin 

(Invitrogen).  

List of Plasmids: PB_CitSHIP2 (Gift from Christophe Erneux), PB_GFP-2xTapp1-PH5, 

PB_GFP, PB_TRE_shRNA, PB_TRE_GFP-2xTapp1-PH, PB_TRE_GFP6. shRNA designs 

were obtained from Fellman et al. 2013 7. shINPPL1: # 1 CCAAGTTCTTCATCGAGTTCTA, # 

2 GCGGCGTGATGTCTTCAATAAA, # 3 GCCGCACCAAGTTCTTCATCGA. shINPP5D: # 1 

GCAGCTCATTAAGTCACAGAAA, # 2 TCAGGTGCTATGCCACATTGAA. 

BH3-profiling 

384-well plates (Corning®) were coated in quadruplicates for each cell line and condition with 

15 µl of 1:50 diluted BH3-peptides in MEB2 buffer (150 mM Mannitol, 150 mM KCl, 10 mM 

HEPES-KOH, 5 mM Succinate, 1mM EGTA, 1 mM EDTA, 0.1 % BSA, pH 7.5) containing 



0.002 % digitonin (Sigma Aldrich) including controls DMSO and Alamethicin (Enzo Life 

Sciences). 1*106 cells were harvested and washed in MEB2 buffer followed by incubation of 

15 µl cell suspension for 1 h at 25 °C in each well of the prepared plate. Afterwards, cells were 

fixed for 10 min at 25 °C by addition of 10 µl 4 % formaldehyde solution (Süsse Labortechnik), 

followed by quenching with 10 µl buffer N2 (1.7 M Tris base, 1.25 Glycin, pH 9.1) for 10 min at 

25 °C. Staining was performed over night by adding 10 µl 10x staining solution (10 % BSA, 2 

% Tween20 in PBS) containing 25 µg/ml Hoechst33342 (Sigma Aldrich) and 1.25 µg/ml Alexa 

Fluor® 647 α-Cytochrome C (6H2.B4, BioLegend). Cells were subjected to flow cytometry the 

following day (LSRFortessa™ X-20). After gating on single cells and viability, the DMSO 

control was used as negative control (no induced apoptosis) while Alamethicin served as 

positive control for complete cytochrome c release due to BAX/BAK-independent MOMP 

formation. Concentration of the peptides (JPT Peptide Technologies) and controls used: BIM 

10/1/0.1 µM, BAD 10/1 µM, HRKγ 10/1 µM, MS1 10/1 µM, FS1 10/1 µM, PUMA 10 µM, DMSO 

1 %, Alamethicin 25 µM. 

Antibodies for Immunoblotting 

Primary antibodies diluted 1:1000: SHIP2 (C76A7, CST), SHIP1 (C40G9, CST), JNK (9252, 

CST), pJNK-T183/Y185 (G9, CST), Erk (Clone16, Becton Dickinson), pErk-T202/Y204 

(D13144E, CST), pp38-T180/Y182 (BD), pan-Akt (40D4, CST), pAkt-S473 (D9E, CST), β-

Actin (8H10D10, CST).  

Secondary antibodies diluted 1:10000: Goat anti-mouse IgG2b-HRP (Southern Biotech), Goat 

anti-mouse IgG1-HRP (Southern Biotech), Goat-anti rabbit IgG-HRP (Thermo Scientific), Goat 

anti-mouse IgG-HRP (Thermo Scientific). 

Antibodies for flow cytometry 

Primary Antibodies (1:1000): α-hIgM-AF674 (Jackson ImmunoResearch, 109-606-129), α-

Glut1 (A-4, SantaCruz), α-Glut4 (IF8, SantaCruz), α-cleaved Caspase 3-APC (C92-605(RUO), 

BD), α-pAkt S473-APC (D9E, CST). 

Secondary antibody (1:2000): α-mouse IgG1-AF674 (1072-31, SouthernBiotech). 

Inhibitors 

AS1949490 (Tocris), 3AC (MedChemExpress), GSK2334470 (MedChemExpress), 

Capivasertib (CaymanChemicals), Ipatasertib (MedChemExpress), 2-deoxy glucose 

(MedChemExpress), Copanlisib (MedChemExpress). 
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Supplemental Figure 1: Interference with SHIP2 activity decreases proliferation of 

Burkitt’s lymphoma cells. A. Gene structure of the SHIP2-coding gene INPPL1 according to 

Ensembl Transcript ID ENST00000298229.7. Numbers indicate the respective exon. Exons in 

in grey, 3’- and 5’-UTRs as blank spaces. B and C. Target sites of the single guide RNAs 

utilized for CRISPR/Cas9 silencing of the INPPL1 gene. The genetic mutations were assessed 

by genomic PCR of the respective exons followed by sequencing and the prediction of the final 

amino acid chain after targeting. D. Results of the sequencing were validated by Western Blot 

analysis of cleared cellular lysates. Daudi, Ramos and DG75 cells were reconstituted with a 

Citrine-SHIP2 (CitSHIP2) using the PiggyBac transposase transposon system. E. Cells were 

stained with an IgM-AF647 and subjected to flow cytometry. F. Surface IgM levels of Raji cell 

lines compared to Daudi cells. G. SHIP2 and GFP protein levels after induced expression of 

shRNA targeting INPPL1 (shINPPL1) or of the non-targeting control (shNTC) as obtained by 

Western Blot analysis of cleared cellular lysates after 4 days of Doxycycline treatment (left 

panel). The proliferation of the same cells was assessed by XTT assay (right panel). Data is 

normalised to non-induced cells. Significance was calculated using one-way-ANOVA. If not 

indicated otherwise experiments were performed n ≥ 3. Error bars indicate the standard 

deviation. Significance is indicated by p<0.05 *, p<0.01 **, p<0.001 ***, p<0.0001 ****. 

Supplemental Figure 2: Loss of SHIP2 coincides with decreased survival of BL cell lines. 

A. Gating strategy for the cell counting proliferation assay in Raji cells for day 0 and day 6. 

Dead cells and cell debris were excluded and single cells counted. B. Gating strategy for the 

AnnexinV-based apoptosis assay. Cell debri was excluded and the resulting cells categorized 

according to their 7-AAD and AnnexinV-APC signal. 7-AAD-/AnnexinV- = living cells, 7-

AAD+/AnnexinV- = necrotic cells, 7-AAD-/AnnexinV+ = early apoptotic cells, 7-AAD+/AnnexinV+ 

= late apoptotic cells. C. Gating strategy for the intracellular staining of cleaved caspase-3. 

Cell debris was excluded and cells were gated for single cells.  

Supplemental Figure 3: Tonic PI3K-AKT and MAPK signaling remain unchanged upon 

SHIP2-deficiency. A. Gating strategy for the intracellular staining of phosphorylated Akt at 

serine 473. Cell debris was excluded and single cells were gated for further analysis. Unstained 

WT cells served as negative control. B. Intracellular staining for pAKT(S473) in Ramos cells 

after induced expression of shINPPL1 or shNTC combined with AS1949490 treatment. The 

data was normalised to WT control cells treated with DMSO that served as vehicle control. 

Cells were induced with doxcycycline for 5 days. C. pAKT(S473) levels of Daudi and DG75 

WT cells after treatment with either AS1949490 or DMSO as vehicle control. The cells were 

treated for 30 min with AS1949490 and subsequently subjected to intracellular staining. The 

data was normalised to the respective DMSO control. If not indicated otherwise experiments 

were performed n ≥ 3. Error bars indicate the standard deviation. Significance was calculated 

by two-way-ANOVA and is indicated by p<0.05 *, p<0.01 **, p<0.001 ***, p<0.0001 ****. 

http://www.ensembl.org/Homo_sapiens/Transcript/Summary?db=core;g=ENSG00000165458;r=11:72223701-72239147;t=ENST00000298229


Supplemental Figure 4: SHIP2-deficiency increases sensitivity of BL cells to PI3K 

inhibition. Apoptosis of Daudi (A.) and Ramos (B.) cells after 24 h treatment with 200 nM 

Copanlisib or 5 % TFA as vehicle. Apoptosis was visualized by AnnexinV/7-AAD staining. Cells 

were cultured in normal medium containing 10 % FCS. C. Proliferation of Daudi, Ramos and 

DG75 cell lines after treatment with the AKT inhibitor Capivasertibt. Living cells were counted 

on day 7 (Daudi) or day 4 (Ramos, DG75) and normalised to d0. Treatment with 1 µM 

Capivasertib or DMSO as vehicle control was started one day prior to read out. D. Intracellular 

staining for pAKT(S473) of Daudi, Ramos and DG75 WT cells after treatment with either 

copanlisib, a combination of copanlisib and AS1949490 or a mixture of 5 % TFA and DMSO 

as vehicle control. The cells were incubated for 30 min with respective treatments prior to 

intracellular staining. If not indicated otherwise experiments were performed n ≥ 3. Error bars 

indicate the standard deviation. Significance was calculated by two-way-ANOVA and is 

indicated by p<0.05 *, p<0.01 **, p<0.001 ***, p<0.0001 ****. 

Supplemental Figure 5: Loss of SHIP2 correlates with reduced ATP production in BL 

cell lines. A. Gating strategy for the cell cycle assay. Cell debris was removed and only single 

cells were analysed further. The propidium iodide (PI) content in the cells was then analysed 

using FlowJos Watson-Pragmatic model for cell cycle analysis. B. Quantification of the cell 

cycle phases of Daudi and Ramos cell lines. Cells were fixed, permeabilised, stained with PI 

and gated according to A. C. Gating strategy for the glucose uptake assay. Cell debris was 

excluded and only cells with a low 7-AAD signal were considered for further analysis. The 

content of 2-NBDG in the cells was then quantified by measuring fluorescence in the FITC 

channel. D. Analysis of the mitochondria in Daudi WT, SHIP2-deficient and reconstituted cells. 

The cells were stained with MitoTracker™ Deep Red and subjected to imaging flow cytometry. 

No significant alterations could be observed in the intensity, the general mitochondrial area 

and the mitochondrial area relative to the cell area. If not indicated otherwise experiments were 

performed n ≥ 3. Error bars indicate the standard deviation. Significance was calculated by 

two-way-ANOVA. 

Supplemental Figure 6: Expression of a TAPP1-PH construct reveals a decreased pool 

of PI(3,4)P2 on the plasma membrane and negatively impacts proliferation of BL cells. 

A. Gating strategy utilized to visualize the loss of the GFP-2xTAPP1-PH or GFP only construct. 

Dead cells and cell debris were removed by gating and the GFP content of the resulting cells 

was measured over a time span of 3 days after induction and washing. B. Histograms of GFP-

positive Ramos and DG75 cells at indicated time points after electroporation of plasmids 

encoding either GFP-2xTAPP1-PH or GFP as control. Both cell lines were transfected with the 

TAPP1-PH construct or GFP by electroporation and the percentage of GFP positive cells was 

monitored over the next 4 days. C. Histograms of GFP-positive Ramos and DG75 cells at 

indicated time points after induced expression of GFP-2xTAPP1-PH or GFP as control. 



Supplemental Figure 7: Targeting SHIP1 in BL cell lines compares to SHIP2-deficiency. 

A. Proliferation of Ramos cell lines after treatment with the SHIP1 inhibitor 3AC. Proliferation 

was assessed by XTT assay after 24 h treatment with 10 µM 3AC. Significance was calculated 

by two-way-ANOVA. B. Intracellular staining for pAKT(S473) in Ramos and Daudi WT and 

SHIP2-negative cells after induced expression of either shINPP5D or shNTC. The expression 

of the shRNAs were induced with doxycycline for 5 days and subjected to intracellular staining. 

C. Proliferation of the same cells as in B. Proliferation was visualized with the XTT assay after 

5 days of shRNA induction. Data was normalised to non-induced cells and significances 

calculated by one-way-ANOVA. Proliferation of Ramos WT or SHIP2-deficient cells after 

induced expression of either shINPP5D or shNTC combined with inhibitors targeting mTORC1 

(D.), PDK1 (F.) or AKT (E. and G.). The histograms represent the respective levels of GFP 

positive cells after 6 days of shINPP5D induction and 2 days treatment with 100 nM 

Rapamycin, 1 µM Ipatasertib, 2,5 µM GSK2334470 or 1 µM Capivasertib respectively. DMSO 

served as vehicle control. The number of GFP positive cells was normalised to day 0. 

Significance was calculated by two-way-ANOVA. If not indicated otherwise experiments were 

performed n ≥ 3. Error bars indicate the standard deviation. Significance is indicated by p<0.05 

*, p<0.01 **, p<0.001 ***, p<0.0001 ****. 

 



Uniprot IDs Gene names Amino acid Position log2 ratio H/L Charge Multiplicity Localization prob PEP Score Delta score Score for localization Mass error [ppm] Intensity Protein names Sequence window Unique identifier Number of Phospho (STY)

P28300 LOX S 232 7,54893 1 ___1 0,9992 0,0325562 42,109 32,521 42,109 -0,14911 148570000 Protein-lysine 6-oxidase ADPYYIQASTYVQKMSMYNLRCAAEENCLASUID1270 1

Q7Z2Y8 GVINP1 Y 912 4,54529 2 ___1 1 0,00904598 69,344 7,1443 69,344 0,37294 4890900 Interferon-induced very large GTPase 1 QELPFYFLQKLLMMDYELRYLVFKDDRNTEHUID8064 1

P50579 METAP2 S 74 3,91083 3 ___1 1 1,79E-15 116,39 116,39 116,39 -1,1403 72901000 Methionine aminopeptidase 2 ESGASVDEVARQLERSALEDKERDEDDEDGDUID1790 1

O95696 BRD1 S 814 2,30132 3 ___2 0,999942 0,00048923 56,131 46,847 56,131 -0,25386 5121600 Bromodomain-containing protein 1 KRSRSTCGDSEVEEESPGKRLDAGLTNGFGGUID8849 2

O15357 INPPL1 S 241 2,29225 2 ___1 0,810989 0,00042204 79,089 69,574 79,089 -0,40846 2484500 Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 2LSGLEILSKVFDQQSSPMVTRLLQQQNLPQTUID263 1

Q66K74 MAP1S T 638 2,20398 3 ___2 0,999459 0,00045678 59,585 43,273 59,585 0,052645 102350000 Microtubule-associated protein 1S;MAP1S heavy chain;MAP1S light chainALELPLAASSIPRPRTPSPESHRSPAEGSERUID15579 2

Q66K74 MAP1S S 640 2,20398 3 ___2 0,988692 0,00045678 59,585 43,273 59,585 0,052645 102350000 Microtubule-associated protein 1S;MAP1S heavy chain;MAP1S light chainELPLAASSIPRPRTPSPESHRSPAEGSERLSUID11489 2

P21127 CDK11B;CDK11AS 47 2,08328 2 ___1 1 0,00069093 84,892 51,022 84,892 0,50877 28424000 Cyclin-dependent kinase 11B;Cyclin-dependent kinase 11AIKRLKNSDDRDSKRDSLEEGELRDHCMEITI;IKRLKNSDDRDSKRDSLEEGELRDHRMEITIUID1147 1

Q92614 MYO18A S 1970 1,90804 3 ___1 0,973692 1,27E-08 85,387 73,259 85,387 -0,18431 6543000 Unconventional myosin-XVIIIa MVTKYQKRKNKLEGDSDVDSELEDRVDGVKSUID4659 1

Q9UBF8 PI4KB S 277 1,72512 2 ___1 0,961527 1,70E-05 88,427 81,546 88,427 0,14513 58903000 Phosphatidylinositol 4-kinase beta DTGLSPSKRTHQRSKSDATASISLSSNLKRTUID6105 1

O94804 STK10 S 438 1,68335 2 ___1 1 1,71E-30 179,79 162,24 72,898 -0,13464 164400000 Serine/threonine-protein kinase 10 QVAQEKQVAEQGGDLSPAANRSQKASQSRPNUID634 1

Q6F5E8 RLTPR T 1119 1,64543 2 ___1 0,628492 0,00151787 87,001 70,798 87,001 -1,5468 23024000 Leucine-rich repeat-containing protein 16C FKKPRSTRGPRTDLETSPGAAPRTRKTTFGDUID7490 1

Q66K64 DCAF15 S 310 1,43829 2 ___1 0,986296 0,00028425 71,558 59,71 71,558 0,022452 6083700 DDB1- and CUL4-associated factor 15 LPSFCPEAAPARSSGSPEPSPAIAKAKEFVAUID3387 1

Q9UGU0 TCF20 S 1322 1,39523 2 ___1 0,995023 0,0366602 41,54 14,867 41,54 0,10338 19818000 Transcription factor 20 DIKSIPKRDSSKDLPSPDSRNCPAVTLTSPAUID6143 1

Q96EB6 SIRT1 S 535 1,37072 3 ___1 0,672934 0,00021039 52,707 41,718 52,707 -0,49283 2903400 NAD-dependent protein deacetylase sirtuin-1;SirtT1 75 kDa fragmentELAYLSELPPTPLHVSEDSSSPERTSPPDSSUID4849 1

Q15042 RAB3GAP1 S 5 1,33594 3 ___1 0,919221 2,69E-05 59,573 52,62 59,573 -0,38326 6353200 Rab3 GTPase-activating protein catalytic subunit ___________MAADSEPESEVFEITDFTTAUID2867 1

P06454 PTMA T 8 1,32869 2 ___2 0,956618 4,32E-05 88,056 77,227 88,056 0,092739 80761000 Prothymosin alpha;Prothymosin alpha, N-terminally processed;Thymosin alpha-1________MSDAAVDTSSEITTKDLKEKKEVUID15111 2

P06454 PTMA S 9 1,32869 2 ___2 0,935873 3,20E-50 208,15 208,15 208,15 0,07747 408850000 Prothymosin alpha;Prothymosin alpha, N-terminally processed;Thymosin alpha-1_______MSDAAVDTSSEITTKDLKEKKEVVUID8939 1;2

P20020 ATP2B1 S 1155 1,32521 3 ___1 0,999999 2,80E-10 66,825 66,825 65,093 -0,077643 18824000 Plasma membrane calcium-transporting ATPase 1 SIHNFMTHPEFRIEDSEPHIPLIDDTDAEDDUID1128 1;2

Q9Y5Q9 GTF3C3 S 43 1,30404 3 ___1 0,997643 2,30E-06 62,213 43,668 62,213 0,436 46279000 General transcription factor 3C polypeptide 3 RKTREKKSLQEKGKLSAEENPDDSEVPSSSGUID6785 1

Q9NW75 GPATCH2 S 195 1,29384 3 ___1 0,942261 1,43E-05 66,325 57,935 66,325 -0,60569 2944500 G patch domain-containing protein 2 TMTQPPEGCRDQDMDSDRAYQYQEFTKNKVKUID5888 1

Q4KMP7 TBC1D10B S 22 1,24031 2 ___1 1 0,00449117 50,207 41,987 50,207 0,24945 3748700 TBC1 domain family member 10B PLVAPPRRHGAPAAPSPPPRGSRAGPVVVVAUID3103 1

Q96EB6 SIRT1 S 27 1,22998 2 ___1 0,900279 4,04E-09 111,63 84,149 95,401 0,48538 122540000 NAD-dependent protein deacetylase sirtuin-1;SirtT1 75 kDa fragmentGGSPSAAGADREAASSPAGEPLRKRPRRDGPUID4848 1;2

Q9UBP0 SPAST S 207 1,20902 2 ___1 0,499978 1,77E-05 78,69 65,027 78,69 0,20419 5926500 Spastin LQLLEKMQPVLPFSKSQTDVYNDSTNLACRNUID6110 1

Q9BV73 CEP250 S 2229 1,19903 2 ___1 0,999996 3,01E-09 108,58 55,342 108,58 -0,63297 35187000 Centrosome-associated protein CEP250 ELELTRRALEKERLHSPGATSTAELGSRGEQUID5301 1

P49792 RANBP2 S 778 1,17415 3 ___2 0,722236 1,17E-05 79,565 61,201 79,565 0,77586 129240000 E3 SUMO-protein ligase RanBP2 YKNGSLRNADSEIKHSTPSPTRYSLSPSKSYUID9836 2

Q7RTP6 MICAL3 S 1156 1,17319 2 ___1 0,588993 0,00240793 58,889 22,304 58,889 0,869 5712200 Protein-methionine sulfoxide oxidase MICAL3 PASPKHQERGPSQATSPIRSPQESALLFIPVUID3713 1

Q6FI81 CIAPIN1 S 183 1,1687 2 ___1 0,718076 6,61E-05 60,474 60,474 60,474 -1,1086 58071000 Anamorsin VGSSRQLKLSITKKSSPSVKPAVDPAAAKLWUID3433 1

O60216 RAD21 S 153 1,13376 3 ___1 1 0,00020394 51,834 47,385 51,834 0,55358 7437200 Double-strand-break repair protein rad21 homolog SRVEEITMREEVGNISILQENDFGDFGMDDRUID367 1

Q9NYA4 MTMR4 S 629 1,11036 2 ___1 0,829791 6,82E-06 86,413 69,344 86,413 2,0467 7801000 Myotubularin-related protein 4 LLSACDTSSPLTRTSSDPNLNNHCQEVRVGLUID5944 1

Q12888 TP53BP1 T 1648 1,10138 3 ___2 0,539265 4,15E-05 48,088 44,539 48,088 0,16598 25070000 Tumor suppressor p53-binding protein 1 VSSPATPTASSSSSTTPTRKITESPRASMGVUID15388 2

P49796 RGS3 S 943 1,10017 2 ___2 0,999998 5,53E-56 220,37 212,45 220,37 -0,15592 191380000 Regulator of G-protein signaling 3 GLSLRVQNSLRRRTHSEGSLLQEPRGPCFASUID9856 1;2

P49796 RGS3 S 946 1,10017 3 ___2 0,924044 0,0003246 70,942 57,538 70,942 0,0060301 10337000 Regulator of G-protein signaling 3 LRVQNSLRRRTHSEGSLLQEPRGPCFASDTTUID9857 2

Q9H9J4 USP42 S 1219 1,09923 3 ___2 1 6,22E-07 74,763 74,763 63,115 -0,12901 92799000 Ubiquitin carboxyl-terminal hydrolase 42 SKDKHRDRDSRHQQDSDLSAACSDADLHRHKUID13783 2;3

Q9H9J4 USP42 S 1226 1,09923 3 ___2 1 6,22E-07 74,763 74,763 63,115 -0,12901 92799000 Ubiquitin carboxyl-terminal hydrolase 42 RDSRHQQDSDLSAACSDADLHRHKKKKKKKKUID13785 2;3

Q9UGY1 NOL12 S 116 1,0842 3 ___1 0,978081 3,63E-06 49,57 49,57 49,57 -0,065356 5170300 Nucleolar protein 12 PNHTVTVTTISDLDLSGARLLGLTPPEGGAGUID6157 1

P49674 CSNK1E S 389 1,07538 2 ___1 0,854533 4,96E-05 112,15 100,94 112,15 -0,80651 10281000 Casein kinase I isoform epsilon RKVSMRLHRGAPANVSSSDLTGRQEVSRIPAUID1693 1

Q9H2P0 ADNP S 955 1,05561 2 ___1 1 2,80E-07 82,885 82,885 71,241 0,44907 45303000 Activity-dependent neuroprotector homeobox protein HLTEEPTKLMHNASDSEVDQDDVVEWKDGASUID5519 1;2

Q9H7F0 ATP13A3 S 817 0,993058 3 ___1 0,999919 0,0154146 45,084 36,375 45,084 -0,75881 6093700 Probable cation-transporting ATPase 13A3 SAIDPEAIPVKLVHDSLEDLQMTRYHFAMNGUID5645

Q15652 JMJD1C S 641 0,958954 3 ___2 0,832651 0,00044498 65,943 50,308 65,943 -0,20632 14183000 Probable JmjC domain-containing histone demethylation protein 2CKLNTSVDTHKIKSSPSPEVVKPKITHSPDSVUID11055 2

Q15652 JMJD1C S 638 0,958954 3 ___2 0,617989 0,00044498 65,943 50,308 65,943 -0,20632 14183000 Probable JmjC domain-containing histone demethylation protein 2CIKSKLNTSVDTHKIKSSPSPEVVKPKITHSPUID11054 2

Q8N684 CPSF7 S 48 0,957766 2 ___1 0,697379 0,00174389 60,255 43,715 60,255 0,29251 43256000 Cleavage and polyadenylation specificity factor subunit 7DVLTATSQPSDDRSSSTEPPPPVRQEPSPKPUID4249 1

Q01804 OTUD4 S 546 0,949516 3 ___1 0,56443 4,35E-11 88,976 88,976 49,486 -0,17798 16576000 OTU domain-containing protein 4 STLENITDDKYATVSSPSKSKKLECPSPAEQUID2114 1

Q9NWK9 ZNHIT6 S 25 0,945727 2 ___1 1 1,90E-07 91,416 77,686 48,794 -0,15671 60840000 Box C/D snoRNA protein 1 KSGGGLHSVAEGVRLSPEPGREGVRDLAGAEUID5898 1

Q9H7L9 SUDS3 S 53 0,942758 4 ___2 0,992685 3,09E-20 129,61 126,07 129,61 -0,33916 457370000 Sin3 histone deacetylase corepressor complex component SDS3RSCRGRESDEDTEDASETDLAKHDEEDYVEMUID13744 2;3

Q96JM3 CHAMP1 S 675 0,936892 2 ___1 0,923189 7,98E-07 105,46 82,234 105,46 0,12165 4762000 Chromosome alignment-maintaining phosphoprotein 1VESIDFSKENKMDMTSPEQSRNVLQFTEEKEUID4952 1

Q9NS91 RAD18 S 158 0,930773 3 ___1 0,995497 1,92E-14 150,91 126,72 82,36 0,46477 143360000 E3 ubiquitin-protein ligase RAD18 GSTSELLIKENKSKFSPQKEASPAAKTKETRUID5832 1;2

Q96ST2 IWS1 S 400 0,924551 2 ___1 1 7,54E-54 211,13 196,67 80,102 -0,0015881 1399800000 Protein IWS1 homolog EEEKVAKRKAAVLSDSEDEEKASAKKSRVVSUID5070 1;2

P08473 MME S 6 0,918556 3 ___1 0,931214 1,64E-08 106,19 94,974 56,304 -0,21733 41399000 Neprilysin __________MGKSESQMDITDINTPKPKKKUID883 1

Q641Q2 FAM21A S 1054 0,917491 2 ___1 0,768143 7,35E-06 82,102 70,662 82,102 -0,10981 10494000 WASH complex subunit FAM21A RPQTRAARRLAAQESSETEDMSVPRGPIAQWUID3382 1

Q6P3W7 SCYL2 S 677 0,913416 2 ___1 0,967847 0,00080345 98,182 39,813 98,182 -0,23587 9817900 SCY1-like protein 2 SENKEDGLQNKHKRASLTLEEKQKLAKEQEQUID3517 1

Q9P260 KIAA1468 S 180 0,902344 2 ___1 0,823654 0,009617 43,628 33,303 43,628 0,62494 3494300 LisH domain and HEAT repeat-containing protein KIAA1468EPSTASGGGQLNRAGSISTLDSLDFARYSDDUID6060 1

Q9ULV3 CIZ1 T 244 0,893906 3 ___1 0,999792 0,00045901 46,578 46,578 46,578 -0,20236 3729100 Cip1-interacting zinc finger protein QDLPPCPEDIAKEKRTPAPEPEPCEASELPAUID7897

Q9NXF1 TEX10 T 29 0,887369 2 ___1 0,841629 0,0192458 69,721 63,989 69,721 0,20175 7754100 Testis-expressed sequence 10 protein VKLKVGKKKPKLQNATPTNFKTKTIHLPEQLUID7845 1

Q14693 LPIN1 S 162 0,878529 2 ___1 0,999997 0,0110898 60,102 17,912 60,102 0,40537 9329700 Phosphatidate phosphatase LPIN1 SSSSVVKKRRKRRRKSQLDSLKRDDNMNTSEUID2765 1

Q6PJG2 ELMSAN1 T 715 0,874443 3 ___2 0,990896 2,66E-10 68,708 68,708 68,708 -0,079309 27351000 ELM2 and SANT domain-containing protein 1 SAEVTPPVLSVMGEATPVSIEPRINVGSRFQUID15606 2;3

P06400 RB1 S 855 0,863653 2 ___1 1 2,89E-23 145,14 114,57 103,88 0,29675 42969000 Retinoblastoma-associated protein GTSEKFQKINQMVCNSDRVLKRSAEGSNPPKUID834 1

Q9ULW0 TPX2 S 125 0,860605 2 ___1 1 0,00031031 65,477 65,477 65,477 -0,081011 94503000 Targeting protein for Xklp2 SRKTPAQPQRRSLRLSAQKDLEQKEKHHVKMUID6350 1;2

P33316 DUT S 88 0,859174 3 ___2 0,998597 0,00293957 42,791 32,594 42,791 -1,744 6622100 Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrialVGAAGWKGELPKAGGSPAPGPETPAISPSKRUID9440 2

P33316 DUT S 99 0,859174 3 ___2 0,767408 0,00293957 42,791 32,594 42,791 -1,744 6622100 Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrialKAGGSPAPGPETPAISPSKRARPAEVGGMQLUID9441 2

Q9Y6D5 ARFGEF2 S 1513 0,855511 3 ___2 0,674506 2,50E-09 69,435 60,785 69,435 -0,61257 22640000 Brefeldin A-inhibited guanine nucleotide-exchange protein 2SSEKHLDVDLDRQSLSSIDKNPSERGQSQLSUID14914 2

Q5UIP0 RIF1 S 1552 0,853357 3 ___2 0,89815 0,00028493 55,994 49,561 55,994 -0,89404 12230000 Telomere-associated protein RIF1 QTRRASQGLLSSIENSESDSSEAKEEGSRKKUID11378 2

Q15751 HERC1 S 2720 0,848077 3 ___2 0,995302 3,00E-05 57,496 45,014 57,496 0,34632 38207000 Probable E3 ubiquitin-protein ligase HERC1 SSLPTSPSDEVGRRQSLTSPDSQSARPANRTUID11064 1;2

Q15751 HERC1 S 2723 0,848077 3 ___2 0,796107 0,00015075 48,229 42,8 48,229 -0,33666 22773000 Probable E3 ubiquitin-protein ligase HERC1 PTSPSDEVGRRQSLTSPDSQSARPANRTALSUID11065 2

Q9GZR7 DDX24 S 287 0,846794 3 ___1 0,816383 4,70E-06 44,898 39,69 40,064 0,11413 33268000 ATP-dependent RNA helicase DDX24 APPGETRTEAGAETRSPGKAEAESDALPDDTUID5451 1;2

Q13415 ORC1 T 230 0,845831 3 ___2 0,999605 0,00087626 63,337 56,135 63,337 -0,038638 13286000 Origin recognition complex subunit 1 RHSASKSRQTPTHPLTPRARKRLELGNLGNPUID15406 2

Q13415 ORC1 S 221 0,845831 3 ___2 0,815493 0,00087626 63,337 56,135 63,337 -0,038638 13286000 Origin recognition complex subunit 1 EHVAKRIESRHSASKSRQTPTHPLTPRARKRUID10557 2

P28749 RBL1 S 1041 0,842982 2 ___1 1 3,59E-05 76,151 49,002 71,344 0,68928 44581000 Retinoblastoma-like protein 1 QRTKKRVIAIDSDAESPAKRVCQENDDVLLKUID1281 1;2

O95997 PTTG1;PTTG2 S 165 0,842697 2 ___1 1 0,0025456 62,338 62,338 62,338 -0,59309 2701500 Securin;Securin-2 DEERELEKLFQLGPPSPVKMPSPPWESNLLQUID773 1

Q63HQ0 AP1AR S 226 0,833821 2 ___1 0,876372 0,0207663 41,029 31,441 41,029 -0,18853 4024500 AP-1 complex-associated regulatory protein EDEEGMNRMLPMRERSKTEEDILRAALKYSNUID3372 1

O75533 SF3B1 T 211 0,831472 2 ___2 0,991987 0,00529604 43,791 36,528 43,791 0,30137 8868400 Splicing factor 3B subunit 1 RKRRWDQTADQTPGATPKKLSSWDQAETPGHUID15056 2

O75533 SF3B1 T 207 0,831472 2 ___2 0,918555 0,00529604 43,791 36,528 43,791 0,30137 8868400 Splicing factor 3B subunit 1 PPSKRKRRWDQTADQTPGATPKKLSSWDQAEUID15055 2

Q8NFC6 BOD1L1 S 2128 0,830904 3 ___1 0,83924 0,00130207 44,969 37,857 44,969 0,47854 3405800 Biorientation of chromosomes in cell division protein 1-like 1EEFEAPMPSAVSGDDSQLTASRSEEKDECAMUID4359 1

P13639 EEF2 T 57 0,825524 2 ___1 0,999419 3,23E-15 132,17 75,255 132,17 1,8145 426340000 Elongation factor 2 KAGIIASARAGETRFTDTRKDEQERCITIKSUID7037 1

Q9BRL6 SRSF8 S 273 0,818851 2 ___2 0,999997 0,00030129 66,965 57,532 66,965 0,54484 6099000 Serine/arginine-rich splicing factor 8 KRKSKSRSRSKRPPKSPEEEGQMSS______UID13337 2

Q9BRL6 SRSF8 S 281 0,818851 2 ___2 0,536184 0,00030129 66,965 57,532 66,965 0,54484 6099000 Serine/arginine-rich splicing factor 8 RSKRPPKSPEEEGQMSS______________UID13338 2

O60832 DKC1 T 458 0,811904 3 ___3 1 0,00028423 41,475 33,483 41,475 0,30445 132390000 H/ACA ribonucleoprotein complex subunit 4 KTAKRKRESESESDETPPAAPQLIKKEKKKSUID23136 4

Q6PKG0 LARP1 S 627 0,810649 2 ___1 0,999997 6,66E-112 254,44 248 254,44 -0,051356 1219300000 La-related protein 1 EMEQMDGRKNTFTAWSDEESDYEIDDRDVNKUID3556 1;2

Q13206 DDX10 S 539 0,795052 2 ___1 1 6,72E-29 176,51 157,19 176,51 -0,061329 73726000 Probable ATP-dependent RNA helicase DDX10 LVRSQADKVIEPRAPSLTNDEVEEFRAYFNEUID2413 1

P49792 RANBP2 S 2804 0,791532 3 ___1 0,81418 1,75E-18 110,31 99,908 74,074 -0,21289 74402000 E3 SUMO-protein ligase RanBP2 SFCKSEEPDSITKSISSPSVSSETMDKPVDLUID1751 1

Q5JSZ5 PRRC2B S 613 0,780077 2 ___1 1 0,00054067 93,258 81,392 93,258 1,2018 22117000 Protein PRRC2B VAQSNSSEEEAREAGSPAQEFKYQKSLPPRFUID3168 1

Q14676 MDC1 S 453 0,760093 2 ___1 0,958472 6,68E-39 175,86 164,39 175,86 -0,16465 352220000 Mediator of DNA damage checkpoint protein 1 RVVLLQRSQTTTERDSDTDVEEEELPVENREUID2736 1;2

Q5FWF4 ZRANB3 S 569 0,759076 3 ___1 0,995598 4,03E-05 84,566 55,59 69,605 0,076235 20686000 DNA annealing helicase and endonuclease ZRANB3;DNA annealing helicase ZRANB3;Endonuclease ZRANB3SDPTKTAARDIIDYESDVEPETKRLKLAASEUID3151 1

P17029 ZKSCAN1 T 10 0,756255 2 ___1 0,664888 0,00826454 72,29 72,29 72,29 0,17853 15153000 Zinc finger protein with KRAB and SCAN domains 1 ______MMTAESREATGLSPQAAQEKDGIVIUID7047

Q96JN2 CCDC136 S 52 0,756169 2 ___1 0,999235 4,93E-05 90,412 81,125 90,412 0,27651 2097800 Coiled-coil domain-containing protein 136 GGSVGSLSVNKHRGLSLTETELEELRAQVLQUID4960 1

Q8N3U4 STAG2 S 1161 0,75369 3 ___1 0,499995 0,00027216 50,492 41,03 50,492 -0,062408 4853100 Cohesin subunit SA-2 TEHHQTPLDYNRRGTSLMEDDEEPIVEDVMMUID4224 1

Q8N3U4 STAG2 T 1160 0,75369 3 ___1 0,499995 0,00027216 50,492 41,03 50,492 -0,062408 4853100 Cohesin subunit SA-2 QTEHHQTPLDYNRRGTSLMEDDEEPIVEDVMUID7623 1

Q8TB72 PUM2 S 82 0,740884 3 ___2 1 3,83E-07 92,307 92,307 92,01 -0,038774 56462000 Pumilio homolog 2 SGQGFHGNSEVNAILSPRSESGGLGVSMVEYUID12513 1;2

Q8TB72 PUM2 S 67 0,740884 3 ___2 0,731133 0,00012007 47,507 41,964 47,507 -0,32418 3159000 Pumilio homolog 2 ASHHSMSQPIMVQRRSGQGFHGNSEVNAILSUID12512 2

Q9H5J0 ZBTB3 S 362 0,73933 3 ___1 0,831772 1,18E-09 66,045 63,121 66,045 0,080469 2981800 Zinc finger and BTB domain-containing protein 3 AEAELVQVKVEAIVISDEETDVSDEQPQGPEUID5604 1

Q13330 MTA1 T 564 0,73907 2 ___1 0,8537 0,0102392 65,563 65,563 65,563 0,33535 1465700 Metastasis-associated protein MTA1 KPDPVKSVSSVLSSLTPAKVAPVINNGSPTIUID7308

Q9NZJ0 DTL S 512 0,735349 2 ___1 0,695518 0,00899255 46,156 46,156 46,156 0,09474 4768900 Denticleless protein homolog FKMSIRNWVTRTPSSSPPITPPASETKIMSPUID6013

P42695 NCAPD3 S 531 0,733007 2 ___1 0,865821 1,69E-09 102,37 93,316 102,37 0,2432 6871500 Condensin-2 complex subunit D3 TSNRSEPSGEINIDSSGETVGSGERCVMAMLUID1516 1

Q9UHB7 AFF4 S 179 0,73292 3 ___2 0,515828 0,00327102 42,321 34,424 42,321 -0,82608 4274000 AF4/FMR2 family member 4 RKKGQHGSEHSKSRSSSPGKPQAVSSLNSSHUID14268 2

Q9UHB7 AFF4 S 176 0,73292 3 ___2 0,502569 0,00327102 42,321 34,424 42,321 -0,82608 4274000 AF4/FMR2 family member 4 SSSRKKGQHGSEHSKSRSSSPGKPQAVSSLNUID14266 2

Q9UHB7 AFF4 S 178 0,73292 3 ___2 0,502569 0,00327102 42,321 34,424 42,321 -0,82608 4274000 AF4/FMR2 family member 4 SRKKGQHGSEHSKSRSSSPGKPQAVSSLNSSUID14267 2

Q13416 ORC2 T 226 0,728138 3 ___1 0,751531 0,00366984 42,059 35,226 42,059 0,35764 6268300 Origin recognition complex subunit 2 IQAQNRVVSAPVGKETPSKRMKRDKTSDLVEUID7310 1

P42677 RPS27;RPS27L S 78 0,727088 2 ___1 1 0,00040152 99,973 78,271 99,973 -0,64897 23086000 40S ribosomal protein S27;40S ribosomal protein S27-likeLCQPTGGKARLTEGCSFRRKQH_________UID1502 1

Q5T200 ZC3H13 S 877 0,716715 2 ___1 0,999925 7,06E-07 126,76 105,92 121,01 0,058569 512760000 Zinc finger CCCH domain-containing protein 13 RLLSQVVRPQESRSLSPSHLTEDRQGRWKEEUID3248 1;2

Q8N264 ARHGAP24 S 415 0,714487 2 ___1 1 0,0185151 55,37 31,795 55,37 -0,17638 3030900 Rho GTPase-activating protein 24 TNSPKNSVHKLDVSRSPPLMVKKNPAFNKGSUID4209 1

O43432 EIF4G3 S 1156 0,706999 3 ___1 0,861168 1,36E-06 96,016 86,733 96,016 -0,26605 62138000 Eukaryotic translation initiation factor 4 gamma 3 LPSATARPNTFMRGGSSKDLLDNQSQEEQRRUID308 1

O94804 STK10 S 455 0,70496 3 ___1 0,950377 1,98E-07 78,428 72,758 78,428 0,095133 63651000 Serine/threonine-protein kinase 10 AANRSQKASQSRPNSSALETLGGEKLANGSLUID632 1;2

Q9NTI5 PDS5B S 1369 0,701422 3 ___2 0,61856 6,95E-08 116,35 116,35 102,21 -0,13463 144580000 Sister chromatid cohesion protein PDS5 homolog B QRAESPESSAIESTQSTPQKGRGRPSKTPSPUID13939 2

Q9ULW0 TPX2 S 121 0,699219 2 ___2 1 0,00031031 65,477 65,477 65,477 -0,081011 82325000 Targeting protein for Xklp2 EAAISRKTPAQPQRRSLRLSAQKDLEQKEKHUID14446 2

Q9ULW0 TPX2 S 125 0,699219 2 ___2 1 0,00031031 65,477 65,477 65,477 -0,081011 94503000 Targeting protein for Xklp2 SRKTPAQPQRRSLRLSAQKDLEQKEKHHVKMUID14447 1;2

Q5VUA4 ZNF318 S 1896 0,69724 2 ___1 0,999982 0,00015964 75,669 65,437 75,669 -0,090927 2634700 Zinc finger protein 318 QDTPVKISAPELLLHSPARSAMCLTGSPQEQUID3321 1

Q02880 TOP2B S 1524 0,695205 2 ___1 1 6,12E-25 163,79 148,41 46,706 0,035824 689270000 DNA topoisomerase 2-beta RAPKQKKVVEAVNSDSDSEFGIPKKTTTPKGUID2140 1;2;3

Q14684 RRP1B S 458 0,694709 4 ___1 0,973803 4,16E-36 160,86 160,86 160,86 -0,037073 453630000 Ribosomal RNA processing protein 1 homolog B VAEPGAEATSSTGEESGSEHPPAVPMHNKRKUID2754 1;2;3

P19532 TFE3 S 567 0,694657 2 ___1 0,621585 0,00154648 74,611 74,611 74,611 0,12349 4064700 Transcription factor E3 LSSVSPAVSKASSRRSSFSMEEES_______UID1122 1

P06748 NPM1 S 260 0,688852 3 ___2 1 0,00010428 98,156 46,88 49,66 0,55362 344520000 Nucleophosmin EDIKAKMQASIEKGGSLPKVEAKFINYVKNCUID8947 1;2

P06748 NPM1 S 254 0,688852 3 ___2 1 0,00010428 81,972 41,703 49,66 0,55362 195890000 Nucleophosmin KGPSSVEDIKAKMQASIEKGGSLPKVEAKFIUID8951 1;2

O75122 CLASP2 S 621 0,686971 3 ___1 0,981623 1,88E-10 66,98 63,836 66,98 0,29518 6972300 CLIP-associating protein 2 LKKPARRRYESYGMHSDDDANSDASSACSERUID489 1

Q9Y6D5 ARFGEF2 S 1511 0,676268 3 ___2 0,998198 1,29E-09 94,08 88,2 94,08 -0,53392 44346000 Brefeldin A-inhibited guanine nucleotide-exchange protein 2EDSSEKHLDVDLDRQSLSSIDKNPSERGQSQUID14913 2

Q9Y6D5 ARFGEF2 S 1514 0,676268 3 ___2 0,752449 1,29E-09 94,08 88,2 94,08 -0,53392 44346000 Brefeldin A-inhibited guanine nucleotide-exchange protein 2SEKHLDVDLDRQSLSSIDKNPSERGQSQLSNUID14915 2

P06241 FYN S 21 0,676224 3 ___1 0,977173 0,00021172 49,528 49,528 44,788 -0,0031223 21359000 Tyrosine-protein kinase Fyn CKDKEATKLTEERDGSLNQSSGYRYGTDPTPUID828 1

P04920 SLC4A2 T 257 0,669013 3 ___1 0,99942 0,000148 58,672 49,015 58,672 -0,2085 7499900 Anion exchange protein 2 GSMTGAEQALLPRVPTDEIEAQTLATADLDLUID7005 1

Q8NE71 ABCF1 S 105 0,66839 2 ___2 1 2,63E-09 130,77 120,44 105,77 0,47624 3103300000 ATP-binding cassette sub-family F member 1 DDGEEKELMERLKKLSVPTSDEEDEVPAPKPUID12414 2;3

Q8NCF5 NFATC2IP S 234 0,665393 3 ___1 0,717035 0,00221719 40,059 35,482 40,059 -0,68426 4472100 NFATC2-interacting protein LSEVNKRLQDLRSCLSPKPPQGQEQQGQEDEUID4289 1

P55081 MFAP1 S 118 0,665164 2 ___1 1 2,54E-13 143,56 143,56 69,922 1,8249 731820000 Microfibrillar-associated protein 1 RHRKIVEPEVVGESDSEVEGDAWRMEREDSSUID1900 1;2

Q96EB6 SIRT1 S 538 0,664574 3 ___1 0,567708 2,62E-05 45,269 45,269 45,269 -0,034787 4031300 NAD-dependent protein deacetylase sirtuin-1;SirtT1 75 kDa fragmentYLSELPPTPLHVSEDSSSPERTSPPDSSVIVUID4850 1

Q86UE4 MTDH S 311 0,664283 2 ___2 0,999573 0,00091284 55,196 55,196 55,196 -0,38944 16056000 Protein LYRIC QISAGEEKWNSVSPASAGKRKTEPSAWSQDTUID11988 2

Q86UE4 MTDH S 308 0,664283 2 ___2 0,989866 0,00091284 55,196 55,196 55,196 -0,38944 16056000 Protein LYRIC LSSQISAGEEKWNSVSPASAGKRKTEPSAWSUID11987 2

Q5T200 ZC3H13 S 381 0,664119 2 ___2 0,962382 3,53E-15 154,36 147,49 154,36 0,11981 184570000 Zinc finger CCCH domain-containing protein 13 PLRRSASPYPSHSLSSPQRKQSPPRHRSPMRUID11338 2;3

Q08999 RBL2 S 413 0,663769 3 ___2 0,928459 0,00013762 43,164 43,164 40,453 -0,42818 18073000 Retinoblastoma-like protein 2 RISTPLTGVRYIKENSPCVTPVSTATHSLSRUID10334 2

Q08999 RBL2 T 417 0,663769 3 ___2 0,896556 0,00013762 43,164 43,164 40,453 -0,42818 18073000 Retinoblastoma-like protein 2 PLTGVRYIKENSPCVTPVSTATHSLSRLHTMUID15371 2

Q92615 LARP4B S 498 0,662023 2 ___1 0,999969 0,022754 61,962 61,962 61,962 0,25125 13251000 La-related protein 4B GSLESSPGLGRGRKNSFGYRKKREEKFTSSQUID4665 1

Q8TEK3 DOT1L S 1001 0,661704 3 ___2 0,988982 0,00011145 53,718 45,217 43,476 0,25967 27743000 Histone-lysine N-methyltransferase, H3 lysine-79 specificQHPLLLAQPRNSLPASPAHQLSSSPRLGGAAUID12563 2

P22626 HNRNPA2B1 S 259 0,661385 3 ___1 0,954893 0,0030488 40,112 36,38 40,112 -0,12304 5466500 Heterogeneous nuclear ribonucleoproteins A2/B1 YNGYGGGPGGGNFGGSPGYGGGRGGYGGGGPUID1173 1

P38398 BRCA1 S 1542 0,656812 3 ___1 0,996805 1,61E-10 67,69 67,69 67,69 0,0073782 19672000 Breast cancer type 1 susceptibility protein ELIKVVDVEEQQLEESGPHDLTETSYLPRQDUID1427 1

Q7L4I2 RSRC2 T 16 0,655548 2 ___1 0,601764 2,73E-06 126,63 126,63 58,32 -0,78944 62077000 Arginine/serine-rich coiled-coil protein 2 MAASDTERDGLAPEKTSPDRDKKKEQSEVSVUID7544 1

Q13136 PPFIA1 S 242 0,653864 2 ___2 0,987339 2,24E-05 92,633 84,409 92,633 -0,090328 130230000 Liprin-alpha-1 QENTPSTSGKRSSDGSLSHEEDLAKVIELQEUID10501 2

Q13136 PPFIA1 S 239 0,653864 2 ___2 0,881559 2,24E-05 92,633 84,409 92,633 -0,090328 130230000 Liprin-alpha-1 NHEQENTPSTSGKRSSDGSLSHEEDLAKVIEUID10500 2

Q14839 CHD4 S 319 0,65104 3 ___2 0,999373 1,48E-20 84,073 82,094 73,817 0,36028 68611000 Chromodomain-helicase-DNA-binding protein 4 KRKRSSSEDDDLDVESDFDDASINSYSVSDGUID10889 2;3;4

Q9UIG0 BAZ1B S 161 0,650581 3 ___1 0,78143 8,20E-28 155,5 149,78 131,81 0,31803 568360000 Tyrosine-protein kinase BAZ1B EATEKKSDGACDSPSSDKENSSQIAQDHQKKUID6198 1;2

Q13136 PPFIA1 S 238 0,650213 2 ___2 0,5 0,00125104 47,302 31,672 47,302 -0,21187 10615000 Liprin-alpha-1 INHEQENTPSTSGKRSSDGSLSHEEDLAKVIUID10499 2

Q9BXB4 OSBPL11 S 15 0,649325 3 ___1 0,741768 0,00055363 48,182 40,905 48,182 -0,16415 14040000 Oxysterol-binding protein-related protein 11 _MQGGEPVSTMKVSESEGKLEGQATAVTPNKUID5349 1

Q15020 SART3 T 7 0,645609 2 ___2 0,666386 0,00041813 58,132 47,077 58,132 0,042754 5759400 Squamous cell carcinoma antigen recognized by T-cells 3_________MATAAETSASEPEAESKAGPKAUID15481 2

P42167 TMPO T 355 0,643949 2 ___1 0,706977 0,00015272 60,918 50,26 60,918 0,28365 6961300 Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinVERDILKEMFPYEASTPTGISASCRRPIKGAUID7135 1

P49790 NUP153 S 203 0,643064 2 ___1 0,887939 0,0002541 84,753 84,753 84,753 0,84564 16422000 Nuclear pore complex protein Nup153 SSRASDKDITVSKNTSLPPLWSPEAERSHSLUID1729 1;2

P41182 BCL6 S 333 0,640664 2 ___2 0,999991 1,81E-14 161,25 161,25 161,25 0,70923 173010000 B-cell lymphoma 6 protein PPNAPLNRKGLVSPQSPQKSDCQPNSPTESCUID9554 1;2

Q92541 RTF1 S 650 0,640446 2 ___1 0,820932 0,00032728 80,69 67,637 80,245 0,025832 4406300 RNA polymerase-associated protein RTF1 homolog EMSKGQGKDKDLNSKSASDLSEDLFKVHDFDUID4607 1

O75995 SASH3 S 27 0,638064 2 ___1 0,994037 0,00116734 93,096 72,575 74,094 -0,23412 1037400000 SAM and SH3 domain-containing protein 3 KEPTQKKKLSLQRSSSFKDFAKSKPSSPVVSUID613 1;2

Q9Y5J1 UTP18 S 206 0,631248 2 ___3 0,964263 3,59E-222 324,9 324,9 199,41 -0,37627 685900000 U3 small nucleolar RNA-associated protein 18 homologGGVPAWAETTKRKTSSDDESEEDEDDLLQRTUID22965 2;3

Q9UBP0 SPAST T 209 0,630508 2 ___1 0,624745 1,77E-05 78,69 65,027 65,528 0,82487 10962000 Spastin LLEKMQPVLPFSKSQTDVYNDSTNLACRNGHUID7866 1

Q14676 MDC1 S 1399 0,626673 3 ___2 0,534895 0,00020581 58,831 58,831 42,041 0,42786 7475000 Mediator of DNA damage checkpoint protein 1 TPEPTSRATRGRKNRSSGKTPETLVPTAPKLUID10825 2

Q7Z2Z1 TICRR S 1141 0,622837 2 ___2 0,99999 0,00644545 71,879 71,879 71,879 -0,29019 8415800 Treslin HTPQTPLYTPERLQKSPAKMTPTKQAAFKESUID11827 2

Q7Z2Z1 TICRR T 1146 0,622837 2 ___2 0,880978 0,00644545 71,879 71,879 71,879 -0,29019 8415800 Treslin PLYTPERLQKSPAKMTPTKQAAFKESLKDSSUID15647 2

Q03188 CENPC S 308 0,619929 2 ___1 0,72991 0,00341625 44,998 34,093 44,998 1,2887 2773000 Centromere protein C PDDTKLIEDEFIIDESDQSFASRSWITIPRKUID2158 1

Q9NS91 RAD18 S 158 0,619791 3 ___2 0,995497 1,92E-14 150,91 126,72 82,36 0,46477 143360000 E3 ubiquitin-protein ligase RAD18 GSTSELLIKENKSKFSPQKEASPAAKTKETRUID13929 1;2

P60709 ACTB;ACTG1;ACTA1;ACTA2;ACTG2;ACTC1S 323 0,615215 2 ___1 0,810488 0,00082951 76,326 59,086 76,326 -0,51395 8923100 Actin, cytoplasmic 1;Actin, cytoplasmic 1, N-terminally processed;Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processed;Actin, alpha skeletal muscle;Actin, aortic smooth muscle;Actin, gamma-enteric smooth muscle;Actin, alpha cardiac muscle 1GIADRMQKEITALAPSTMKIKIIAPPERKYSUID1944 1

O75665 OFD1 S 774 0,61306 2 ___1 0,949499 0,00454362 53,237 44,023 53,237 -0,48964 2568000 Oral-facial-digital syndrome 1 protein HIASPSPCPDRMPLPSPTESRHSLSIPPVSSUID588 1

Q7L4I2 RSRC2 S 17 0,612741 3 ___1 0,5 2,73E-06 126,63 126,63 126,63 0,064461 51148000 Arginine/serine-rich coiled-coil protein 2 AASDTERDGLAPEKTSPDRDKKKEQSEVSVSUID3697 1

P14921 ETS1 Y 283 0,61155 3 ___2 0,541444 0,00030651 50,945 48,104 50,945 0,40576 15133000 Protein C-ets-1 WSSQSSFNSLQRVPSYDSFDSEDYPAALPNHUID16127 2

P14921 ETS1 S 285 0,61155 3 ___2 0,501243 0,00030651 50,945 48,104 50,945 0,40576 15133000 Protein C-ets-1 SQSSFNSLQRVPSYDSFDSEDYPAALPNHKPUID9093 2

Q6VY07 PACS1 S 495 0,611328 3 ___1 0,729356 4,17E-06 59,814 59,814 59,814 0,28853 16633000 Phosphofurin acidic cluster sorting protein 1 KTPMKSSKTDLQGSASPSKVEGVHTPRQKRSUID3592 1

Q9Y5J1 UTP18 S 205 0,609982 3 ___3 0,887795 3,15E-45 199,41 194,13 85,387 0,32802 303990000 U3 small nucleolar RNA-associated protein 18 homologMGGVPAWAETTKRKTSSDDESEEDEDDLLQRUID22964 2;3

Q8NDX1 PSD4 S 1022 0,609282 2 ___2 0,997122 1,26E-06 84,653 72,787 84,653 -0,74582 6746100 PH and SEC7 domain-containing protein 4 TREPKLSLKKSHSSPSLHQDEAPTTAKVKRNUID12408 2

Q8NDX1 PSD4 S 1019 0,609282 2 ___2 0,97846 1,54E-38 161,02 141,95 105,53 0,44825 97510000 PH and SEC7 domain-containing protein 4 AGGTREPKLSLKKSHSSPSLHQDEAPTTAKVUID12407 1;2

Q8NFC6 BOD1L1 S 2975 0,609282 4 ___1 0,58555 3,42E-06 46,149 46,149 46,149 0,49412 15901000 Biorientation of chromosomes in cell division protein 1-like 1DAESSEPERKRQKSVSDPVEDKKEQESDEEEUID4355 1

Q15025 TNIP1 S 403 0,60862 2 ___1 0,968453 0,00022807 85,813 60,376 85,813 0,029094 2955000 TNFAIP3-interacting protein 1 AKELRQKVKYLQDQLSPLTRQREYQEKEIQRUID2853 1

Q7Z6Z7 HUWE1 S 2362 0,607863 2 ___1 0,999995 3,30E-05 84,753 74,23 84,753 0,48135 24888000 E3 ubiquitin-protein ligase HUWE1 ELEDLIDELLERDGGSGNSTIIVSRSGEDESUID3841 1;2

Q9NYF3 FAM53C S 122 0,607788 2 ___1 0,997982 0,00144597 70,488 56,492 70,488 -0,83959 23918000 Protein FAM53C PVPPAPPSKRHCRSLSVPVDLSRWQPVWRPAUID5952 1

Q9H4H8 FAM83D S 369 0,607389 4 ___3 0,964322 5,83E-11 74,404 74,404 74,404 -0,21831 32551000 Protein FAM83D GKAERKPHDCESSTVSEEDYFSSHRDELQSRUID21751 2;3

Q9H4H8 FAM83D S 366 0,607389 4 ___3 0,711398 5,83E-11 74,404 74,404 74,404 -0,21831 19272000 Protein FAM83D PAEGKAERKPHDCESSTVSEEDYFSSHRDELUID21750 3

Q9H4H8 FAM83D T 367 0,607389 4 ___3 0,711398 5,83E-11 74,404 74,404 74,404 -0,21831 19272000 Protein FAM83D AEGKAERKPHDCESSTVSEEDYFSSHRDELQUID23988 3

Q09019 DMWD S 495 0,605684 2 ___1 0,965459 0,00340371 49,732 43,699 49,732 -0,10136 7921200 Dystrophia myotonica WD repeat-containing protein EPGPGPLPRSLSRSNSLPHPAGGGKAGGPGVUID2242 1

O94804 STK10 T 952 0,60122 2 ___1 0,580608 7,98E-19 133,47 118,46 133,47 1,664 61149000 Serine/threonine-protein kinase 10 MFFKLSEEAECPNPSTPSKAAKFFPYSSADAUID6974 1

O14647 CHD2 S 1365 0,596935 3 ___1 0,5 5,45E-05 107,98 107,98 107,98 0,40491 13641000 Chromodomain-helicase-DNA-binding protein 2 NKVPRLKEEHGIELSSPRHSDNPSEEGEVKDUID170 1

O95067 CCNB2 S 92 0,596207 3 ___1 0,923928 5,38E-06 48,489 48,489 46,149 -0,27892 24019000 G2/mitotic-specific cyclin-B2 SVKPVQMEKLAPKGPSPTPEDVSMKEENLCQUID675 1

Q69YH5 CDCA2 S 98 0,595996 3 ___1 0,999993 8,98E-08 115,14 95,375 115,14 -0,49681 21750000 Cell division cycle-associated protein 2 YLKKCRRRSAVGARGSPETNHLIRFIARQQNUID3406 1

Q86TI0 TBC1D1 S 585 0,593784 3 ___2 0,997673 9,03E-09 54,389 51,113 48,07 0,25073 50071000 TBC1 domain family member 1 SSDSESHLPEEPAPLSPQQAFRRRANTLSHFUID11968 2;3

Q8IY92 SLX4 S 1044 0,591105 2 ___1 1 0,00091704 69,03 60,005 69,03 -0,51084 4506500 Structure-specific endonuclease subunit SLX4 PPHPCRFLLGPPQGGSPRGSHHTSGSSLSTPUID4110 1

Ramos gPome
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Q9BTC0 DIDO1 S 523 0,590243 2 ___1 0,812723 0,00421609 50,354 26,324 50,354 -0,23522 2043200 Death-inducer obliterator 1 DHNYNAVKPEKTAAPSPSLLYKSTKEDRRSEUID5269 1

P55209 NAP1L1 S 10 0,589572 3 ___1 0,999864 1,03E-06 49,199 49,199 49,199 0,40301 30193000 Nucleosome assembly protein 1-like 1 ______MADIDNKEQSELDQDLDDVEEVEEEUID1915 1

Q9Y3T9 NOC2L S 56 0,589284 2 ___2 0,895543 1,29E-07 128,09 119,78 84,035 0,34405 120140000 Nucleolar complex protein 2 homolog REAREAARSPDKPGGSPSASRRKGRASEHKDUID14807 2

Q7Z2Z1 TICRR S 599 0,587557 2 ___1 1 0,0026051 48,527 48,527 48,527 -0,28807 11866000 Treslin VARLNVKAQKLHPDGSPDVAGEKGIQKIPSGUID3729 1

Q6ZSZ5 ARHGEF18 S 71 0,585737 2 ___1 0,998977 6,75E-05 113,29 107,05 113,29 -0,81258 36488000 Rho guanine nucleotide exchange factor 18 GEEPGRDSLFSSLAGSQDLSRRRSWERSRSCUID3623 1

Q9UKS7 IKZF2 S 56 0,585725 3 ___1 0,999987 2,15E-05 95,094 80,769 95,094 0,025027 39644000 Zinc finger protein Helios PSHMTSTNSVKLEMQSDEECDRKPLSREDEIUID6271 1

P18858 LIG1 S 51 0,585636 3 ___1 0,939005 1,06E-05 54,834 54,834 54,834 -0,29769 5306800 DNA ligase 1 KAALKEWNGVVSESDSPVKRPGRKAARVLGSUID1092 1

Q9UQ35 SRRM2 S 2123 0,583615 2 ___1 0,98829 3,07E-05 99,86 93,956 60,255 -0,22147 346570000 Serine/arginine repetitive matrix protein 2 ALNSSRMSCFSRPSMSPTPLDRCRSPGMLEPUID6490 1;2

P46100 ATRX S 1352 0,583494 3 ___2 1 1,81E-05 104,87 92,584 100,97 0,12253 358810000 Transcriptional regulator ATRX RHRLLRHKLTVSDGESGEEKKTKPKEHKEVKUID9677 2

Q9UQ35 SRRM2 S 1329 0,582982 2 ___2 0,999825 1,76E-57 209,03 186,55 208,98 -0,12308 1039000000 Serine/arginine repetitive matrix protein 2 HKELSNSPLRENSFGSPLEFRNSGPLGTEMNUID14550 1;2;3

Q6BDS2 UHRF1BP1 T 1101 0,582267 2 ___1 0,502136 3,17E-05 66,246 50,48 66,246 0,27764 4163200 UHRF1-binding protein 1 VSGGAARLRFFSMKRTVSQQSFDGVSLDSSGUID7486 1

P04637 TP53 S 315 0,581785 2 ___1 0,930545 2,20E-09 141,73 141,73 141,73 0,099516 86764000 Cellular tumor antigen p53 PPGSTKRALPNNTSSSPQPKKKPLDGEYFTLUID806 1

Q6IQ23 PLEKHA7 S 907 0,581305 2 ___2 0,993634 1,02E-06 111,72 91,621 111,72 -0,15313 23898000 Pleckstrin homology domain-containing family A member 7RPHPPQLRKVTSPLQSPTKAKPKVEDEAPPRUID11552 2

Q6IQ23 PLEKHA7 S 903 0,581305 2 ___2 0,94122 1,02E-06 111,72 91,621 111,72 -0,15313 23898000 Pleckstrin homology domain-containing family A member 7YVPYRPHPPQLRKVTSPLQSPTKAKPKVEDEUID11551 2

P40259 CD79B S 221 0,578697 2 ___2 1 6,95E-41 190,19 176,76 102,46 0,057637 224110000 B-cell antigen receptor complex-associated protein beta chainTYEDIVTLRTGEVKWSVGEHPGQE_______UID9543 1;2

P40259 CD79B T 215 0,578697 2 ___2 1 0,013617 50,053 39,504 50,053 1,4173 11241000 B-cell antigen receptor complex-associated protein beta chainDIDQTATYEDIVTLRTGEVKWSVGEHPGQE_UID15219 2

P06400 RB1 S 612 0,578455 4 ___2 0,982434 9,19E-29 100,7 100,7 78,43 -0,15213 1510900000 Retinoblastoma-associated protein QNNHTAADMYLSPVRSPKKKGSTTRVNSTANUID8927 2

Q9NR19 ACSS2 S 267 0,578303 3 ___1 0,996355 2,89E-07 120,4 112,01 120,4 0,31415 24043000 Acetyl-coenzyme A synthetase, cytoplasmic HLGRAELGMGDSTSQSPPIKRSCPDVQISWNUID5789 1

Q96T23 RSF1 S 1282 0,575893 3 ___2 0,994145 4,61E-10 94,356 94,356 82,639 -0,023108 123670000 Remodeling and spacing factor 1 SKRSVRKRGRSTDEYSEADEEEEEEEGKPSRUID13185 2;3

Q9Y5J1 UTP18 T 204 0,572696 3 ___3 0,819648 9,64E-07 73,166 69,673 73,166 0,54472 93532000 U3 small nucleolar RNA-associated protein 18 homologAMGGVPAWAETTKRKTSSDDESEEDEDDLLQUID24188 3

P35659 DEK S 32 0,571664 3 ___2 1 0 378,64 353,05 76,029 0,031 650740000 Protein DEK PASEKEPEMPGPREESEEEEDEDDEEEEEEEUID9488 1;2

P35659 DEK S 51 0,571664 2 ___2 1 3,44E-13 76,029 73,587 68,371 -0,25413 125510000 Protein DEK EDEDDEEEEEEEKEKSLIVEGKREKKKVERLUID9489 1;2

P49454 CENPF S 1654 0,571562 2 ___1 1 5,80E-05 114,56 88,845 114,56 0,14759 11561000 Centromere protein F EVARLQLQGLDLSSRSLLGIDTEDAIQGRNEUID1684 1

Q15750 TAB1 S 7 0,570269 3 ___1 0,877025 8,25E-06 42,302 42,302 42,302 -0,10401 3321700 TGF-beta-activated kinase 1 and MAP3K7-binding protein 1_________MAAQRRSLLQSEQQPSWTDDLPUID2966 1

Q14676 MDC1 S 376 0,569669 3 ___1 0,912775 2,48E-15 78,683 78,683 57,144 0,028076 619970000 Mediator of DNA damage checkpoint protein 1 PGAPGLAHLQESQAGSDTDVEEGKAPQAVPLUID2726 1;2

Q9NQS7 INCENP S 314 0,568421 3 ___2 0,972571 1,98E-10 69,201 69,201 68,96 0,18544 67241000 Inner centromere protein DSQSVRHSPIAPSSPSPQVLAQKYSLVAKQEUID13870 2;3

Q9NQS7 INCENP S 306 0,568421 3 ___2 0,919692 1,98E-10 69,201 69,201 69,201 0,041098 67241000 Inner centromere protein STPTGSRTDSQSVRHSPIAPSSPSPQVLAQKUID13868 2;3

Q14980 NUMA1 S 1834 0,565695 3 ___1 0,708295 6,38E-06 57,802 57,802 57,802 0,51392 13575000 Nuclear mitotic apparatus protein 1 MTKKLDVEEPDSANSSFYSTRSAPASQASLRUID2810 1

Q5UIP0 RIF1 S 1162 0,565251 3 ___1 0,70195 2,00E-07 76,765 67,622 57,427 -0,56915 38248000 Telomere-associated protein RIF1 KSSLSNNECGSLDKTSPEMSNSNNDERKKALUID3295 1

Q6P0N0 MIS18BP1 S 824 0,564524 3 ___1 0,775591 3,59E-05 46,296 46,296 46,296 0,39044 3902500 Mis18-binding protein 1 NTSNIPVILEPETEESENEFYIKQKKARPSVUID3502 1

Q8WWI1 LMO7 S 1510 0,562377 3 ___1 0,999977 0,00072154 57,973 47,647 57,973 0,23753 15163000 LIM domain only protein 7 NKEPVSLPGIMRRGESLDNLDSPRSNSWRQPUID4530 1

O75376 NCOR1 S 1196 0,56003 3 ___1 0,796555 7,20E-07 112,36 112,36 112,36 -0,50949 35125000 Nuclear receptor corepressor 1 ALVKGSISRMPIEDSSPEKGREEAASKGHVIUID533 1

Q6P4F7 ARHGAP11A S 675 0,557582 2 ___1 0,999987 0,00033659 74,162 59,496 71,176 -0,72344 4591600 Rho GTPase-activating protein 11A HHTGKGEKCFSERDFSPLQTQTFNRETTIKCUID3518 1

Q14CW9 ATXN7L3 S 281 0,557175 2 ___1 0,98353 2,07E-06 89,261 79,604 89,261 0,035183 14444000 Ataxin-7-like protein 3 QALISRLQWDGSSDLSPSDSGSSKTSENQGWUID2829 1

P11388 TOP2A S 4 0,555227 2 ___1 1 0,00200713 46,68 30,915 46,68 0,38333 3684000 DNA topoisomerase 2-alpha ____________MEVSPLQPVNENMQVNKIKUID944 1

P16333 NCK1 S 96 0,554834 3 ___2 0,989154 2,93E-05 48,655 44,216 48,655 -0,11691 5811800 Cytoplasmic protein NCK1 KRKPSVPDSASPADDSFVDPGERLYDLNMPAUID9115 2

P16333 NCK1 S 85 0,554834 3 ___2 0,962728 6,66E-10 89,186 89,186 89,186 0,15258 26947000 Cytoplasmic protein NCK1 NLKDTLGIGKVKRKPSVPDSASPADDSFVDPUID9114 1;2

P23588 EIF4B S 406 0,554816 3 ___1 1 5,58E-20 163,8 149,11 91,867 0,056646 827010000 Eukaryotic translation initiation factor 4B LDEPKLERRPRERHPSWRSEETQERERSRTGUID1195 1;2

P34910 EVI2B S 294 0,554442 2 ___1 0,946694 2,28E-06 125,22 117,95 125,22 0,23506 8985700 Protein EVI2B KSTLLADDLEIKLFESSENIEDSNNPKTEKIUID1353 1

Q9C0C2 TNKS1BP1 S 1620 0,553661 2 ___2 1 3,78E-09 103,79 95,477 102,4 0,26385 61971000 182 kDa tankyrase-1-binding protein HLFQDSTEPRASRVPSSDEEVVEEPQSRRTRUID13524 2

Q9C0C2 TNKS1BP1 S 1621 0,553661 2 ___2 1 3,78E-09 103,79 95,477 102,4 0,26385 61971000 182 kDa tankyrase-1-binding protein LFQDSTEPRASRVPSSDEEVVEEPQSRRTRMUID13525 2

Q5UIP0 RIF1 S 1554 0,550885 3 ___2 0,943704 1,53E-14 99,319 94,968 93,043 0,078672 101890000 Telomere-associated protein RIF1 RRASQGLLSSIENSESDSSEAKEEGSRKKRSUID11379 1;2

P39687 ANP32A S 27 0,546981 2 ___1 1 0,00811975 73,499 57,899 73,499 -0,48461 10455000 Acidic leucine-rich nuclear phosphoprotein 32 family member ARNRTPSDVKELVLDNSRSNEGKLEGLTDEFEUID1437 1

Q9UQ35 SRRM2 S 1539 0,54666 3 ___1 0,581755 5,68E-09 90,348 73,716 70,316 -0,26577 8216200 Serine/arginine repetitive matrix protein 2 DQKTVARTPLGQRSRSGSSQELDVKPSASPQUID6513 1

Q8NCF5 NFATC2IP S 204 0,545707 2 ___2 0,99965 3,29E-31 177,64 177,64 174,78 -0,48589 58387000 NFATC2-interacting protein KTEFLDLDNSPLSPPSPRTKSRTHTRALKKLUID12385 1;2

Q8NCF5 NFATC2IP S 198 0,545707 3 ___2 0,96956 7,18E-06 55,063 50,353 55,063 -0,22677 10194000 NFATC2-interacting protein DKEEKKKTEFLDLDNSPLSPPSPRTKSRTHTUID12384 2

Q6NZY4 ZCCHC8 S 695 0,545672 2 ___1 0,999903 0,0463177 51,276 12,973 51,276 -0,23621 10283000 Zinc finger CCHC domain-containing protein 8 ESTGMYLRIRSLLKNSPRNQQKNKKASE___UID3496

O15042 U2SURP S 67 0,543155 2 ___1 0,999694 6,72E-06 70,332 60,645 70,332 -0,052715 60184000 U2 snRNP-associated SURP motif-containing protein KHNYRNESARESLCDSPHQNLSRPLLENKLKUID231 1

O95819 MAP4K4 S 852 0,541664 2 ___2 0,997497 3,27E-05 88,243 61,617 78,505 -0,3416 36893000 Mitogen-activated protein kinase kinase kinase kinase 4VRQTQSASSTLQKHKSSSSFTPFIDPRLLQIUID8863 2

O95819 MAP4K4 S 855 0,541664 2 ___2 0,879688 3,27E-05 88,243 61,617 88,243 -0,46806 36893000 Mitogen-activated protein kinase kinase kinase kinase 4TQSASSTLQKHKSSSSFTPFIDPRLLQISPSUID8864 2

Q9NS91 RAD18 S 164 0,540986 2 ___2 1 1,92E-14 150,91 126,72 150,91 -0,10419 135100000 E3 ubiquitin-protein ligase RAD18 LIKENKSKFSPQKEASPAAKTKETRSVEEIAUID13930 2

Q14153 FAM53B S 118 0,540659 2 ___1 0,999671 5,02E-05 112,43 112,43 112,43 -0,50482 16642000 Protein FAM53B GNPSAPPSKRQCRSLSFSDEMSSCRTSWRPLUID2648 1

P08235 NR3C2 S 259 0,540523 3 ___2 0,782535 0,00010926 41,115 38,274 41,115 0,27135 3173700 Mineralocorticoid receptor RGSRSHSPAHASNVGSPLSSPLSSMKSSISSUID8971 2

P08235 NR3C2 S 250 0,540523 3 ___2 0,69802 0,00010926 41,115 38,274 41,115 0,27135 3173700 Mineralocorticoid receptor LTCSPNVENRGSRSHSPAHASNVGSPLSSPLUID8970 2

Q9UEY8 ADD3 S 679 0,539531 3 ___2 0,648336 2,35E-09 70,718 69,578 59,628 0,80796 34830000 Gamma-adducin SPEKIEEVLSPEGSPSKSPSKKKKKFRTPSFUID14228 2;3

Q8IYH5 ZZZ3 S 131 0,539035 3 ___3 0,983496 2,21E-05 48,634 40,83 48,634 0,67597 19141000 ZZ-type zinc finger-containing protein 3 LKRIKRCLRSEAPNSSEEDSPIKSDKESVEQUID20351 3

Q8IYH5 ZZZ3 S 130 0,539035 3 ___3 0,98349 2,21E-05 48,634 40,83 48,634 0,67597 19141000 ZZ-type zinc finger-containing protein 3 VLKRIKRCLRSEAPNSSEEDSPIKSDKESVEUID20350 3

Q8IYH5 ZZZ3 S 135 0,539035 3 ___3 0,971477 2,21E-05 48,634 40,83 48,634 0,67597 19141000 ZZ-type zinc finger-containing protein 3 KRCLRSEAPNSSEEDSPIKSDKESVEQRSTVUID20352 3

P11388 TOP2A S 1393 0,538481 3 ___1 0,652929 2,46E-21 80,239 80,239 56,663 0,042518 249480000 DNA topoisomerase 2-alpha DLEADDVKGSVPLSSSPPATHFPDETEITNPUID937 1

Q9BZE4 GTPBP4 S 472 0,538339 2 ___2 0,950439 1,99E-10 80,238 80,238 80,238 0,59937 74593000 Nucleolar GTP-binding protein 1 EELRTAAGEYDSVSESEDEEMLEIRQLAKQIUID13489 2;3

P28749 RBL1 S 640 0,537445 3 ___1 0,99755 0,00067105 51,265 46,055 51,265 -0,24137 5327700 Retinoblastoma-like protein 1 VRTDSGSLRRDMQPLSPISVHERYSSPTAGSUID1279 1

P41182 BCL6 S 343 0,537237 3 ___2 0,901815 1,81E-14 99,866 99,866 67,459 -0,38746 153820000 B-cell lymphoma 6 protein LVSPQSPQKSDCQPNSPTESCSSKNACILQAUID9556 2

Q13428 TCOF1 T 983 0,536837 3 ___1 0,735172 4,64E-07 119,97 119,97 87,793 0,48505 40192000 Treacle protein PAGPAATPAQAQAASTPRKARASESTARSSSUID7319 1

Q15751 HERC1 S 2720 0,531797 3 ___1 0,995302 3,00E-05 57,496 45,014 57,496 0,34632 38207000 Probable E3 ubiquitin-protein ligase HERC1 SSLPTSPSDEVGRRQSLTSPDSQSARPANRTUID2967 1;2

P51610 HCFC1 S 2020 0,530285 2 ___1 0,915908 0,00036079 119,27 96,13 119,27 -0,079407 59009000 Host cell factor 1;HCF N-terminal chain 1;HCF N-terminal chain 2;HCF N-terminal chain 3;HCF N-terminal chain 4;HCF N-terminal chain 5;HCF N-terminal chain 6;HCF C-terminal chain 1;HCF C-terminal chain 2;HCF C-terminal chain 3;HCF C-terminal chain 4;HCF C-terminal chain 5;HCF C-terminal chain 6KDSSGTKPANKRPMSSPEMKSAPKKSKADGQUID1817 1

Q9NVN8 GNL3L S 465 0,529774 2 ___1 0,987305 0,0214608 51,276 41,76 47,706 0,13064 3965300 Guanine nucleotide-binding protein-like 3-like protein LGDTDPLEMEIKLLHSPMTKIADAIENKTTVUID5877 1

Q02363 ID2 S 14 0,529397 3 ___1 0,945832 0,00024986 62,646 62,646 43,557 -0,12152 17925000 DNA-binding protein inhibitor ID-2 __MKAFSPVRSVRKNSLSDHSLGISRSKTPVUID2131 1

Q9NQS7 INCENP S 314 0,528258 3 ___3 0,972571 1,98E-10 69,201 69,201 68,96 0,18544 67241000 Inner centromere protein DSQSVRHSPIAPSSPSPQVLAQKYSLVAKQEUID21967 2;3

Q9NQS7 INCENP S 306 0,528258 3 ___3 0,919692 1,98E-10 69,201 69,201 69,201 0,041098 67241000 Inner centromere protein STPTGSRTDSQSVRHSPIAPSSPSPQVLAQKUID21965 2;3

Q9NQS7 INCENP S 312 0,528258 3 ___3 0,812795 1,98E-10 69,201 69,201 69,201 0,041098 41834000 Inner centromere protein RTDSQSVRHSPIAPSSPSPQVLAQKYSLVAKUID21966 3

Q86YS7 C2CD5 T 317 0,52697 2 ___2 0,691452 1,74E-05 74,772 65,066 74,772 0,15926 18637000 C2 domain-containing protein 5 RQSSSSDTDLSLTPKTGMGSGSAGKEGGPFKUID15684 2

P08559 PDHA1;PDHA2 S 293 0,526937 2 ___2 0,995179 3,54E-05 101,42 96,107 100,4 -0,068227 606490000 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial;Pyruvate dehydrogenase E1 component subunit alpha, testis-specific form, mitochondrialGPILMELQTYRYHGHSMSDPGVSYRTREEIQUID8982 1;2

Q16555 DPYSL2 T 514 0,526269 2 ___2 0,74714 2,55E-05 78,486 69,528 78,486 0,14548 11222000 Dihydropyrimidinase-related protein 2 YDGPVCEVSVTPKTVTPASSAKTSPAKQQAPUID15513 2

Q9Y6Y8 SEC23IP S 737 0,525067 2 ___1 0,998221 0,00171171 58,32 41,649 58,32 -0,62396 4181000 SEC23-interacting protein TKGQEQSAQKTKDMASLPSESNEPKRKLPVGUID6864 1

Q96EA4 SPDL1 S 515 0,524866 2 ___1 0,974109 3,25E-05 82,908 82,908 82,908 0,20166 3383200 Protein Spindly QLEKSVSIYTPVVSLSPHKNLPVDMQLKKEKUID4845 1

Q9BYW2 SETD2 T 749 0,523662 3 ___2 0,730057 7,82E-06 66,017 56,538 66,017 -0,012991 23152000 Histone-lysine N-methyltransferase SETD2 DTCMLHKKSESPFRETEPLVSPHQDKLMSMPUID15868 2

Q9NYZ3 GTSE1 S 536 0,521654 2 ___1 1 0,00100076 74,944 67,334 74,944 -0,36292 4517200 G2 and S phase-expressed protein 1 GLPPMTPKTMPRAVGSPLCVPARRRSSEPRKUID5999 1

Q14680 MELK S 529 0,520697 2 ___1 1 0,00285314 104,2 74,034 104,2 0,2182 41114000 Maternal embryonic leucine zipper kinase HMEETPKRKGAKVFGSLERGLDKVITVLTRSUID2739 1

Q9UQ35 SRRM2 S 1421 0,518032 3 ___2 0,605443 6,65E-05 65,092 56,046 57,159 -0,15508 9941000 Serine/arginine repetitive matrix protein 2 VLDAVPRTPSRERSSSASSPEMKDGLPRTPSUID14657 2

O95239 KIF4A T 799 0,517546 3 ___2 0,999274 0,00434789 51,211 51,211 40,552 -0,4446 18487000 Chromosome-associated kinesin KIF4A KKESGENPPPKLRRRTFSLTEVRGQVSESEDUID15082 2

O95239 KIF4A S 801 0,517546 3 ___2 0,994459 0,00434789 70,552 62,542 40,552 -0,4446 37233000 Chromosome-associated kinesin KIF4A ESGENPPPKLRRRTFSLTEVRGQVSESEDSIUID8797 1;2

Q08945 SSRP1 S 659 0,517038 2 ___1 0,993411 0,0350069 58,23 21,47 58,23 -0,91533 10761000 FACT complex subunit SSRP1 SRGSSSKSSSRQLSESFKSKEFVSSDESSSGUID2230 1

Q6PKG0 LARP1 T 770 0,51662 2 ___1 0,914399 0,00041433 113,95 113,95 113,95 0,25064 78635000 La-related protein 1 FGAPEPSTIARSLPTTVPESPNYRNTRTPRTUID7512 1

P11274 BCR S 459 0,51652 3 ___1 0,969328 3,32E-10 78,128 78,128 78,128 0,65097 7472500 Breakpoint cluster region protein EEQRRHQDGLPYIDDSPSSSPHLSSKGRGSRUID931 1

Q9UNS2 COPS3 S 423 0,515107 2 ___1 0,982498 3,86E-09 108,34 93,918 108,34 -0,047869 5786000 COP9 signalosome complex subunit 3 MGSQEDDSGNKPSSYS_______________UID6375 1

Q3B726 TWISTNB S 60 0,514602 2 ___1 1 0,013804 63,419 36,165 63,419 -0,026264 2810800 DNA-directed RNA polymerase I subunit RPA43 YSCLVAGPHQRHIALSPRYLNRKRTGIREQLUID3058 1

P51610 HCFC1 S 2019 0,514602 2 ___1 0,5 0,0008219 97,813 51,812 97,813 0,13305 35181000 Host cell factor 1;HCF N-terminal chain 1;HCF N-terminal chain 2;HCF N-terminal chain 3;HCF N-terminal chain 4;HCF N-terminal chain 5;HCF N-terminal chain 6;HCF C-terminal chain 1;HCF C-terminal chain 2;HCF C-terminal chain 3;HCF C-terminal chain 4;HCF C-terminal chain 5;HCF C-terminal chain 6SKDSSGTKPANKRPMSSPEMKSAPKKSKADGUID1816 1

Q9UQ35 SRRM2 S 2692 0,513996 2 ___2 0,999914 0,00028042 120,63 94,588 108,2 -0,14946 296680000 Serine/arginine repetitive matrix protein 2 SPRKPIDSLRDSRSLSYSPVERRRPSPQPSPUID14617 1;2;3

Q8IV63 VRK3 S 83 0,513592 2 ___2 0,802466 3,89E-09 73,809 61,146 73,809 -0,63852 17518000 Inactive serine/threonine-protein kinase VRK3 TVTSPRLSLFSDGDSSESEDTLSSSERSKGSUID12134 1;2

Q8IV63 VRK3 S 78 0,513592 2 ___2 0,622539 3,89E-09 67,275 51,854 67,275 0,87696 10342000 Inactive serine/threonine-protein kinase VRK3 VKWSSTVTSPRLSLFSDGDSSESEDTLSSSEUID12132 2

Q8IV63 VRK3 S 82 0,513592 2 ___2 0,622539 3,89E-09 67,275 51,854 67,275 0,87696 10342000 Inactive serine/threonine-protein kinase VRK3 STVTSPRLSLFSDGDSSESEDTLSSSERSKGUID12133 2

P20290 BTF3 S 201 0,51339 3 ___1 0,999995 3,27E-09 60,979 50,223 60,979 -0,12774 19677000 Transcription factor BTF3 DDDEVPDLVENFDEASKNEAN__________UID1135 1

P22626 HNRNPA2B1 S 212 0,512277 2 ___1 1 0,00611673 55,98 55,98 55,98 -0,50581 5058800 Heterogeneous nuclear ribonucleoproteins A2/B1 QSSRSGRGGNFGFGDSRGGGGNFGPGPGSNFUID1175 1

P85037 FOXK1 S 445 0,512241 2 ___1 1 3,10E-07 101,75 81,168 101,75 0,7796 164440000 Forkhead box protein K1 RSGGLQTPECLSREGSPIPHDPEFGSKLASVUID2047 1;2;3

Q13428 TCOF1 T 316 0,512075 3 ___2 0,997051 0,00029677 46,66 46,66 46,66 0,38926 14792000 Treacle protein RAASAPAKGTPGKGATPAPPGKAGAVASQTKUID15411 2

Q13428 TCOF1 T 310 0,512075 3 ___2 0,580655 0,00029677 46,66 46,66 46,66 0,38926 14792000 Treacle protein EKILQVRAASAPAKGTPGKGATPAPPGKAGAUID15410 2

Q96C92 SDCCAG3 S 243 0,511712 3 ___2 0,943325 2,32E-06 51,236 51,236 51,236 -0,57667 22075000 Serologically defined colon cancer antigen 3 PSWALSDTDSRVSPASPAGSPSADFAVHGESUID12892 2

Q96C92 SDCCAG3 S 247 0,511712 3 ___2 0,760133 2,32E-06 51,236 51,236 51,236 -0,57667 22075000 Serologically defined colon cancer antigen 3 LSDTDSRVSPASPAGSPSADFAVHGESLGDRUID12893 2

Q9UQ35 SRRM2 S 2694 0,511007 2 ___2 0,999854 0,00028042 112,13 94,74 112,13 -0,11893 276470000 Serine/arginine repetitive matrix protein 2 RKPIDSLRDSRSLSYSPVERRRPSPQPSPRDUID14618 1;2;3

P38398 BRCA1 S 1187 0,508226 3 ___2 0,99793 1,05E-07 73,036 73,036 73,036 -0,075697 21649000 Breast cancer type 1 susceptibility protein ESSAVFSKSVQKGELSRSPSPFTHTHLAQGYUID9515 2;3

P06400 RB1 T 356 0,506015 2 ___1 0,99695 3,84E-42 202,18 202,18 202,18 0,14998 332860000 Retinoblastoma-associated protein KTLQTDSIDSFETQRTPRKSNLDEEVNVIPPUID7013 1

Q9UQR0 SCML2 S 267 0,505455 2 ___1 0,99822 3,55E-43 171,29 157,63 114,96 -0,82622 92163000 Sex comb on midleg-like protein 2 KTESSPSEASQHSMQSPQKTTLILPTQQVRRUID6589 1

Q99590 SCAF11 S 613 0,505281 3 ___1 0,548323 1,67E-10 77,847 77,847 72,145 0,63389 85798000 Protein SCAF11 FTLKTEELIESPKLESSEGEIIQTVDRQSVKUID5158 1;2

Q5MIZ7 SMEK2 S 840 0,504873 3 ___1 0,843687 7,41E-09 65,223 65,223 65,223 -0,54587 11275000 Serine/threonine-protein phosphatase 4 regulatory subunit 3BVDYPDDEEEDEEEESSPRKRPRLGS______UID3185 1

Q6PKG0 LARP1 S 774 0,504102 2 ___1 1 4,19E-30 188,12 188,12 188,12 -0,067829 648720000 La-related protein 1 EPSTIARSLPTTVPESPNYRNTRTPRTPRTPUID3560 1;2

Q9H7L9 SUDS3 S 45 0,503705 4 ___2 1 3,09E-20 129,61 126,07 129,61 -0,33916 479970000 Sin3 histone deacetylase corepressor complex component SDS3LESAEDDERSCRGRESDEDTEDASETDLAKHUID13743 2;3

Q9H4H8 FAM83D S 369 0,503145 4 ___2 0,964322 5,83E-11 74,404 74,404 74,404 -0,21831 32551000 Protein FAM83D GKAERKPHDCESSTVSEEDYFSSHRDELQSRUID13654 2;3

P04049 RAF1 S 642 0,501821 3 ___1 0,601144 0,00089421 48,244 41,516 48,244 -0,80501 8956500 RAF proto-oncogene serine/threonine-protein kinase RAAHTEDINACTLTTSPRLPVF_________UID782 1

Q14191 WRN S 1133 0,501719 2 ___1 0,999996 0,00104349 69,672 42,244 69,672 0,5092 12988000 Werner syndrome ATP-dependent helicase ISSGSNISKKSIMVQSPEKAYSSSQPVISAQUID2682 1

Q9UQ35 SRRM2 S 2272 0,501499 2 ___1 1 2,62E-39 197,15 171,43 197,15 0,13771 75268000 Serine/arginine repetitive matrix protein 2 ADSRTPAAAAAMNLASPRTAVAPSAVNLADPUID6571 1

Q9UQ35 SRRM2 S 2690 0,500904 2 ___2 0,999999 0,00028042 108,2 102,61 108,2 -0,14946 70907000 Serine/arginine repetitive matrix protein 2 SRSPRKPIDSLRDSRSLSYSPVERRRPSPQPUID14616 2;3

Q96MH2 HEXIM2 S 51 0,500598 3 ___2 0,999999 4,77E-05 60,139 51,644 60,139 -0,43397 6209100 Protein HEXIM2 RHDSGGSLPLTPRMESHSEDEDLAGAVGGLGUID13075 2

Q96MH2 HEXIM2 S 53 0,500598 3 ___2 0,999999 4,77E-05 60,139 51,644 60,139 -0,43397 6209100 Protein HEXIM2 DSGGSLPLTPRMESHSEDEDLAGAVGGLGWNUID13076 2

Q14247 CTTN T 399 0,499374 3 ___2 0,519656 1,25E-05 55,881 55,881 55,881 0,30888 8352400 Src substrate cortactin QEEARRKLEEQARAKTQTPPVSPAPQPTEERUID15457 2

P25205 MCM3 S 672 0,49936 2 ___1 1 1,31E-131 264,96 249,26 264,96 -0,50869 2636900000 DNA replication licensing factor MCM3 VLEKEKKRKKRSEDESETEDEEEKSQEDQEQUID1226 1;2;3

P24534 EEF1B2 S 43 0,498966 3 ___1 0,789797 1,12E-13 72,348 72,348 72,348 -0,12271 23988000 Elongation factor 1-beta YVPSQADVAVFEAVSSPPPADLCHALRWYNHUID1201 1

Q01804 OTUD4 S 1006 0,498557 2 ___1 0,999949 6,72E-05 103,6 86,608 103,6 -0,75435 8319800 OTU domain-containing protein 4 KTEKVKDPKTAADVVSPGANSVDSRVQRPKEUID2115 1

Q9NQ55 PPAN S 359 0,497371 2 ___1 1 8,96E-77 233,52 211,75 233,52 -0,13293 764930000 Suppressor of SWI4 1 homolog RKKSLEGMKKARVGGSDEEASGIPSRTASLEUID5751 1

Q9H040 SPRTN S 268 0,496615 2 ___1 0,970253 4,53E-05 85,42 85,42 85,42 -0,28017 8590800 SprT-like domain-containing protein Spartan FSGKGYVLGETSNLPSPGKLITSHAINKTQDUID5460 1

Q9UBW7 ZMYM2 S 838 0,496309 2 ___1 0,932478 1,84E-07 106,13 95,3 106,13 0,56498 10057000 Zinc finger MYM-type protein 2 CQTSRTKMTGSAPPPSPTPNKEMKNKAVLCKUID6116 1

Q14966 ZNF638 S 1400 0,495593 2 ___1 0,825551 0,00299491 93,649 77,428 93,649 -0,065094 19853000 Zinc finger protein 638 SDVSSSKPSIKAVIVSSPKAKATVSKTENQKUID2800 1

P06400 RB1 S 795 0,495554 2 ___2 0,991392 2,20E-43 203,29 203,29 148,41 0,27472 2010600000 Retinoblastoma-associated protein SPIPHIPRSPYKFPSSPLRIPGGNIYISPLKUID8929 1;2

P46821 MAP1B T 2034 0,493427 2 ___1 0,973092 0,00022843 79,646 79,646 67,456 -1,0458 20639000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1ESEGYSYETSTKTTRTPDTSTYCYETAEKITUID7158 1

Q9NRY4 ARHGAP35 S 769 0,491327 3 ___2 0,5 1,20E-07 74,46 64,672 44,089 0,2205 11078000 Rho GTPase-activating protein 35 VLKGLLDSKRNLNLVSSTASIKDLADVDLRIUID13914 2

Q9NRY4 ARHGAP35 T 771 0,491327 3 ___2 0,5 1,20E-07 74,46 64,672 44,089 0,2205 11078000 Rho GTPase-activating protein 35 KGLLDSKRNLNLVSSTASIKDLADVDLRIVMUID15933 2

Q5C9Z4 NOM1 S 280 0,490879 4 ___2 1 4,49E-56 189,79 182,02 88,544 -0,36848 436120000 Nucleolar MIF4G domain-containing protein 1 GDVEKEKKAQEAEAQSEDDDEDTEEEQGEEKUID11239 2

Q5C9Z4 NOM1 T 287 0,490879 4 ___2 1 4,49E-56 189,79 182,02 88,544 -0,36848 436120000 Nucleolar MIF4G domain-containing protein 1 KAQEAEAQSEDDDEDTEEEQGEEKEKGAQEKUID15533 2

Q9Y3T9 NOC2L S 49 0,489954 3 ___2 1 1,29E-07 128,09 119,78 128,09 0,41783 138490000 Nucleolar complex protein 2 homolog NSPQAETREAREAARSPDKPGGSPSASRRKGUID14806 1;2

Q5QJE6 DNTTIP2 S 141 0,489953 2 ___2 0,940524 2,19E-07 101,49 101,49 53,278 0,064721 112530000 Deoxynucleotidyltransferase terminal-interacting protein 2PKVTPTKESYTEEIVSEAESHVSGISRIVLPUID11287 1;2;3

Q14684 RRP1B S 731 0,489851 2 ___2 0,699305 1,02E-25 155,66 128,36 155,66 0,30285 134030000 Ribosomal RNA processing protein 1 homolog B DPEQKPLHGVLKTPTSSPASSPLVAKKPLTTUID10846 1;2

Q99590 SCAF11 S 614 0,489352 2 ___1 0,553715 1,67E-10 81,904 61,808 81,904 0,046145 89182000 Protein SCAF11 TLKTEELIESPKLESSEGEIIQTVDRQSVKSUID5159 1;2

Q8WWI1 LMO7 S 1593 0,488926 2 ___1 0,98438 0,00022558 68,809 61,603 68,809 0,28357 7553300 LIM domain only protein 7 TTGVATTQSPTPRSHSPSASQSGSQLRNRSVUID4531 1

Q9Y5J1 UTP18 S 210 0,488799 2 ___3 1 3,59E-222 324,9 324,9 324,9 0,51614 785110000 U3 small nucleolar RNA-associated protein 18 homologAWAETTKRKTSSDDESEEDEDDLLQRTGNFIUID22966 2;3

P49848 TAF6 S 626 0,487795 3 ___2 0,821016 1,13E-05 40,094 40,094 40,094 0,15382 6079000 Transcription initiation factor TFIID subunit 6 LPPTGEGKGGPTSHPSPVPPPASSPSPLSGSUID9867 2

Q8IWA0 WDR75 S 796 0,487486 3 ___1 0,838462 6,86E-18 149,85 149,85 149,85 0,0089057 92288000 WD repeat-containing protein 75 DSDEENDFTEKVQDTSNTGLGEDIIHQLSKSUID4047 1

Q9Y3B9 RRP15 T 104 0,486523 2 ___1 0,997123 0,0208138 49,423 37,933 42,789 0,017492 11940000 RRP15-like protein NMGWADAMAKVLNKKTPESKPTILVKNKKLEUID7976 1

P06400 RB1 S 807 0,48432 2 ___2 1 1,82E-31 186,98 186,98 121,45 0,32952 1270500000 Retinoblastoma-associated protein FPSSPLRIPGGNIYISPLKSPYKISEGLPTPUID8932 1;2

Q1MSJ5 CSPP1 S 966 0,484293 3 ___1 1 0,00464466 46,408 32,746 46,408 -1,2578 2690000 Centrosome and spindle pole-associated protein 1 RSEERRLQERLLHMDSDDEIPIRKKERNPMDUID3023 1

Q86YS7 C2CD5 S 323 0,484227 2 ___2 0,989643 1,74E-05 74,772 65,066 71,531 0,094715 36523000 C2 domain-containing protein 5 DTDLSLTPKTGMGSGSAGKEGGPFKALLRQQUID12094 2

Q8IY67 RAVER1 S 17 0,482435 2 ___1 1 8,71E-13 88,101 72,219 88,101 -0,06032 53596000 Ribonucleoprotein PTB-binding 1 AADVSVTHRPPLSPKSGAEVEAGDAAERRAPUID4101 1;2

Q13428 TCOF1 S 982 0,480782 2 ___1 0,618374 1,11E-06 109,04 109,04 109,04 0,39234 17401000 Treacle protein SPAGPAATPAQAQAASTPRKARASESTARSSUID2486 1

P34910 EVI2B S 295 0,480679 2 ___1 0,619037 9,30E-14 124,45 110,94 124,45 0,21657 6079500 Protein EVI2B STLLADDLEIKLFESSENIEDSNNPKTEKIKUID1354 1

Q3KQU3 MAP7D1 S 113 0,480233 3 ___1 0,85905 3,82E-10 109,89 109,89 94,163 0,018315 206820000 MAP7 domain-containing protein 1 PPAMGPRDARPPRRSSQPSPTAVPASDSPPTUID3067 1;2;3

O60343 TBC1D4 S 570 0,477884 2 ___1 0,912606 1,77E-06 128,67 120,45 128,67 0,19993 10949000 TBC1 domain family member 4 KLDILKNKAKRSLTSSLENIFSRGANRMRGRUID414 1

Q13615 MTMR3 S 613 0,477769 2 ___1 0,92572 1,06E-08 81,692 66,661 81,692 -0,37901 9619400 Myotubularin-related protein 3 TSPDDPPLSRLPKTRSYDNLTTACDNTVPLAUID2590 1

O60293 ZFC3H1 S 949 0,47767 2 ___2 0,932563 0,00088494 87,184 64,549 66,262 0,26598 31861000 Zinc finger C3H1 domain-containing protein EQDRFGPNKMMRLDSSPVSSPRKHSAELIAMUID8483 1;2

O60293 ZFC3H1 S 952 0,47767 2 ___2 0,682684 0,00213046 66,262 49,237 53,967 -0,24749 17519000 Zinc finger C3H1 domain-containing protein RFGPNKMMRLDSSPVSSPRKHSAELIAMEKRUID8484 2

Q7L591 DOK3 S 389 0,475811 4 ___2 0,991338 1,83E-09 54,913 54,913 40,029 0,24949 13693000 Docking protein 3 NDLASGLYASVCKRASGPPGNEHLYENLCVLUID11798 1;2

Q7L591 DOK3 S 407 0,475811 4 ___2 0,753185 1,35E-06 40,029 40,029 40,029 0,24949 5905200 Docking protein 3 PGNEHLYENLCVLEASPTLHGGEPEPHEGPGUID11799 2

Q8N163 CCAR2 S 675 0,475601 2 ___2 0,99993 2,25E-15 112,75 108,22 82,34 -0,3406 219860000 Cell cycle and apoptosis regulator protein 2 EEEFAGAKLEDSEVRSVASNQSEMEFSSLQDUID12288 2;3

Q9Y5A9 YTHDF2 S 2 0,475343 2 ___1 0,830481 1,02E-05 106,67 100,63 106,67 -0,44333 13805000 YTH domain-containing family protein 2 ______________MSASSLLEQRPKGQGNKUID6764 1

Q9UK76 HN1 S 80 0,475189 3 ___1 0,778542 2,38E-05 86,005 81,2 86,005 -0,15964 17864000 Hematological and neurological expressed 1 protein;Hematological and neurological expressed 1 protein, N-terminally processedSAGAKSSGGREDLESSGLQRRNSSEASSGDFUID6244 1

Q86YV5 SGK223 S 148 0,474981 2 ___1 0,713698 1,79E-05 105,28 105,28 105,28 0,093539 13214000 Tyrosine-protein kinase SgK223 LGSFRGVQKPAGPSTSPDGNSRCPPAYTMVGUID4018 1

P28749 RBL1 T 369 0,47467 2 ___1 0,734782 0,0518675 46,378 34,152 46,378 0,053992 3975200 Retinoblastoma-like protein 1 NLQQHFEKKRSFAPSTPLTGRRYLREKEAVIUID7092 1

Q9BW71 HIRIP3 Y 167 0,474254 2 ___2 0,60173 2,60E-07 81,428 81,428 81,428 0,044526 26557000 HIRA-interacting protein 3 PAQRGEESSEEEEKGYKGKTRKKPVVKKQAPUID16176 2

P30304 CDC25A S 321 0,472696 3 ___1 0,617316 0,0002743 48,376 48,376 48,376 0,014009 4474700 M-phase inducer phosphatase 1 EKAHETLHQSLSLASSPKGTIENILDNDPRDUID1301 1

P38398 BRCA1 S 1189 0,472129 3 ___2 0,999776 1,05E-07 94,728 94,728 94,728 -0,13551 79155000 Breast cancer type 1 susceptibility protein SAVFSKSVQKGELSRSPSPFTHTHLAQGYRRUID9516 2;3

P38398 BRCA1 S 1191 0,472129 3 ___2 0,999775 1,05E-07 94,728 94,728 94,728 -0,13551 89471000 Breast cancer type 1 susceptibility protein VFSKSVQKGELSRSPSPFTHTHLAQGYRRGAUID9517 1;2;3

P38432 COIL T 303 0,471656 2 ___1 0,974491 0,0521945 61,435 48,398 61,435 0,0097696 3752000 Coilin NTTADKLAIKLGFSLTPSKGKTSGTTSSSSDUID7117 1

Q8IYB3 SRRM1 S 738 0,471448 2 ___2 1 2,09E-05 131,82 96,277 108,35 0,040765 298180000 Serine/arginine repetitive matrix protein 1 RVSRTPEPKKIKKAASPSPQSVRRVSSSRSVUID12210 1;2

Q8IYB3 SRRM1 S 740 0,471448 2 ___2 0,999967 0,00012658 108,35 98,361 108,35 0,040765 183000000 Serine/arginine repetitive matrix protein 1 SRTPEPKKIKKAASPSPQSVRRVSSSRSVSGUID12211 2

P49792 RANBP2 S 781 0,471002 2 ___2 0,997406 7,53E-43 202,96 202,96 202,96 0,059133 335730000 E3 SUMO-protein ligase RanBP2 GSLRNADSEIKHSTPSPTRYSLSPSKSYKYSUID9837 2;3

Q9Y4F9 FAM65B S 21 0,470758 2 ___1 0,996413 5,06E-05 87,566 82,861 87,566 -0,093401 24138000 Protein FAM65B QSFSPGGPNGIIRSQSFAGFSGLQERRSRCNUID6731 1

Q69YH5 CDCA2 S 710 0,470383 2 ___1 0,886093 2,67E-06 87,932 75,767 87,932 -0,66113 14829000 Cell division cycle-associated protein 2 KNKSESENEPKAGTDSPVSCASVTEERVASDUID3405 1

P50613 CDK7 T 170 0,470303 3 ___2 0,983501 7,31E-05 62,274 62,274 62,274 0,053886 60002000 Cyclin-dependent kinase 7 DFGLAKSFGSPNRAYTHQVVTRWYRAPELLFUID15287 2

P50613 CDK7 S 164 0,470303 3 ___2 0,786354 7,31E-05 62,274 62,274 62,274 0,053886 60002000 Cyclin-dependent kinase 7 GVLKLADFGLAKSFGSPNRAYTHQVVTRWYRUID9888 2

Q9NRY4 ARHGAP35 S 773 0,469081 3 ___2 0,636959 1,20E-07 74,46 64,672 72,532 0,18596 25317000 Rho GTPase-activating protein 35 LLDSKRNLNLVSSTASIKDLADVDLRIVMCLUID13916 2

Q9NRY4 ARHGAP35 S 770 0,469081 3 ___2 0,543541 1,20E-07 74,46 64,672 72,532 0,18596 25317000 Rho GTPase-activating protein 35 LKGLLDSKRNLNLVSSTASIKDLADVDLRIVUID13915 2

Q9Y3B9 RRP15 S 8 0,468532 3 ___1 0,5 0,00011014 49,089 49,089 49,089 -0,11538 40348000 RRP15-like protein ________MAAAAPDSRVSEEENLKKTPKKKUID6691 1

Q9Y3B9 RRP15 S 11 0,468532 3 ___1 0,5 0,00011014 49,089 49,089 49,089 -0,11538 40348000 RRP15-like protein _____MAAAAPDSRVSEEENLKKTPKKKMKMUID6692 1

Q9UBC2 EPS15L1 S 255 0,467691 3 ___1 0,987434 1,01E-07 84,365 84,365 84,365 -0,48312 143920000 Epidermal growth factor receptor substrate 15-like 1 PSHGSVSSLNSTGSLSPKHSLKQTQPTVNWVUID6103 1;2

Q7L9B9 EEPD1 S 25 0,467435 3 ___2 1 0,00030614 42,382 36,39 42,382 0,19481 9876400 Endonuclease/exonuclease/phosphatase family domain-containing protein 1SIPRDPSDLSHSRKFSAACNFSNILVNQERLUID11806 2

Q7L9B9 EEPD1 S 31 0,467435 3 ___2 1 0,00030614 42,382 36,39 42,382 0,19481 9876400 Endonuclease/exonuclease/phosphatase family domain-containing protein 1SDLSHSRKFSAACNFSNILVNQERLNINTATUID11807 2



Q9NWQ4 GPATCH2L S 449 0,467071 2 ___1 0,543719 0,00897363 58,699 44,541 58,699 -0,30746 4426600 G patch domain-containing protein 2-like AVEPTTPASQAPKSPSSEWLVRTSAAEKATDUID5900 1

Q9BW71 HIRIP3 S 530 0,466542 4 ___1 0,999867 4,66E-08 117,43 117,43 117,43 0,062271 143620000 HIRA-interacting protein 3 GEAAPPGELYRRTLDSDEERPRPAPPDWSHMUID5333 1

O14497 ARID1A S 1754 0,466444 3 ___1 0,5 0,00050809 47,752 42,457 47,752 -0,11826 2465800 AT-rich interactive domain-containing protein 1A PGQRTLLDPGRFSKVSSPAPMEGGEEEEELLUID134 1

O14497 ARID1A S 1755 0,466444 3 ___1 0,5 0,00050809 47,752 42,457 47,752 -0,11826 2465800 AT-rich interactive domain-containing protein 1A GQRTLLDPGRFSKVSSPAPMEGGEEEEELLGUID135 1

Q9H501 ESF1 S 198 0,466015 3 ___1 0,999971 2,14E-06 126,63 109,96 87,85 -0,30481 79737000 ESF1 homolog EKQRTLDSGTSEIVKSPRIECSKTRREMQSVUID5600 1

P52292 KPNA2 S 62 0,465072 2 ___1 0,982247 5,18E-186 311,24 311,24 289,75 0,49905 526250000 Importin subunit alpha-1 MLKRRNVSSFPDDATSPLQENRNNQGTVNWSUID1845 1

Q9UQ35 SRRM2 T 1043 0,464537 2 ___1 0,987257 2,80E-17 159,79 159,79 159,79 -0,29586 260330000 Serine/arginine repetitive matrix protein 2 SCPGSLSLCAGVKSSTPPGESYFGVSSLQLKUID7944 1

Q8NE71 ABCF1 S 109 0,46346 2 ___1 1 1,43E-12 139,45 139,45 105,77 0,47624 6311300000 ATP-binding cassette sub-family F member 1 EKELMERLKKLSVPTSDEEDEVPAPKPRGGKUID4318 1;2;3

Q9GZY6 LAT2 S 51 0,46344 2 ___1 0,999733 2,66E-06 126,71 126,71 126,71 -0,12287 186710000 Linker for activation of T-cells family member 2 SEKIYQQRSLREDQQSFTGSRTYSLVGQAWPUID5458 1

Q96CB8 INTS12 S 127 0,462995 2 ___1 0,531963 1,30E-05 92,575 68,826 92,575 0,12027 10967000 Integrator complex subunit 12 VDIPKKPRLEKPETQSSPITVQSSKDLPMADUID4797 1

Q15003 NCAPH S 81 0,462745 2 ___1 0,999205 8,34E-13 154,47 154,47 151,99 0,053348 24280000 Condensin complex subunit 2 QRRRSRVFDLQFSTDSPRLLASPSSRSIDISUID2836 1

Q00839 HNRNPU S 271 0,461274 4 ___1 0,999998 1,07E-25 132,6 132,6 131,99 -0,0087979 6840000000 Heterogeneous nuclear ribonucleoprotein U GYFEYIEENKYSRAKSPQPPVEEEDEHFDDTUID2069 1

Q8TDN4 CABLES1 S 290 0,461214 3 ___1 0,499976 3,26E-06 75,55 71,646 75,55 2,0388 7248300 CDK5 and ABL1 enzyme substrate 1 FEQLQRSRRRLISQRSSLETLEDIEENAPLRUID4452 1

Q8TDN4 CABLES1 S 291 0,461214 3 ___1 0,499976 3,26E-06 75,55 71,646 75,55 2,0388 7248300 CDK5 and ABL1 enzyme substrate 1 EQLQRSRRRLISQRSSLETLEDIEENAPLRRUID4453 1

Q12802 AKAP13 S 2728 0,461174 2 ___1 0,998588 5,81E-06 125,28 125,28 96,673 -0,20475 65782000 A-kinase anchor protein 13 PSIAKSGSLDSELSVSPKRNSISRTHKDKGPUID2277 1

Q7Z309 FAM122B S 58 0,461005 2 ___1 1 0,00030083 83,53 63,79 83,53 1,2744 13485000 Protein FAM122B TLRTRRNSTTIMSRHSLEEGLDMVNRETAHEUID3734 1

Q9NRL2 BAZ1A S 1413 0,460378 2 ___2 1 7,10E-39 193,51 173,4 89,466 0,15482 415860000 Bromodomain adjacent to zinc finger domain protein 1ASLQESESKRRCRKRQSPEPSPVTLGRRSSGRUID13905 1;2

Q9NRL2 BAZ1A S 1417 0,460378 2 ___2 0,998794 4,06E-05 101,36 101,36 101,36 -0,42414 107180000 Bromodomain adjacent to zinc finger domain protein 1ASESKRRCRKRQSPEPSPVTLGRRSSGRQGGVUID13906 2

Q14596 NBR1 S 656 0,458172 2 ___1 0,548989 8,21E-06 85,42 75,733 85,42 0,50367 4016000 Next to BRCA1 gene 1 protein EDLSGTQFVCETVIRSLTLDAAPDHNPPCRQUID2708 1

Q8N5I9 C12orf45 S 178 0,457962 2 ___1 0,904094 0,00145159 96,745 63,516 96,745 0,071556 13480000 Uncharacterized protein C12orf45 LPNSEGGKGKIEVLDSPASKKKK________UID4241 1

Q8N3D4 EHBP1L1 S 310 0,457647 3 ___1 1 4,72E-07 70,994 55,988 70,994 -0,36418 12511000 EH domain-binding protein 1-like protein 1 AQDTAPTPAPRLRKGSDALRPPVPQGEDEVPUID4219 1

Q96QE3 ATAD5 S 651 0,456911 3 ___1 0,578092 8,19E-08 74,364 74,364 74,364 0,39815 4030900 ATPase family AAA domain-containing protein 5 KHSLYTAELITVPFDSESPIRMKFTRISTPKUID5022 1

Q8IYB3 SRRM1 S 874 0,456427 3 ___2 1 5,04E-140 280,64 244,2 168,64 0,20594 4469200000 Serine/arginine repetitive matrix protein 1 QEEPVAAPEPKKETESEAEDNLDDLEKHLREUID12220 1;2

Q8IYB3 SRRM1 T 872 0,456427 3 ___2 1 8,87E-140 277,07 258,33 168,64 0,20594 2538600000 Serine/arginine repetitive matrix protein 1 LAQEEPVAAPEPKKETESEAEDNLDDLEKHLUID15705 1;2

Q86VM9 ZC3H18 S 67 0,45628 3 ___2 0,998568 2,48E-29 165,38 157,22 153,24 -0,25874 229840000 Zinc finger CCCH domain-containing protein 18 ESAARGPSQEEEDNHSDEEDRASEPKSQDQDUID12000 1;2;3;4

Q86VM9 ZC3H18 S 74 0,45628 4 ___2 0,997136 3,02E-14 73,317 70,202 60,762 0,12542 136100000 Zinc finger CCCH domain-containing protein 18 SQEEEDNHSDEEDRASEPKSQDQDSEVNELSUID12001 2;3;4

P18858 LIG1 S 76 0,454803 3 ___1 1 2,24E-120 266,28 266,28 100,85 -0,34906 539850000 DNA ligase 1 ARVLGSEGEEEDEALSPAKGQKPALDCSQVSUID1097 1;2

O15164 TRIM24 S 811 0,454176 2 ___1 0,999933 3,91E-06 62,274 62,274 44,598 0,019808 8502500 Transcription intermediary factor 1-alpha NSSNGKSEWLDPSQKSPLHVGETRKEDDPNEUID258 1

Q14181 POLA2 T 130 0,453972 2 ___2 0,993486 2,17E-05 106,26 89,141 106,26 0,01343 29076000 DNA polymerase alpha subunit B TPSKGSQKRAISTPETPLTKRSVSTRSPHQLUID15456 2

Q14181 POLA2 T 127 0,453972 2 ___2 0,97302 2,17E-05 106,26 89,141 106,26 0,01343 29076000 DNA polymerase alpha subunit B SYTTPSKGSQKRAISTPETPLTKRSVSTRSPUID15455 2

Q9HCE3 ZNF532 S 314 0,453544 3 ___1 0,865307 0,00059891 41,711 41,711 41,711 -0,172 6553700 Zinc finger protein 532 PLPKEVNDSPRAADKSPESQNLIDGTKKPSLUID5719 1

Q6NZY4 ZCCHC8 S 598 0,453228 3 ___1 0,90821 1,32E-07 73,927 59,886 48,616 0,27181 17589000 Zinc finger CCHC domain-containing protein 8 VPEIFTKKSEAGHASSPDSEVTSLCQKEKAEUID3493 1

Q9GZR7 DDX24 S 93 0,453095 2 ___1 0,752697 0 364 364 364 -0,31961 1612300000 ATP-dependent RNA helicase DDX24 AQAVSEEEEEEEGKSSSPKKKIKLKKSKNVAUID5449 1;2

Q14676 MDC1 T 1403 0,452772 2 ___2 0,99571 0,00029718 69,331 55,247 69,331 -0,15165 41664000 Mediator of DNA damage checkpoint protein 1 TSRATRGRKNRSSGKTPETLVPTAPKLEPSTUID15463 2

Q14676 MDC1 S 1400 0,452772 3 ___2 0,571674 0,00020581 69,331 55,247 42,322 0,25979 41664000 Mediator of DNA damage checkpoint protein 1 PEPTSRATRGRKNRSSGKTPETLVPTAPKLEUID10826 2

Q5W0B1 RNF219 S 561 0,451646 2 ___1 0,999473 0,0230589 41,704 28,499 41,704 -0,46758 1886600 RING finger protein 219 SESDNSKSPCNNGFKSLDLDGLSKSSQGSEFUID3368 1

Q8IXQ3 C9orf40 S 69 0,450505 2 ___1 0,964251 8,10E-08 133,52 133,52 133,52 -0,15191 20190000 Uncharacterized protein C9orf40 RKRKIDAGTMAEPSASPSKRRDSGDNSAPSGUID4085 1

Q8NHH9 ATL2 S 27 0,450274 4 ___1 0,523572 2,17E-06 43,795 39,479 43,795 0,2084 8501900 Atlastin-2 QPHQGLWRRRRTSDPSAAVNHVSSTTSLGENUID4373 1

Q9BVJ6 UTP14A S 31 0,45007 2 ___2 0,999991 5,87E-11 143,28 134,55 143,28 -0,012992 77089000 U3 small nucleolar RNA-associated protein 14 homolog AQEELADLPKDYLLSESEDEGDNDGERKHQKLUID13404 2

Q9BVJ6 UTP14A S 29 0,45007 2 ___2 0,999988 5,87E-11 143,28 134,55 143,28 -0,012992 77089000 U3 small nucleolar RNA-associated protein 14 homolog ASQQEELADLPKDYLLSESEDEGDNDGERKHQUID13403 2

Q9UIG0 BAZ1B S 1315 0,449231 3 ___1 1 6,95E-10 85,881 73,217 85,881 0,093322 22663000 Tyrosine-protein kinase BAZ1B RSGRRPGKKPHSTRRSQPKAPPVDDAEVDELUID6208 1

Q8N3X1 FNBP4 S 432 0,448571 2 ___1 0,802635 9,30E-51 185,86 150,12 171,26 -0,090772 80959000 Formin-binding protein 4 ELRALEEGDGSVSGSSPRSDISQPASQDGMRUID4225 1

P62995 TRA2B S 14 0,448372 2 ___1 1 1,22E-29 176,89 176,04 176,89 0,14653 216000000 Transformer-2 protein homolog beta __MSDSGEQNYGERESRSASRSGSAHGSGKSUID1990 1;2

Q86YD1 PTOV1 S 34 0,447949 2 ___1 0,643317 0,00182918 85,958 63,872 85,958 -0,19208 5608900 Prostate tumor-overexpressed gene 1 protein GRGRPPRPLVVRAVRSRSWPASPRGPQPPRIUID3977 1

Q12802 AKAP13 S 1647 0,446935 2 ___1 0,999575 3,19E-07 109,35 96,152 109,35 0,31634 27713000 A-kinase anchor protein 13 HPFSGEERVDSLVSLSEEDLESDQREHRMFDUID2283 1;2

Q9H063 MAF1 S 75 0,446631 2 ___1 1 3,94E-06 111,83 101 111,83 -1,3783 40475000 Repressor of RNA polymerase III transcription MAF1 homologSPPQTSGLSPSRLSKSQGGEEEGPLSDKCSRUID5461 1

O75122 CLASP2 S 529 0,446362 2 ___1 0,999922 0,00121772 59,68 51,955 59,68 -0,26316 746890000 CLIP-associating protein 2 ARSSRIPRPSVSQGCSREASRESSRDTSPVRUID487 1;2

Q9BRD0 BUD13 S 271 0,445684 2 ___2 1 2,12E-15 157,38 150,26 157,38 0,031192 79092000 BUD13 homolog LGSSDTQQLRRARHDSPDLAPNVTYSLPRTKUID13321 1;2

Q9BRD0 BUD13 S 281 0,445684 3 ___2 0,924904 5,75E-06 61,417 61,417 61,417 0,41862 11902000 BUD13 homolog RARHDSPDLAPNVTYSLPRTKSGKAPERASSUID13322 2

P22059 OSBP S 385 0,444699 3 ___3 0,852046 1,73E-22 143,83 143,83 108,24 0,54243 469570000 Oxysterol-binding protein 1 ENLGHKRTGSNISGASSDISLDEQYKHQLEEUID17355 2;3

Q8N163 CCAR2 S 678 0,444221 2 ___2 0,999919 2,25E-15 117,67 112,39 71,607 0,84815 295110000 Cell cycle and apoptosis regulator protein 2 FAGAKLEDSEVRSVASNQSEMEFSSLQDMPKUID12289 1;2;3

Q14980 NUMA1 S 1991 0,443036 3 ___2 1 3,64E-06 111,3 111,3 111,3 0,17093 88026000 Nuclear mitotic apparatus protein 1 AEGTGITTRQQRKRVSLEPHQGPGTPESKKAUID10910 2

Q14980 NUMA1 T 2000 0,443036 2 ___2 0,999333 1,44E-09 146,3 146,3 146,3 -0,56694 134990000 Nuclear mitotic apparatus protein 1 QQRKRVSLEPHQGPGTPESKKATSCFPRPMTUID15477 1;2

P08559 PDHA1;PDHA2 S 295 0,441696 2 ___2 0,768614 2,03E-06 81,619 69,642 81,619 -1,1496 275940000 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial;Pyruvate dehydrogenase E1 component subunit alpha, testis-specific form, mitochondrialILMELQTYRYHGHSMSDPGVSYRTREEIQEVUID8983 2

Q9NS91 RAD18 S 471 0,441622 2 ___1 0,999999 2,44E-24 180,24 144,57 180,09 -1,1832 75575000 E3 ubiquitin-protein ligase RAD18 AWEASHKNDLQDTEISPRQNRRTRAAESAEIUID5829 1

Q86YS7 C2CD5 S 321 0,441484 2 ___2 0,683372 3,50E-05 71,531 59,295 71,531 0,094715 17886000 C2 domain-containing protein 5 SSDTDLSLTPKTGMGSGSAGKEGGPFKALLRUID12093 2

O60832 DKC1 S 513 0,441026 1 ___1 1 2,04E-14 163,86 138,41 124,08 0,33557 582180000 H/ACA ribonucleoprotein complex subunit 4 KKKKKKKKAKEVELVSE______________UID450 1

Q86WB0 ZC3HC1 S 335 0,440651 3 ___2 0,98889 3,63E-11 95,19 95,19 79,408 0,19427 180470000 Nuclear-interacting partner of ALK ESPRRMMTRSQDATFSPGSEQAEKSPGPIVSUID12041 2

Q9UQ35 SRRM2 S 323 0,440563 3 ___2 0,976733 4,47E-29 161,51 161,51 105,49 0,12908 1414300000 Serine/arginine repetitive matrix protein 2 APFSEPGTTSTQRPSSPETATKQPSSPYEDKUID14559 1;2

O60841 EIF5B S 190 0,440102 3 ___1 0,99982 3,76E-08 80,359 75,492 76,161 -0,14587 164310000 Eukaryotic translation initiation factor 5B KERSRINSSGESGDESDEFLQSRKGQKKNQKUID458 1;4

A0FGR8 ESYT2 T 753 0,439889 3 ___1 0,783391 3,18E-06 61,039 61,039 48,077 -0,08188 22192000 Extended synaptotagmin-2 SSLLASPGHISVKEPTPSIASDISLPIATQEUID6902 1;2

O60343 TBC1D4 S 644 0,437547 2 ___2 0,673647 0,00298748 40,066 28,807 40,066 -0,35779 3623300 TBC1 domain family member 4 EDSDSPQFRRRAHTFSHPPSSTKRKLNLQDGUID8503 2

O75122 CLASP2 S 368 0,436588 2 ___1 0,588551 4,72E-05 87,932 72,545 87,932 -0,90792 5719700 CLIP-associating protein 2 AGSSKASSLPGSLQRSRSDIDVNAAAGAKAHUID491 1

Q9UIG0 BAZ1B S 349 0,435285 2 ___1 0,999958 0,00125528 95,775 17,662 95,775 0,2688 209050000 Tyrosine-protein kinase BAZ1B PKLWCHVHLKKSLSGSPLKVKNSKNSKSPEEUID6201 1

Q92541 RTF1 S 697 0,434597 2 ___1 1 0,00062328 101,79 85,118 101,79 0,48601 37982000 RNA polymerase-associated protein RTF1 homolog ITSKAPPAKDGAPRRSLNLEDYKKRRGLI__UID4608 1

Q9UQ35 SRRM2 S 2032 0,433654 2 ___2 1 0,00058709 108,47 34,585 47,559 0,083758 6542700000 Serine/arginine repetitive matrix protein 2 RSRSRTPPAIRRRSRSRTPLLPRKRSRSRSPUID14635 1;2;3

Q9UQ35 SRRM2 T 2034 0,433654 2 ___2 1 0,00058709 108,47 34,585 47,559 0,083758 6532300000 Serine/arginine repetitive matrix protein 2 RSRTPPAIRRRSRSRTPLLPRKRSRSRSPLAUID16036 1;2;3

Q8WYP5 AHCTF1 S 1541 0,431077 2 ___1 1 2,89E-17 131,86 105,32 131,86 0,16396 36097000 Protein ELYS EKLEAQDSGEEARNLSFNELYPSGTLKLQYNUID4576 1

Q9UPN4 CEP131 S 105 0,430751 3 ___2 0,857669 2,17E-10 84,741 78,165 61,941 -0,11474 15030000 Centrosomal protein of 131 kDa PRPTEPTDFLMLFEGSPSGKKRPASLSTAPSUID14492 2

Q9P2E9 RRBP1 S 615 0,430071 2 ___1 1 2,66E-38 152,94 136,47 152,94 0,97742 10912000 Ribosome-binding protein 1 TESASVQGRNTDVAQSPEAPKQEAPAKKKSGUID6075 1

Q14684 RRP1B S 736 0,429561 2 ___2 0,900335 1,05E-05 119,17 102,5 119,17 0,79826 121670000 Ribosomal RNA processing protein 1 homolog B PLHGVLKTPTSSPASSPLVAKKPLTTTPRRRUID10848 2

Q5QJE6 DNTTIP2 S 148 0,429434 2 ___2 0,99033 2,19E-07 101,49 101,49 90,581 0,40266 128080000 Deoxynucleotidyltransferase terminal-interacting protein 2ESYTEEIVSEAESHVSGISRIVLPTEKTTGAUID11289 1;3

Q86TI0 TBC1D1 S 559 0,429321 2 ___1 0,710663 0,00026109 86,014 53,408 61,435 0,21797 3705400 TBC1 domain family member 1 EPSVCEKEALPISESSFKLLGSSEDLSSDSEUID3860 1

O43818 RRP9 S 50 0,429048 2 ___3 0,971683 1,12E-05 67,456 61,425 67,456 0,06833 57524000 U3 small nucleolar RNA-interacting protein 2 DRGKSKGGGKMNEEISSDSESESLAPRKPEEUID16550 3

O43818 RRP9 S 51 0,429048 2 ___3 0,971683 1,12E-05 67,456 61,425 67,456 0,06833 57524000 U3 small nucleolar RNA-interacting protein 2 RGKSKGGGKMNEEISSDSESESLAPRKPEEEUID16551 3

O43818 RRP9 S 53 0,429048 2 ___3 0,971683 1,12E-05 67,456 61,425 67,456 0,06833 57524000 U3 small nucleolar RNA-interacting protein 2 KSKGGGKMNEEISSDSESESLAPRKPEEEEEUID16552 3

Q5T1M5 FKBP15 S 1161 0,428742 3 ___2 0,666666 4,92E-06 80,469 73,936 62,203 -0,3204 40995000 FK506-binding protein 15 TVAGAALRPSHHSQRSSLSGDEEDELFKGATUID11319 2

Q14149 MORC3 S 765 0,428357 3 ___1 0,691668 6,83E-07 64,2 64,2 64,2 -0,11402 3557500 MORC family CW-type zinc finger protein 3 TDAVFLLESINGKSESPDHMVSQYQQALEEIUID2632 1

Q9Y5P4 COL4A3BP S 379 0,427928 2 ___2 0,548859 1,43E-06 107,34 107,34 107,34 0,22861 10310000 Collagen type IV alpha-3-binding protein THRFVQKPYSRSSSMSSIDLVSASDDVHRFSUID14880 2

Q96F24 NRBF2 S 113 0,4276 4 ___1 0,982331 3,23E-10 64,395 59,021 64,395 -0,26057 40601000 Nuclear receptor-binding factor 2 LQTSHKPSAEDAEGQSPLSQKYSPSTEKCLPUID4864 1

Q9BY11 PACSIN1 T 338 0,42707 3 ___1 0,509662 2,71E-08 65,141 58,345 65,141 0,0096319 25121000 Protein kinase C and casein kinase substrate in neurons protein 1AEGVALTNATGAVESTSQAGDRGSVSSYDRGUID7770 1

Q9H6F5 CCDC86 S 102 0,426426 3 ___2 0,997665 4,96E-07 63,893 63,893 63,893 0,39564 18865000 Coiled-coil domain-containing protein 86 PGAASPQRQQDLHLESPQRQPEYSPESPRCQUID13713 2

Q9H6F5 CCDC86 S 110 0,426426 3 ___2 0,685533 4,96E-07 63,893 63,893 63,893 0,39564 18865000 Coiled-coil domain-containing protein 86 QQDLHLESPQRQPEYSPESPRCQPKPSEEAPUID13714 2

Q13283 G3BP1 S 232 0,426239 3 ___1 0,732376 2,37E-25 173,51 173,51 118,02 -0,045432 4823100000 Ras GTPase-activating protein-binding protein 1 PVLEETAPEDAQKSSSPAPADIAQTVQEDLRUID2450 1

Q6JBY9 RCSD1 S 17 0,425602 3 ___1 0,765366 1,18E-14 96,686 96,686 96,686 -0,21157 44542000 CapZ-interacting protein EERPAETNANVDNSASPSVAQLAGRFREQAAUID3465 1

Q9Y6X9 MORC2 S 730 0,42486 2 ___3 0,995964 5,16E-05 78,661 70,148 75,463 0,03725 124220000 MORC family CW-type zinc finger protein 2 IKTPVVKKTESPIKLSPATPSRKRSVAVSDEUID23056 2;3

Q9Y6X9 MORC2 T 733 0,42486 3 ___3 0,887991 0,00011725 61,222 61,222 61,222 -0,34117 40387000 MORC family CW-type zinc finger protein 2 PVVKKTESPIKLSPATPSRKRSVAVSDEEEVUID24200 2;3

Q9Y6X9 MORC2 S 725 0,42486 3 ___3 0,604328 5,16E-05 75,463 75,463 61,222 -0,34117 128610000 MORC family CW-type zinc finger protein 2 PSPKVIKTPVVKKTESPIKLSPATPSRKRSVUID23055 2;3

P06400 RB1 S 608 0,424421 4 ___2 0,681253 9,19E-29 100,7 100,7 75,758 -0,3386 1149500000 Retinoblastoma-associated protein NLPLQNNHTAADMYLSPVRSPKKKGSTTRVNUID8926 2

Q14157 UBAP2L S 416 0,424079 3 ___1 0,971158 6,99E-05 71,697 71,697 71,697 -0,1709 19692000 Ubiquitin-associated protein 2-like LVQYDLKNPSDSAVHSPFTKRQAFTPSSTMMUID2653 1

Q9UQ35 SRRM2 S 1320 0,423786 3 ___1 0,999999 2,85E-18 157,73 149,54 157,73 -0,20351 773840000 Serine/arginine repetitive matrix protein 2 WGGPHFSPEHKELSNSPLRENSFGSPLEFRNUID6451 1;2;3

Q14684 RRP1B S 680 0,423094 3 ___2 0,538542 3,12E-05 46,956 46,956 46,956 0,33921 14354000 Ribosomal RNA processing protein 1 homolog B THPPGPAVQLNKTPSSSKKVTFGLNRNMTAEUID10844 2

Q14684 RRP1B S 681 0,423094 3 ___2 0,51942 3,12E-05 46,956 46,956 46,956 0,33921 14354000 Ribosomal RNA processing protein 1 homolog B HPPGPAVQLNKTPSSSKKVTFGLNRNMTAEFUID10845 2

Q9C0C9 UBE2O S 401 0,422974 2 ___1 0,999964 1,41E-12 149,41 142,04 149,41 -0,71879 63397000 E2/E3 hybrid ubiquitin-protein ligase UBE2O VKRLLKKQVVRIMSCSPDTQCSRDHSMEDPDUID5432 1;2

P78347 GTF2I T 558 0,422125 2 ___1 0,998053 0,00013234 87,498 77,127 87,498 -0,059132 163860000 General transcription factor II-I LLTHSTTEVTQPRTNTPVKEDWNVRITKLRKUID7237 1

Q86VM9 ZC3H18 S 67 0,421258 3 ___1 0,998568 2,48E-29 165,38 157,22 153,24 -0,25874 229840000 Zinc finger CCCH domain-containing protein 18 ESAARGPSQEEEDNHSDEEDRASEPKSQDQDUID3903 1;2;3;4

P55884 EIF3B S 119 0,420942 2 ___1 0,817625 9,93E-18 155,88 155,88 155,88 0,28995 113850000 Eukaryotic translation initiation factor 3 subunit B QGEAPGEQARDERSDSRAQAVSEDAGGNEGRUID1920 1

Q9UQ35 SRRM2 S 1014 0,420132 2 ___2 0,972931 9,06E-26 166,67 166,67 85,062 -0,044317 3775000000 Serine/arginine repetitive matrix protein 2 VKAQTPPGPSLSGSKSPCPQEKSKDSLVQSCUID14540 1;2

Q9Y3Z3 SAMHD1 T 592 0,419431 3 ___1 0,998912 0,00032564 41,904 38,665 41,904 -0,19535 4866600 Deoxynucleoside triphosphate triphosphohydrolase SAMHD1NFTKPQDGDVIAPLITPQKKEWNDSTSVQNPUID7982 1

Q13428 TCOF1 T 168 0,418568 3 ___2 0,521072 5,62E-13 71,036 70,249 71,036 0,40884 28448000 Treacle protein SGKSPRKSAEPSANTTLVSETEEEGSVPAFGUID15414 2

Q15233 NONO T 450 0,41846 3 ___1 0,98623 0,00024072 43,099 43,099 43,099 -0,096952 6228100 Non-POU domain-containing octamer-binding protein FGQAATMEGIGAIGGTPPAFNRAAPGAEFAPUID7393 1

O95696 BRD1 S 128 0,418027 2 ___1 0,998202 0,0003195 84,289 77,554 84,289 -0,10653 10693000 Bromodomain-containing protein 1 SASALPEPKVRIVEYSPPSAPRRPPVYYKFIUID751 1

P35659 DEK S 51 0,41731 2 ___1 1 3,44E-13 76,029 73,587 68,371 -0,25413 125510000 Protein DEK EDEDDEEEEEEEKEKSLIVEGKREKKKVERLUID1392 1;2

P30414 NKTR S 463 0,417142 2 ___1 0,99811 0,00067241 77,593 77,593 77,593 -0,12512 10726000 NK-tumor recognition protein;Putative peptidyl-prolyl cis-trans isomeraseCRRHKQTKKRRILIPSDIESSKSSTRRMKSSUID1305 1

Q15311 RALBP1 S 29 0,417069 3 ___2 0,998326 7,31E-42 193,47 183,15 163,85 0,2917 227890000 RalA-binding protein 1 EHRRVEHGSGLTRTPSSEEISPTKFPGLYRTUID11006 1;2

Q15311 RALBP1 S 34 0,417069 2 ___2 0,996888 7,31E-42 193,47 183,15 193,47 0,10886 152040000 RalA-binding protein 1 EHGSGLTRTPSSEEISPTKFPGLYRTGEPSPUID11008 2

Q8ND82 ZNF280C S 80 0,416624 3 ___1 0,91823 0,00051605 54,7 54,7 54,7 -0,33674 4096200 Zinc finger protein 280C GHSSSSSKGIKSEPHSPGIPEIFRTASQRCRUID4303 1

P15391 CD19 S 499 0,416008 2 ___1 0,999467 5,55E-35 165,64 141,23 154,72 -0,48894 202300000 B-lymphocyte antigen CD19 SAWDPSREATSLGSQSYEDMRGILYAAPQLRUID1008 1;2

Q9NYF8 BCLAF1 S 397 0,415558 2 ___1 1 5,52E-185 307,03 302,05 192,96 0,18245 600770000 Bcl-2-associated transcription factor 1 DYFSDKESGKQKFNDSEGDDTEETEDYRQFRUID5959 1;2

Q9HD20 ATP13A1 S 899 0,414677 2 ___1 0,970188 0,00570602 58,674 38,211 58,674 -3,07 8599500 Manganese-transporting ATPase 13A1 NAPERVVERRRRPRDSPTLSNSGIRATSRTAUID5733 1

Q9UPP1 PHF8 S 804 0,413892 2 ___1 0,929148 1,15E-12 135,09 126,13 135,09 -0,046376 35930000 Histone lysine demethylase PHF8 RSSGSSSSGLGTVSNSPASQRTPGKRPIKRPUID6409 1

Q5UIP0 RIF1 S 2196 0,413702 2 ___1 0,767794 0,0196201 99,732 99,732 99,732 -0,59981 41269000 Telomere-associated protein RIF1 ILKRGLKRSQEDEISSPVNKVRRVSFADPIYUID3293

Q8NFC6 BOD1L1 S 1531 0,412677 3 ___1 0,977512 0,00014458 102,87 85,633 57,106 -0,25078 54209000 Biorientation of chromosomes in cell division protein 1-like 1SVATSTEGKDKDVTLSPVKAGPATTTSSETRUID4345 1

Q9UIF9 BAZ2A S 1783 0,412481 2 ___1 0,937271 4,33E-05 128,28 100,27 128,28 0,1366 53094000 Bromodomain adjacent to zinc finger domain protein 2ARESPAAGPRYSEEGLSPSKRRRLSMRNHHSDUID6194 1

Q8IZ21 PHACTR4 S 443 0,412359 3 ___1 0,999967 1,25E-09 95,123 95,123 95,123 -0,056204 9422600 Phosphatase and actin regulator 4 PLPMTPILEGSHRAHSLLFENSDSFSEDSSTUID4163 1

Q9NS91 RAD18 S 99 0,412218 2 ___2 1 5,81E-10 120,87 120,87 120,87 -0,12231 60673000 E3 ubiquitin-protein ligase RAD18 SLNFARNHLLQFALESPAKSPASSSSKNLAVUID13927 1;2

Q9NS91 RAD18 S 103 0,412218 3 ___2 0,970288 5,81E-10 106,12 106,12 106,12 0,048611 51613000 E3 ubiquitin-protein ligase RAD18 ARNHLLQFALESPAKSPASSSSKNLAVKVYTUID13928 2

Q99733 NAP1L4 S 5 0,411969 2 ___2 0,998884 2,15E-44 190,18 190,18 72,446 -0,43056 126780000 Nucleosome assembly protein 1-like 4 ___________MADHSFSDGVPSDSVEAAKNUID13281 1;2

P46100 ATRX S 1348 0,411762 2 ___2 0,997531 1,81E-05 104,87 92,584 99,344 -0,43629 358810000 Transcriptional regulator ATRX KPRYRHRLLRHKLTVSDGESGEEKKTKPKEHUID9676 2

P48634 PRRC2A S 2113 0,411643 2 ___1 0,999987 6,54E-05 90,926 70,086 90,926 -0,16427 3801800 Protein PRRC2A SGVFRTQRVDLYQQASPPDALRWIPKPWERTUID1659 1

Q9NTI5 PDS5B S 1165 0,411535 2 ___1 0,641854 1,93E-23 132,84 117,64 132,84 -0,39332 4602100 Sister chromatid cohesion protein PDS5 homolog B SRMETVSNASSSSNPSSPGRIKGRLDSSEMDUID5853 1

Q86WB0 ZC3HC1 S 24 0,410185 2 ___2 1 0,00013903 59,261 59,261 59,261 0,61591 21613000 Nuclear-interacting partner of ALK AFAVGVEKNWGAVVRSPEGTPQKIRQLIDEGUID12037 2

Q86WB0 ZC3HC1 T 28 0,410185 2 ___2 1 0,00013903 59,261 59,261 59,261 0,61591 21613000 Nuclear-interacting partner of ALK GVEKNWGAVVRSPEGTPQKIRQLIDEGIAPEUID15680 2

Q99741 CDC6 S 54 0,40994 2 ___1 1 0,00883582 87,639 19,742 87,639 -0,18273 35678000 Cell division control protein 6 homolog VQTVTCSPRVKALPLSPRKRLGDDNLCNTPHUID5188 1

Q9UQ35 SRRM2 S 506 0,409907 2 ___3 1 0,00214298 52,928 52,928 52,928 -0,36602 29367000 Serine/arginine repetitive matrix protein 2 KRGRSRSRTPTKRGHSRSRSPQWRRSRSAQRUID22657 3

Q9UQ35 SRRM2 S 508 0,409907 2 ___3 1 0,00214298 85,622 53,864 56,916 -0,032373 189520000 Serine/arginine repetitive matrix protein 2 GRSRSRTPTKRGHSRSRSPQWRRSRSAQRWGUID22658 2;3

Q9UQ35 SRRM2 S 510 0,409907 2 ___3 1 0,00214298 85,622 53,864 56,916 -0,032373 189520000 Serine/arginine repetitive matrix protein 2 SRSRTPTKRGHSRSRSPQWRRSRSAQRWGRSUID22659 2;3

Q99700 ATXN2 S 784 0,409677 2 ___1 0,999996 0,0005254 71,555 54,188 71,555 -0,29547 41244000 Ataxin-2 NETSPSFSKAENKGISPVVSEHRKQIDDLKKUID5180 1

P49792 RANBP2;RGPD4 S 2280 0,409255 2 ___1 0,993717 0,00015646 89,507 57,253 89,507 -0,28229 8982700 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4TGFNFSFKSALSPSKSPAKLNQSGTSVGTDEUID1748 1;2

Q9UNN5 FAF1 S 582 0,409147 2 ___1 0,998801 0,00546219 62,466 34,262 53,237 0,15775 4083700 FAS-associated factor 1 EENAEPVSKLRIRTPSGEFLERRFLASNKLQUID6373 1

P16989 YBX3 S 34 0,408929 4 ___1 0,937996 2,92E-26 88,009 88,009 88,009 -0,49672 116910000 Y-box-binding protein 3 PTEAAAAAPQDPAPKSPVGSGAPQAAAPAPAUID1037 1

Q96JM3 CHAMP1 S 297 0,408621 3 ___2 0,999991 1,21E-06 66,479 43,592 66,479 -0,095444 62001000 Chromosome alignment-maintaining phosphoprotein 1SPSESPEPWKPFPAVSPEPRRPAPAVSPGSWUID13044 2;3

Q96BY7 ATG2B S 1743 0,408494 2 ___1 0,999989 0,00061045 71,558 57,205 71,558 -0,6848 2846800 Autophagy-related protein 2 homolog B AEVELQMTPDPEVKKSPGADVTCSLPRHLSTUID4784 1

Q14980 NUMA1 T 2000 0,408444 2 ___1 0,999333 1,44E-09 146,3 146,3 146,3 -0,56694 134990000 Nuclear mitotic apparatus protein 1 QQRKRVSLEPHQGPGTPESKKATSCFPRPMTUID7380 1;2

P41182 BCL6 S 337 0,407881 3 ___2 0,576423 2,00E-10 67,459 67,459 44,021 0,0001946 63782000 B-cell lymphoma 6 protein PLNRKGLVSPQSPQKSDCQPNSPTESCSSKNUID9555 2

O76021 RSL1D1 S 392 0,407733 2 ___1 0,999993 0,00056339 72,496 68,045 72,496 0,11383 7862000 Ribosomal L1 domain-containing protein 1 ANEKVEIQKHATGKKSPAKSPNPSTPRGKKRUID616 1

Q14CZ0 C16orf72 S 167 0,407131 2 ___1 0,999993 0,0013484 113,1 87,032 113,1 -0,12467 22512000 UPF0472 protein C16orf72 PPPRNSRAPPRLTVVSPNRATSTETSSSVETUID2830 1

P15391 CD19 S 530 0,406965 3 ___1 0,701366 4,00E-09 55,608 50,294 55,608 -0,66742 35202000 B-lymphocyte antigen CD19 SIRGQPGPNHEEDADSYENMDNPDGPDPAWGUID1009 1

O14647 CHD2 S 1364 0,406711 3 ___1 0,589259 5,45E-05 107,98 107,98 66,022 0,61689 29663000 Chromodomain-helicase-DNA-binding protein 2 ENKVPRLKEEHGIELSSPRHSDNPSEEGEVKUID169 1

Q9UQ35 SRRM2 S 440 0,406038 2 ___3 0,999997 3,18E-09 129,11 125,79 129,11 0,043283 1180500000 Serine/arginine repetitive matrix protein 2 PQPTKVSRHASSSPESPKPAPAPGSHREISSUID22668 1;2;3;4

Q53F19 C17orf85 S 415 0,405735 2 ___2 0,999925 0,00318714 89,679 56,416 73,655 0,8661 90631000 Uncharacterized protein C17orf85 DEMDYDLELKMISTPSPKKSMKMTMYADEVEUID11217 1;2

Q53F19 C17orf85 T 413 0,405735 2 ___2 0,977414 0,00318714 73,655 65,984 73,655 0,8661 48084000 Uncharacterized protein C17orf85 DSDEMDYDLELKMISTPSPKKSMKMTMYADEUID15529 2

Q8N6T3 ARFGAP1 S 361 0,40556 2 ___1 0,870397 1,54E-05 104,38 104,38 66,965 -0,32922 80928000 ADP-ribosylation factor GTPase-activating protein 1 SDSWTCADTSTERRSSDSWEVWGSASTNRNSUID4256 1

O15400 STX7 S 129 0,405012 2 ___2 0,855694 6,92E-05 95,873 84,16 95,873 -1,1995 36515000 Syntaxin-7 REKEFVARVRASSRVSGSFPEDSSKERNLVSUID8363 1;2

O60343 TBC1D4 S 569 0,404903 2 ___1 0,57589 1,35E-06 130,01 114,85 130,01 0,47177 8154100 TBC1 domain family member 4 FKLDILKNKAKRSLTSSLENIFSRGANRMRGUID413 1

P08559 PDHA1;PDHA2 S 300 0,404496 2 ___2 0,999945 2,03E-06 101,42 96,107 100,4 -0,068227 828770000 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial;Pyruvate dehydrogenase E1 component subunit alpha, testis-specific form, mitochondrialQTYRYHGHSMSDPGVSYRTREEIQEVRSKSDUID8984 2

P11388 TOP2A S 1247 0,403272 2 ___1 1 3,21E-112 257,22 236,76 251,04 -0,0076133 1372500000 DNA topoisomerase 2-alpha EKKNKKKIKNENTEGSPQEDGVELEGLKQRLUID938 1

Q9UQ35 SRRM2 S 2688 0,403108 2 ___1 0,987169 0,00017102 101,64 80,195 99,732 -0,14373 65664000 Serine/arginine repetitive matrix protein 2 RRSRSPRKPIDSLRDSRSLSYSPVERRRPSPUID6483 1

Q9BRD0 BUD13 S 567 0,402504 2 ___1 0,947254 0,0183841 41,704 31,237 41,704 0,046643 2128900 BUD13 homolog NKAKENKNKKVRPRYSGPAPPPNRFNIWPGYUID5238 1

P16333 NCK1 S 85 0,402067 3 ___1 0,962728 6,66E-10 89,186 89,186 89,186 0,15258 26947000 Cytoplasmic protein NCK1 NLKDTLGIGKVKRKPSVPDSASPADDSFVDPUID1017 1;2

Q6NZY4 ZCCHC8 S 658 0,401257 2 ___1 0,999998 0,00050838 94,584 45,603 80,014 0,2988 14886000 Zinc finger CCHC domain-containing protein 8 LFPADTSPSTATKIHSPIPDMSKFATGITPFUID3490 1

Q9UQ35 SRRM2 T 1003 0,401209 2 ___2 1 4,67E-26 171 171 166,67 -0,076512 4076100000 Serine/arginine repetitive matrix protein 2 SHSGSISPYPKVKAQTPPGPSLSGSKSPCPQUID16015 1;2

P58317 ZNF121 S 87 0,400866 3 ___2 0,637816 1,34E-07 56,95 55,405 56,95 1,0836 4574000 Zinc finger protein 121 SLPPNVHQRTWIGDKSFEYSDCEEAFVDQSHUID10032 2

P58317 ZNF121 S 91 0,400866 3 ___2 0,637816 1,34E-07 56,95 55,405 56,95 1,0836 4574000 Zinc finger protein 121 NVHQRTWIGDKSFEYSDCEEAFVDQSHLQANUID10033 2

P11388 TOP2A T 1244 0,400832 3 ___1 0,585025 1,18E-06 61,89 53,289 61,89 -0,067431 47908000 DNA topoisomerase 2-alpha AEAEKKNKKKIKNENTEGSPQEDGVELEGLKUID7030 1

Q9UEY8 ADD3 S 681 0,400681 2 ___2 0,866755 2,63E-10 114,74 114,74 55,912 0,29345 128690000 Gamma-adducin EKIEEVLSPEGSPSKSPSKKKKKFRTPSFLKUID14229 1;2;3

Q9BRZ2 TRIM56 S 469 0,399663 3 ___2 0,999882 4,16E-05 42,106 42,106 42,106 0,19351 15188000 E3 ubiquitin-protein ligase TRIM56 GGRPNKKKKFKGRLKSISREPSPALGPNLDGUID13349 2;3

Q8WVC0 LEO1 T 629 0,399378 2 ___2 1 9,82E-07 121,24 114,11 121,24 -0,13308 135930000 RNA polymerase-associated protein LEO1 SEEDKAQRLLKAKKLTSDEEGEPSGKRKAEDUID15754 1;2

Q8WVC0 LEO1 S 630 0,399378 2 ___2 0,999998 2,46E-62 219,95 219,95 121,24 -0,13308 292780000 RNA polymerase-associated protein LEO1 EEDKAQRLLKAKKLTSDEEGEPSGKRKAEDDUID12616 1;2

Q12888 TP53BP1 S 1678 0,399121 2 ___1 0,999999 3,60E-06 120,49 108,92 120,49 0,19413 157860000 Tumor suppressor p53-binding protein 1 VLSGKRKLITSEEERSPAKRGRKSATVKPGAUID2325 1

Q14CB8 ARHGAP19 S 422 0,398898 2 ___1 0,92636 0,0215078 69,812 10,997 69,812 0,072834 4630500 Rho GTPase-activating protein 19 REPSTSQVQKRARSRSFSGLIKRKVLGNQMMUID2828 1

Q13813 SPTAN1 S 1029 0,398581 3 ___1 0,587312 3,71E-10 90,633 75,859 48,694 -0,094204 93232000 Spectrin alpha chain, non-erythrocytic 1 GFVPAAYVKKLDPAQSASRENLLEEQGSIALUID2596 1

Q9NQG6 MIEF1 S 55 0,39835 2 ___2 0,999981 0,000307 73,632 53,428 73,632 0,16257 16953000 Mitochondrial dynamics protein MID51 GIATLAVKRMYDRAISAPTSPTRLSHSGKRSUID13858 2

Q9NQG6 MIEF1 S 59 0,39835 2 ___2 0,855658 9,64E-05 120,06 101,32 63,091 -0,063994 57832000 Mitochondrial dynamics protein MID51 LAVKRMYDRAISAPTSPTRLSHSGKRSWEEPUID13859 1;2

Q14181 POLA2 S 152 0,397803 3 ___2 0,787788 2,94E-06 59,372 59,372 59,372 -0,095011 4245400 DNA polymerase alpha subunit B VSTRSPHQLLSPSSFSPSATPSQKYNSRSNRUID10777 2

P11388 TOP2A S 1213 0,397223 2 ___1 1 5,14E-70 240,18 215,44 240,18 -0,3349 126250000 DNA topoisomerase 2-alpha GKAKGKKTQMAEVLPSPRGQRVIPRITIEMKUID943 1

Q9UQ35 SRRM2 T 289 0,397036 2 ___2 0,647569 0,00016968 55,972 42,56 55,864 -0,25615 140110000 Serine/arginine repetitive matrix protein 2 TSRSRSRSAAAKTHTTALAGRSPSPASGRRGUID16043 2

P52907 CAPZA1 S 9 0,396907 2 ___1 1 2,15E-05 103,61 103,61 57,136 0,078316 33655000 F-actin-capping protein subunit alpha-1 _______MADFDDRVSDEEKVRIAAKFITHAUID1860 1

Q9NQS7 INCENP S 263 0,396736 2 ___1 1 0,00048263 117,71 85,771 117,71 -0,081595 83590000 Inner centromere protein VGTGRSASKLRIAQVSPGPRDSPAFPDSPWRUID5768 1

Q96T23 RSF1 T 1278 0,395941 3 ___2 0,987309 4,61E-10 94,356 94,356 94,356 -0,50637 138970000 Remodeling and spacing factor 1 LAKESKRSVRKRGRSTDEYSEADEEEEEEEGUID15830 2;3

Q9H1E3 NUCKS1 S 181 0,395695 2 ___2 0,999999 3,56E-13 173,28 154,61 85,885 0,050695 6750200000 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1EKKMPKPRLKATVTPSPVKGKGKVGRPTASKUID13603 1;2

Q9H1E3 NUCKS1 T 179 0,395695 2 ___2 0,998809 3,14E-08 137,93 137,93 86,463 -0,17773 3630700000 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1RKEKKMPKPRLKATVTPSPVKGKGKVGRPTAUID15883 2

Q12888 TP53BP1 S 639 0,394233 2 ___2 0,978956 0,00034296 44,616 38,896 43,991 0,26301 7251600 Tumor suppressor p53-binding protein 1 GSQAVPSPATRSEALSSVLDQEEAMEIKEHHUID10433 2



Q12888 TP53BP1 S 640 0,394233 2 ___2 0,978956 0,00034296 44,616 38,896 43,991 0,26301 7251600 Tumor suppressor p53-binding protein 1 SQAVPSPATRSEALSSVLDQEEAMEIKEHHPUID10434 2

Q9UQ35 SRRM2 S 322 0,393428 3 ___2 0,872485 1,99E-18 131,1 131,1 101,34 -0,074968 444410000 Serine/arginine repetitive matrix protein 2 DAPFSEPGTTSTQRPSSPETATKQPSSPYEDUID14558 2

Q14157 UBAP2L S 609 0,393115 2 ___1 0,99619 1,13E-07 122,34 122,34 107,97 0,10511 1343100000 Ubiquitin-associated protein 2-like QRSTQTRRYPSSISSSPQKDLTQAKNGFSSVUID2658 1;2

Q5SW79 CEP170 S 958 0,392892 2 ___1 0,974867 0,00895476 71,501 71,501 71,501 -0,031747 5227800 Centrosomal protein of 170 kDa LVTGETERKSTQKRKSFTSLYKDRCSTGSPSUID3212 1

O00221 NFKBIE S 157 0,391878 3 ___1 0,815861 6,56E-06 53,747 47,625 53,747 -0,99853 6428500 NF-kappa-B inhibitor epsilon EARKGPDEAEESQYDSGIESLRSLRSLPESTUID73 1

P78317 RNF4 S 94 0,391872 3 ___2 0,999368 6,86E-10 92,932 86,162 86,539 -0,55247 147930000 E3 ubiquitin-protein ligase RNF4 NARRLPQDHADSCVVSSDDEELSRDRDVYVTUID10111 2

P78317 RNF4 S 95 0,391872 3 ___2 0,999131 6,86E-10 92,932 86,162 86,539 -0,55247 147930000 E3 ubiquitin-protein ligase RNF4 ARRLPQDHADSCVVSSDDEELSRDRDVYVTTUID10112 2

P06400 RB1 T 841 0,390212 2 ___1 0,857449 1,62E-28 179,56 173,39 179,56 -0,15601 31953000 Retinoblastoma-associated protein TPRSRILVSIGESFGTSEKFQKINQMVCNSDUID7007 1

Q15020 SART3 S 8 0,390047 2 ___2 0,976003 7,78E-20 124,2 90,992 124,2 1,1726 15799000 Squamous cell carcinoma antigen recognized by T-cells 3________MATAAETSASEPEAESKAGPKADUID10939 1;2

Q15020 SART3 S 10 0,390047 2 ___2 0,966405 2,96E-05 95,477 9,00E+01 95,477 -1,91E-05 15799000 Squamous cell carcinoma antigen recognized by T-cells 3______MATAAETSASEPEAESKAGPKADGEUID10940 2

Q76I76 SSH2 S 784 0,389535 3 ___1 1 0,00144715 53,828 47,797 53,828 0,087675 6312600 Protein phosphatase Slingshot homolog 2 KGDILPNPCHTPKKNSIHELLLERAQTPENKUID3667 1

P41182 BCL6 S 361 0,388546 2 ___1 0,994647 4,03E-06 122,33 122,33 119,96 0,15004 65219000 B-cell lymphoma 6 protein ESCSSKNACILQASGSPPAKSPTDPKACNWKUID1461 1;2

Q13813 SPTAN1 S 1031 0,38821 3 ___1 0,499979 7,13E-10 71,506 66,132 71,506 -0,32558 36237000 Spectrin alpha chain, non-erythrocytic 1 VPAAYVKKLDPAQSASRENLLEEQGSIALRQUID2597 1

Q9UQ35 SRRM2 S 297 0,388193 2 ___2 0,999521 1,71E-42 200,9 200,9 197,69 -0,26138 1,28E+10 Serine/arginine repetitive matrix protein 2 AAAKTHTTALAGRSPSPASGRRGEGDAPFSEUID14666 2;3

P10412 HIST1H1E T 18 0,388135 2 ___1 1 3,89E-10 120,71 117,55 89,663 0,99423 1168300000 Histone H1.4 ETAPAAPAAPAPAEKTPVKKKARKSAGAAKRUID7027 1;2

Q5UIP0 RIF1 S 2195 0,387473 2 ___1 0,61886 0,0286695 56,174 40,801 56,174 -0,63116 33666000 Telomere-associated protein RIF1 SILKRGLKRSQEDEISSPVNKVRRVSFADPIUID3292

O14757 CHEK1 S 286 0,386938 2 ___1 0,970704 2,39E-05 118,19 105,98 118,19 0,13168 18527000 Serine/threonine-protein kinase Chk1 KGAKRPRVTSGGVSESPSGFSKHIQSNLDFSUID191 1

Q5QJE6 DNTTIP2 S 148 0,386339 2 ___1 0,99033 2,19E-07 101,49 101,49 90,581 0,40266 128080000 Deoxynucleotidyltransferase terminal-interacting protein 2ESYTEEIVSEAESHVSGISRIVLPTEKTTGAUID3192 1;3

P53985 SLC16A1 S 467 0,386097 3 ___1 0,876393 2,29E-07 95,409 74,176 43,198 -0,23315 150980000 Monocarboxylate transporter 1 QKANEQKKESKEEETSIDVAGKPNEVTKAAEUID1877 1

Q15831 STK11 S 31 0,386055 2 ___1 0,974667 2,15E-08 134,13 114,34 134,13 1,7182 19207000 Serine/threonine-protein kinase STK11 ELMSVGMDTFIHRIDSTEVIYQPRRKRAKLIUID2980 1

Q9Y6X9 MORC2 S 730 0,385903 2 ___2 0,995964 5,16E-05 78,661 70,148 75,463 0,03725 124220000 MORC family CW-type zinc finger protein 2 IKTPVVKKTESPIKLSPATPSRKRSVAVSDEUID14959 2;3

Q7Z6I6 ARHGAP30 S 630 0,385876 2 ___1 1 1,52E-06 129,76 121,83 83 0,074891 149570000 Rho GTPase-activating protein 30 DLSPLLGPKPPIWKGSGSLEGEAAGCGRQALUID3832 1;2

Q9UQ35 SRRM2 T 1413 0,385118 2 ___2 0,910401 1,30E-10 112,99 104,99 52,853 0,072795 306140000 Serine/arginine repetitive matrix protein 2 SNQSISSPVLDAVPRTPSRERSSSASSPEMKUID16013 2;3

Q69YN4 KIAA1429 S 173 0,385044 4 ___1 1 0,00015244 42,806 42,806 42,806 0,61577 34075000 Protein virilizer homolog NPKHADGEKEDQFNGSPPRPQPRGPRTPPGPUID3409 1

P62753 RPS6 S 235 0,38498 2 ___2 1 0,00021975 82,515 82,515 43,635 -0,063302 1700000000 40S ribosomal protein S6 AKEKRQEQIAKRRRLSSLRASTSKSESSQK_UID10071 2;3

P30305 CDC25B S 375 0,38494 3 ___1 1 1,39E-07 83,849 71,893 83,849 0,078452 50737000 M-phase inducer phosphatase 2 QQEAEEPKARVLRSKSLCHDEIENLLDSDHRUID1302 1

O94979 SEC31A S 527 0,384803 3 ___1 0,975856 2,97E-13 73,936 69,862 73,936 -0,0068565 50621000 Protein transport protein Sec31A DGANVALKDSDQVAQSDGEESPAAEEQLLGEUID673 1

Q03252 LMNB2 T 34 0,384317 2 ___2 0,999861 0,00123755 68,972 48,876 60,196 -0,18314 29627000 Lamin-B2 ATMATPLPGRAGGPATPLSPTRLSRLQEKEEUID15358 2

Q03252 LMNB2 S 37 0,384317 2 ___2 0,874299 0,00123755 68,972 48,876 68,972 -0,38904 38343000 Lamin-B2 ATPLPGRAGGPATPLSPTRLSRLQEKEELREUID10260 1;2

P42166 TMPO S 424 0,384124 2 ___1 0,999852 0,00027083 85,845 70,183 85,845 -0,18768 9380500 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;ThymopentinQKRIDQSKFQETEFLSPPRKVPRLSEKSVEEUID1485 1

Q9UMN6 KMT2B S 351 0,38393 2 ___1 0,999317 0,00054406 74,46 66,529 74,46 -0,52229 13045000 Histone-lysine N-methyltransferase 2B WQDVPQRRVGSGQGGSPCWKKQEQKLDDEEEUID6358 1

Q9UQ35 SRRM2 S 1012 0,383608 3 ___2 0,65714 6,97E-11 97,346 97,346 97,346 0,18216 139990000 Serine/arginine repetitive matrix protein 2 PKVKAQTPPGPSLSGSKSPCPQEKSKDSLVQUID14539 1;2

P06400 RB1 S 788 0,383319 2 ___2 1 2,20E-43 203,29 203,29 203,29 0,12288 1972000000 Retinoblastoma-associated protein STRPPTLSPIPHIPRSPYKFPSSPLRIPGGNUID8935 1;2

Q86WB0 ZC3HC1 S 370 0,383035 3 ___2 0,713435 8,69E-10 69,482 59,152 47,429 0,01934 43559000 Nuclear-interacting partner of ALK WDSSSPVDRPEPEAASPTTRTRPVTRSMGTGUID12046 2

P01106 MYC S 293 0,382723 3 ___2 0,964903 3,28E-06 51,586 40,169 51,586 -0,066269 32268000 Myc proto-oncogene protein ESGSPSAGGHSKPPHSPLVLKRCHVSTHQHNUID8874 2

P01106 MYC S 281 0,382723 3 ___2 0,791052 3,28E-06 51,586 40,169 50,144 0,19814 32268000 Myc proto-oncogene protein SVEKRQAPGKRSESGSPSAGGHSKPPHSPLVUID8873 2

Q92609 TBC1D5 S 539 0,38258 2 ___1 0,858775 2,44E-05 118,13 109,4 118,13 -0,47573 46091000 TBC1 domain family member 5 PVQLNKGLSSKNISSSPSVESLPGGREFTGSUID4642 1;2

Q5VUA4 ZNF318 S 653 0,382501 3 ___1 0,735984 8,39E-06 57,009 57,009 57,009 0,22855 3579200 Zinc finger protein 318 RYFSADHCSSVDHRFSADRCSSVDHCFSADRUID3334 1

Q9NQZ2 UTP3 S 365 0,382406 3 ___2 0,996556 1,26E-49 194,27 194,27 113,8 -0,24282 999580000 Something about silencing protein 10 SVSKTSAAACAVTDLSDDSDFDEKAKLKYYKUID13881 1;2;3

Q13428 TCOF1 S 156 0,38236 2 ___1 0,966612 6,42E-05 107,65 89,837 105,03 0,032751 22927000 Treacle protein HPATGKTVANLLSGKSPRKSAEPSANTTLVSUID2489 1

Q5VWN6 FAM208B S 1025 0,38228 4 ___1 0,798473 3,03E-06 51,175 46,016 51,175 -0,44717 7986200 Protein FAM208B VQTKTGTLQDLIQHGSPINNECHPSLERKDDUID3343 1

Q8WYP5 AHCTF1 S 1222 0,381726 3 ___2 0,980003 5,49E-06 88,036 88,036 45,395 -0,2511 73222000 Protein ELYS LRSTPLASPSPSPGRSPQRLKETRISFVEEDUID12677 1;2

P49711 CTCF S 402 0,380675 3 ___1 0,848656 3,80E-05 65,704 65,704 65,704 -0,15689 13565000 Transcriptional repressor CTCF ASRDTYKLKRHMRTHSGEKPYECYICHARFTUID1694 1

Q9UQ35 SRRM2 T 2104 0,380596 2 ___2 1 1,77E-22 169,64 160,69 141,08 0,0025546 3690800000 Serine/arginine repetitive matrix protein 2 RSATPPATRNHSGSRTPPVALNSSRMSCFSRUID16029 1;2;3

Q96DA6 DNAJC19 S 70 0,380175 2 ___1 0,866134 0,00042066 61,409 24,639 61,409 0,57856 3316400 Mitochondrial import inner membrane translocase subunit TIM14EPKMTKREAALILGVSPTANKGKIRDAHRRIUID4829 1

P16402 HIST1H1D T 10 0,379954 2 ___1 0,499962 2,00E-07 67,519 67,519 67,519 -0,1605 12398000 Histone H1.3 ______MSETAPLAPTIPAPAEKTPVKKKAKUID7045 1

P17096 HMGA1 T 39 0,379843 4 ___2 0,605927 1,05E-10 72,495 72,495 72,495 0,16993 38750000 High mobility group protein HMG-I/HMG-Y RGRGRPRKQPPVSPGTALVGSQKEPSEVPTPUID15145 2

P41182 BCL6 T 429 0,379834 3 ___1 0,538551 1,38E-05 48,76 48,76 48,76 -0,061938 18038000 B-cell lymphoma 6 protein CQPPMEPENLDLQSPTKLSASGEDSTIPQASUID7123 1

Q5TAQ9 DCAF8 S 99 0,379732 3 ___1 1 5,22E-22 154,77 154,77 154,77 -0,08954 25150000 DDB1- and CUL4-associated factor 8 TGHYSINDENRVHDRSEEEEEEEEEEEEEQPUID3270 1

P32519 ELF1 S 168 0,379621 2 ___2 0,948054 5,35E-21 165,49 157,03 165,49 0,29895 293890000 ETS-related transcription factor Elf-1 TQQVQEKYADSPGASSPEQPKRKKGRKTKPPUID9426 1;2

P11388 TOP2A S 1377 0,379554 2 ___2 1 3,02E-10 117,21 117,21 65,895 -0,096531 293240000 DNA topoisomerase 2-alpha PKLSNKELKPQKSVVSDLEADDVKGSVPLSSUID9044 1;2

Q9UQ35 SRRM2 S 437 0,379481 2 ___2 1 3,18E-09 129,11 125,79 129,11 0,043283 1478400000 Serine/arginine repetitive matrix protein 2 PPSPQPTKVSRHASSSPESPKPAPAPGSHREUID14570 2;3;4

P35221 CTNNA1 S 641 0,378955 2 ___1 0,999457 2,65E-06 96,303 91,149 96,303 0,25798 19555000 Catenin alpha-1 RKAVLMIRTPEELDDSDFETEDFDVRSRTSVUID1358 1

Q9UQ35 SRRM2 S 2343 0,378662 2 ___1 0,999617 0,0154078 49,298 49,298 49,298 0,34997 6130300 Serine/arginine repetitive matrix protein 2 RTPQAPASANLVGPRSAHATAPVNIAGSRTAUID6507

Q02880 TOP2B S 1413 0,378325 3 ___3 0,999942 4,32E-25 131,16 131,16 110,59 0,038398 601130000 DNA topoisomerase 2-beta KASPITNDGEDEFVPSDGLDKDEYTFSPGKSUID18329 2;3

Q02880 TOP2B S 1424 0,378325 3 ___3 0,99875 1,59E-21 104,38 104,38 104,38 0,061768 169670000 DNA topoisomerase 2-beta EFVPSDGLDKDEYTFSPGKSKATPEKSLHDKUID18330 2;3

Q9P265 DIP2B S 203 0,378303 2 ___1 0,847722 0,00015796 72,417 63,083 72,417 -0,43846 13763000 Disco-interacting protein 2 homolog B ASSTLSHGEVKGTSGSLADVFANTRIENFSAUID6061 1

Q6NW34 C3orf17 S 265 0,378129 2 ___1 1 0,00087828 87,298 78,068 84,658 -0,045201 7094800 Uncharacterized protein C3orf17 GINKLLNKLFLINEQSPRASEETLLGISKKAUID3484 1

Q6KC79 NIPBL S 2672 0,378068 3 ___2 0,97072 1,57E-06 51,236 47,341 51,236 -0,13145 12436000 Nipped-B-like protein GSPKNNTAAETEDDESDGEDRGGGTSGSLRRUID11575 2

Q6KC79 NIPBL T 2667 0,378068 3 ___2 0,94819 1,57E-06 51,236 47,341 51,236 -0,13145 12436000 Nipped-B-like protein SLLGGGSPKNNTAAETEDDESDGEDRGGGTSUID15591 2

Q5T1M5 FKBP15 S 1162 0,377716 3 ___2 0,666666 4,92E-06 116,98 106,61 62,203 -0,3204 220410000 FK506-binding protein 15 VAGAALRPSHHSQRSSLSGDEEDELFKGATLUID11320 2

P27707 DCK S 74 0,377162 3 ___1 0,997325 7,54E-88 238,81 238,81 124,4 -0,18102 868210000 Deoxycytidine kinase CNVQSTQDEFEELTMSQKNGGNVLQMMYEKPUID1250 1

Q9UIG0 BAZ1B S 716 0,376513 4 ___2 0,824666 1,83E-10 64,914 64,914 61,228 0,16828 25064000 Tyrosine-protein kinase BAZ1B VQEESEGSDTDDNKDSAAFEDNEVQDEFLEKUID14304 2

Q7Z2Z1 TICRR T 1307 0,375066 2 ___2 0,999991 3,26E-05 94,544 94,544 94,544 -0,38728 19927000 Treslin PKRPGNSTVTSSPPVTPKKLFTSPLCDVSKKUID15648 2

Q7Z3B3 KANSL1 S 991 0,374845 3 ___2 0,99653 9,55E-06 68,639 68,639 68,639 -0,13241 13957000 KAT8 regulatory NSL complex subunit 1 SSHSLSEYSHGQSPRSPISPELHSAPLTPVAUID11839 1;2

Q7Z3B3 KANSL1 T 1003 0,374845 3 ___2 0,992054 0,0004733 43,888 43,888 43,888 0,26517 3977700 KAT8 regulatory NSL complex subunit 1 SPRSPISPELHSAPLTPVARDTPRHLASEDTUID15650 2

P78347 GTF2I S 674 0,374622 3 ___1 0,541528 1,85E-13 75,897 75,897 75,897 0,16094 24619000 General transcription factor II-I SKINTKALQSPKRPRSPGSNSKVPEIEVTVEUID2029 1

Q6ZSZ5 ARHGEF18 T 919 0,3744 3 ___1 0,681835 2,45E-05 71,1 67,201 71,1 -0,34996 25089000 Rho guanine nucleotide exchange factor 18 TGPPRRAETFAGYDCTNSPTKNGSFKKKVSSUID7527 1

P25054 APC S 780 0,374271 3 ___1 0,999911 2,14E-10 67,911 67,911 67,911 -0,45825 59876000 Adenomatous polyposis coli protein DAQHLSETFDNIDNLSPKASHRSKQRHKQSLUID1218 1

P48634 PRRC2A S 1085 0,373954 3 ___2 0,700242 8,75E-05 49,049 49,049 49,049 -0,09904 94483000 Protein PRRC2A TGGPNHPPAPRGRTASETRSEGSEYEEIPKRUID9746 2;3

Q9NV70 EXOC1 S 499 0,373954 2 ___1 0,543367 9,09E-10 85,927 73,567 85,927 -0,52492 4293900 Exocyst complex component 1 NRRSQSSSLLDMGNMSASDLDVADRTKFDKIUID5873 1

O60508 CDC40 S 43 0,373732 2 ___1 0,701367 2,80E-05 65,022 53,046 65,022 0,47469 16404000 Pre-mRNA-processing factor 17 RCPLPAADSLMHLTKSPSSKPSLAVAVDSAPUID422 1

Q8TEA8 DTD1 S 205 0,373398 2 ___1 0,970887 1,64E-15 157,68 152,14 157,68 -0,078559 12414000 D-tyrosyl-tRNA(Tyr) deacylase 1 KEDRSASSGAEGDVSSEREP___________UID4458 1

Q9H4L5 OSBPL3 S 262 0,373135 3 ___2 0,617303 2,67E-06 51,586 47,634 50,865 0,15383 36971000 Oxysterol-binding protein-related protein 3 HRTYSAPAINAIQGGSFESPKKEKRSHRRWRUID13664 2

Q9UQ35 SRRM2 T 1856 0,373104 2 ___2 0,884347 0,0040559 96,82 96,82 96,82 -0,22109 2372000000 Serine/arginine repetitive matrix protein 2 RSRTPPTSRKRSRSRTSPAPWKRSRSRASPAUID16038 2;3

Q9GZT9 EGLN1 S 125 0,372952 2 ___1 1 0,00125597 43,297 43,297 43,297 -0,16884 7749500 Egl nine homolog 1 GKVKAKPPADPAAAASPCRAAAGGQGSAVAAUID5454 1

Q86WB0 ZC3HC1 S 344 0,372716 2 ___2 0,999998 1,01E-16 139,72 139,72 60,167 -0,16787 317690000 Nuclear-interacting partner of ALK SQDATFSPGSEQAEKSPGPIVSRTRSWDSSSUID12040 1;2

P06400 RB1 T 353 0,372506 2 ___1 0,712453 4,18E-15 153,74 153,74 153,74 0,20058 26673000 Retinoblastoma-associated protein DHDKTLQTDSIDSFETQRTPRKSNLDEEVNVUID7012 1

Q9UFC0 LRWD1 S 241 0,371949 2 ___1 0,609579 3,55E-05 92,457 79,477 92,457 -0,17259 9400200 Leucine-rich repeat and WD repeat-containing protein 1RARLAALKRPDDVPLSLSPSKRACASPSAQVUID6138 1

Q86YC2 PALB2 S 660 0,371169 2 ___1 0,999974 0,00152971 50,843 50,843 50,843 0,24696 3920600 Partner and localizer of BRCA2 ERHLKEGSCIFPEELSPKRMDTEMEDLEEDLUID3976 1

Q15717 ELAVL1 S 202 0,370834 2 ___1 0,999999 1,79E-09 140,1 127,89 140,1 0,25108 4079500 ELAV-like protein 1 PNQNKNVALLSQLYHSPARRFGGPVHHQAQRUID2965 1

Q8WVM8 SCFD1 S 303 0,37048 2 ___1 0,999083 1,32E-08 122,57 122,57 122,57 0,13938 47229000 Sec1 family domain-containing protein 1 HLNRVNLEESSGVENSPAGARPKRKNKKSYDUID4522 1

O60343 TBC1D4 S 649 0,370094 2 ___2 0,661511 0,0014734 47,198 32,167 47,198 -0,010531 7474500 TBC1 domain family member 4 PQFRRRAHTFSHPPSSTKRKLNLQDGRAQGVUID8505 2

Q9NQS7 INCENP S 197 0,369948 3 ___3 0,852937 1,54E-08 55,3 55,3 55,3 -0,061094 59066000 Inner centromere protein HVTQLMSTEPLPRTLSPTPASATAPTSQGIPUID21968 3

Q9NQS7 INCENP S 214 0,369948 3 ___3 0,728777 1,37E-07 51,469 51,469 51,469 0,026695 59066000 Inner centromere protein TPASATAPTSQGIPTSDEESTPKKSKARILEUID21969 3

Q9NQS7 INCENP S 218 0,369948 3 ___3 0,58668 1,54E-08 55,3 55,3 55,3 -0,061094 59066000 Inner centromere protein ATAPTSQGIPTSDEESTPKKSKARILESITVUID21970 3

P20290 BTF3 S 30 0,369829 2 ___1 0,953612 0,00069091 46,926 40,542 46,926 0,62462 11188000 Transcription factor BTF3 RGRARGGCPGGEATLSQPPPRGGTRGQEPQMUID1136 1

Q9UK58 CCNL1 S 335 0,369819 3 ___2 0,999171 7,07E-23 147,3 137,84 147,3 0,2415 103360000 Cyclin-L1 LNPDGTPALSTLGGFSPASKPSSPREVKAEEUID14331 2

Q9UK58 CCNL1 S 341 0,369819 3 ___2 0,591955 7,07E-23 147,3 137,84 114,63 0,26944 103360000 Cyclin-L1 PALSTLGGFSPASKPSSPREVKAEEKSPISIUID14332 2

Q92993 KAT5 S 199 0,369606 3 ___1 0,782329 1,14E-05 49,662 44,758 49,662 0,19993 4789200 Histone acetyltransferase KAT5 PGRKRKSNCLGTDEDSQDSSDGIPSAPRMTGUID4738 1

Q6KC79 NIPBL S 2509 0,369494 3 ___3 0,871487 0,00013905 43,494 40,442 43,494 -0,42593 9311000 Nipped-B-like protein EEEVSRPRKSRKRVDSDSDSDSEDDINSVMKUID19667 3

Q6KC79 NIPBL S 2511 0,369494 3 ___3 0,871487 0,00013905 43,494 40,442 43,494 -0,42593 9311000 Nipped-B-like protein EVSRPRKSRKRVDSDSDSDSEDDINSVMKCLUID19668 3

Q6KC79 NIPBL S 2513 0,369494 3 ___3 0,871487 0,00013905 43,494 40,442 43,494 -0,42593 9311000 Nipped-B-like protein SRPRKSRKRVDSDSDSDSEDDINSVMKCLPEUID19669 3

Q14684 RRP1B S 732 0,369271 2 ___2 0,7917 1,09E-34 159,12 129,82 159,12 0,2221 133820000 Ribosomal RNA processing protein 1 homolog B PEQKPLHGVLKTPTSSPASSPLVAKKPLTTTUID10847 1;2

Q9UQ35 SRRM2 S 1382 0,36902 2 ___2 0,992874 6,02E-31 180,02 180,02 180,02 -0,086146 524750000 Serine/arginine repetitive matrix protein 2 PSLDMKEQSTRSSGHSSSELSPDAVEKAGMSUID14649 2;3

Q96BT3 CENPT S 47 0,368906 2 ___1 0,801121 0,00220448 85,958 32,631 74,944 0,038485 13806000 Centromere protein T RSARAGARRALLETASPRKLSGQTRTIARGRUID4781 1

Q9UKT9 IKZF3 S 378 0,368321 3 ___1 0,999998 2,31E-29 166,25 158,84 161,51 -0,6076 210040000 Zinc finger protein Aiolos SIHLPEKSVPSERGLSPNNSGHDSTDTDSNHUID6273 1;2

Q96CJ1 EAF2 S 154 0,368249 3 ___1 0,999711 6,08E-08 90,097 90,097 90,097 -0,12326 87902000 ELL-associated factor 2 NLVKHSPSEDKMSPASPIDDIERELKAEASLUID4802 1;2;3

Q9H6T3 RPAP3 S 114 0,36793 4 ___2 0,567606 2,66E-06 47,429 45,446 41,209 -0,027365 81915000 RNA polymerase II-associated protein 3 DRILDELDKDDSTHESLSQESESEEDGIHVDUID13728 2;3

Q86YV5 SGK223 S 694 0,367818 2 ___1 0,533299 0,0165418 42,789 42,789 42,789 -0,093966 1602600 Tyrosine-protein kinase SgK223 GSSGQNSKVGTGMSKSASFAFEFPKDRSGIEUID4021

Q9UQ35 SRRM2 T 983 0,367707 3 ___3 0,999848 3,19E-08 80,02 70,623 80,02 0,053363 847680000 Serine/arginine repetitive matrix protein 2 SHSGSSSPDTKVKPETPPRQSHSGSISPYPKUID24145 2;3

Q9UQ35 SRRM2 S 990 0,367707 3 ___3 0,804023 1,79E-06 62,237 44,586 62,237 0,38688 149880000 Serine/arginine repetitive matrix protein 2 PDTKVKPETPPRQSHSGSISPYPKVKAQTPPUID22690 3

Q9UQ35 SRRM2 S 992 0,367707 3 ___3 0,780351 1,79E-06 62,237 44,586 62,237 0,38688 149880000 Serine/arginine repetitive matrix protein 2 TKVKPETPPRQSHSGSISPYPKVKAQTPPGPUID22691 3

O15446 CD3EAP S 172 0,367626 2 ___1 0,5 0,002248 77,597 46,249 77,597 0,07329 5400300 DNA-directed RNA polymerase I subunit RPA34 PVTGPRSALAPNLLTSGKKKKEMQVTEAPVTUID271 1

O15446 CD3EAP T 171 0,367626 2 ___1 0,5 0,002248 77,597 46,249 77,597 0,07329 5400300 DNA-directed RNA polymerase I subunit RPA34 PPVTGPRSALAPNLLTSGKKKKEMQVTEAPVUID6926 1

P46013 MKI67 S 584 0,367595 2 ___2 0,99995 2,46E-29 179,17 179,17 87,932 0,3314 75819000 Antigen KI-67 VEVKAQSLVISPPAPSPRKTPVASDQRRRSCUID9644 1;2

P46013 MKI67 S 579 0,367595 2 ___2 0,971324 3,62E-05 87,932 87,932 87,932 0,3314 11904000 Antigen KI-67 GSEIHVEVKAQSLVISPPAPSPRKTPVASDQUID9643 2

Q9UQ35 SRRM2 S 1694 0,367595 2 ___3 0,948536 0,00036939 95,138 74,236 41,242 -0,32373 153110000 Serine/arginine repetitive matrix protein 2 KTKSRTPPRRRSSRSSPELTRKARLSRRSRSUID22753 2;3

Q9UQ35 SRRM2 S 1693 0,367595 2 ___3 0,905115 0,00813647 43,77 19,681 41,242 -0,32373 29083000 Serine/arginine repetitive matrix protein 2 PKTKSRTPPRRRSSRSSPELTRKARLSRRSRUID22752 3

Q9UQ35 SRRM2 S 1691 0,367595 2 ___3 0,607954 0,00036939 95,138 74,236 95,138 -0,18274 153110000 Serine/arginine repetitive matrix protein 2 PEPKTKSRTPPRRRSSRSSPELTRKARLSRRUID22751 2;3

Q9UQ35 SRRM2 S 1690 0,367595 3 ___3 0,498902 0,00890176 43,77 19,681 43,77 0,17347 29083000 Serine/arginine repetitive matrix protein 2 SPEPKTKSRTPPRRRSSRSSPELTRKARLSRUID22750 3

Q96MW1 CCDC43 T 139 0,36741 4 ___1 0,998087 7,31E-30 110,03 105,91 110,03 0,14681 111270000 Coiled-coil domain-containing protein 43 EKQRKAALLAQYADVTDEEDEADEKDDSGATUID7722 1

O43823 AKAP8 S 339 0,366737 2 ___2 1 6,06E-33 148,15 142,65 148,15 -0,26836 237220000 A-kinase anchor protein 8 EGDFSENDDAAGDFRSGDEEFKGEDELCDSGUID8456 1;2;3

Q8IYB3 SRRM1 T 406 0,36646 3 ___1 1 3,51E-05 98,943 92,908 43,592 0,22911 4782000000 Serine/arginine repetitive matrix protein 1 SASPPRRRHRPSPPATPPPKTRHSPTPQQSNUID7607 1;2

P11171 EPB41 S 188 0,366319 2 ___2 1 5,04E-33 193 193 137,73 -0,31795 548420000 Protein 4.1 GEGLEECSKIEVKEESPQSKAETELKASQKPUID9022 1;2

P11171 EPB41 S 191 0,366319 2 ___2 0,999234 1,33E-10 137,73 137,73 137,73 -0,31795 498800000 Protein 4.1 LEECSKIEVKEESPQSKAETELKASQKPIRKUID9023 2

Q96T23 RSF1 S 397 0,36618 3 ___1 0,999779 9,40E-05 62,203 53,494 59,434 -0,48664 25611000 Remodeling and spacing factor 1 IPLKKREIKLSDDFDSPVKGPLCKSVTPTKEUID5091 1

O60343 TBC1D4 S 666 0,366028 2 ___1 1 0,00886468 47,971 23,118 47,971 0,023056 10439000 TBC1 domain family member 4 KRKLNLQDGRAQGVRSPLLRQSSSEQCSNLSUID409 1

Q8N163 CCAR2 S 671 0,365804 3 ___2 0,539828 9,62E-11 70,569 70,569 70,569 0,47392 24013000 Cell cycle and apoptosis regulator protein 2 RDDGEEEFAGAKLEDSEVRSVASNQSEMEFSUID12287 2

Q8NDC0 MAPK1IP1L S 15 0,36568 2 ___1 0,999934 7,24E-42 193,8 193,8 90,367 -0,11779 305680000 MAPK-interacting and spindle-stabilizing protein-like _MSDEFSLADALPEHSPAKTSAVSNTKPGQPUID4305 1

P06400 RB1 S 811 0,365385 2 ___2 0,999988 1,82E-31 186,98 186,98 186,98 0,21875 1259200000 Retinoblastoma-associated protein PLRIPGGNIYISPLKSPYKISEGLPTPTKMTUID8933 2

Q13428 TCOF1 S 381 0,364773 3 ___1 0,999981 1,36E-83 239,64 239,64 109,85 0,098391 1270100000 Treacle protein GKTSQVGAASAPAKESPRKGAAPAPPGKTGPUID2488 1

Q9UQ35 SRRM2 S 2100 0,364369 2 ___2 1 1,77E-22 169,64 160,69 98,641 0,045533 3285400000 Serine/arginine repetitive matrix protein 2 SDRSRSATPPATRNHSGSRTPPVALNSSRMSUID14588 2;3

P35606 COPB2 S 859 0,364369 3 ___1 0,930083 5,74E-35 151,18 151,18 151,18 0,10772 969490000 Coatomer subunit beta' PSRSTAQQELDGKPASPTPVIVASHTANKEEUID1380 1

P78312 FAM193A S 1144 0,363339 2 ___1 1 0,0128255 45,653 31,65 45,653 0,17145 9376800 Protein FAM193A SPGEHQQNSKLVLAESPQPKGKNKKNKKKKGUID2010 1

Q15435 PPP1R7 S 36 0,363192 4 ___2 0,526716 1,07E-08 56,041 49,318 56,041 0,049912 198070000 Protein phosphatase 1 regulatory subunit 7 RVESEESGDEEGKKHSSGIVADLSEQSLKDGUID11029 2

Q15435 PPP1R7 S 37 0,363192 4 ___2 0,526716 1,07E-08 56,041 49,318 56,041 0,049912 198070000 Protein phosphatase 1 regulatory subunit 7 VESEESGDEEGKKHSSGIVADLSEQSLKDGEUID11030 2

P09234 SNRPC S 17 0,363072 3 ___1 0,855189 4,58E-07 92,792 92,792 92,792 -0,52962 32016000 U1 small nuclear ribonucleoprotein C PKFYCDYCDTYLTHDSPSVRKTHCSGRKHKEUID893 1

O76021 RSL1D1 T 465 0,362891 2 ___1 0,979047 0,00016909 109,11 89,333 109,11 -0,32136 83459000 Ribosomal L1 domain-containing protein 1 DARQTPKKPEAKFFTTPSKSVRKASHTPKKWUID6971 1;2

P19484 TFEB S 466 0,361906 2 ___1 0,960734 4,84E-05 100,22 86,016 46,481 0,030136 21734000 Transcription factor EB LSTMSPEASKASSRRSSFSMEEGDVL_____UID1119 1;2

Q7L590 MCM10 T 85 0,3615 3 ___1 0,996007 4,90E-21 96,793 91,685 96,793 -0,30708 37304000 Protein MCM10 homolog EKENLATLFGDMEDLTDEEEVPASQSTENRVUID7545 1

Q9UBB5 MBD2 S 181 0,361207 2 ___1 0,789929 0,0194588 53,001 34,865 53,001 1,2263 2669300 Methyl-CpG-binding domain protein 2 RKSGLSAGKSDVYYFSPSGKKFRSKPQLARYUID6094 1

Q96T88 UHRF1 S 91 0,36042 2 ___1 0,857652 6,33E-18 113,51 102,57 113,51 -0,0028312 41051000 E3 ubiquitin-protein ligase UHRF1 SLVLPHSTKERDSELSDTDSGCCLGQSESDKUID5131 1;2

Q9UMN6 KMT2B S 861 0,360349 3 ___1 0,999739 8,76E-07 84,874 68,446 58,164 -0,20367 31394000 Histone-lysine N-methyltransferase 2B DESVEAKRERPSGPESPVQGPRIKHVCRHAAUID6356 1

Q96C92 SDCCAG3 S 240 0,360308 3 ___2 0,635272 5,17E-05 40,142 40,142 40,142 -0,35221 11064000 Serologically defined colon cancer antigen 3 ESLPSWALSDTDSRVSPASPAGSPSADFAVHUID12891 2

Q9NWQ4 GPATCH2L S 447 0,359918 2 ___1 0,895385 0,00429148 72,485 55,099 64,265 -0,21497 9999700 G patch domain-containing protein 2-like MDAVEPTTPASQAPKSPSSEWLVRTSAAEKAUID5899 1

A7E2S9 ANKRD30BL S 5 0,359859 2 ___1 1 0,0515242 45,972 45,972 45,972 0,56942 5397000 Putative ankyrin repeat domain-containing protein 30B-like___________MERLSAAPVKGQTGPERPSPUID40 1

P18669 PGAM1;PGAM4 S 118 0,359702 3 ___1 0,982529 8,28E-10 76,161 76,161 75,326 0,13963 128690000 Phosphoglycerate mutase 1;Probable phosphoglycerate mutase 4TAAKHGEAQVKIWRRSYDVPPPPMEPDHPFYUID1088 1

Q9UQ35 SRRM2 S 1502 0,359634 2 ___3 0,998119 2,36E-05 94,781 80,778 94,781 0,023708 69399000 Serine/arginine repetitive matrix protein 2 KALPQTPRPRSRSPSSPELNNKCLTPQRERSUID22727 3

Q9UQ35 SRRM2 S 1499 0,359634 2 ___3 0,997647 3,83E-10 127,78 94,689 127,78 -0,20128 147170000 Serine/arginine repetitive matrix protein 2 PEPKALPQTPRPRSRSPSSPELNNKCLTPQRUID22725 2;3

Q9UQ35 SRRM2 S 1497 0,359634 2 ___3 0,995298 3,83E-10 127,78 94,689 127,78 -0,20128 147170000 Serine/arginine repetitive matrix protein 2 SSPEPKALPQTPRPRSRSPSSPELNNKCLTPUID22724 2;3

Q9UQ35 SRRM2 S 1501 0,359634 2 ___3 0,661411 2,36E-05 94,781 80,778 94,781 0,023708 69399000 Serine/arginine repetitive matrix protein 2 PKALPQTPRPRSRSPSSPELNNKCLTPQRERUID22726 3

Q01196 RUNX1 T 14 0,359425 2 ___2 0,999997 3,18E-09 136,39 122,8 136,39 0,18199 72172000 Runt-related transcription factor 1 __MRIPVDASTSRRFTPPSTALSPGKMSEALUID15345 2

Q9UQ35 SRRM2 S 1387 0,35934 2 ___2 0,999998 3,47E-113 236,43 209,1 236,43 0,91351 651000000 Serine/arginine repetitive matrix protein 2 KEQSTRSSGHSSSELSPDAVEKAGMSSNQSIUID14652 1;2

Q9GZR2 REXO4 S 15 0,359296 2 ___1 0,899642 0,00014708 75,088 75,088 75,088 0,013063 16094000 RNA exonuclease 4 _MGKAKVPASKRAPSSPVAKPGPVKTLTRKKUID5446 1

P54132 BLM S 328 0,358396 3 ___1 0,771834 0,00020778 49,768 49,768 49,768 -0,28076 7741400 Bloom syndrome protein SSSSKCLSTLKDLDTSDRKEDVLSTSKDLLSUID1879 1

Q01664 TFAP4 S 124 0,358114 2 ___1 0,951079 4,61E-13 160,22 139,07 155,86 0,060102 129850000 Transcription factor AP-4 QNTQLKRFIQELSGSSPKRRRAEDKDEGIGSUID2110 1

P17096 HMGA1 T 53 0,357777 3 ___2 0,984531 2,07E-14 90,303 82,31 90,303 -0,026535 271010000 High mobility group protein HMG-I/HMG-Y GTALVGSQKEPSEVPTPKRPRGRPKGSKNKGUID15146 2

Q9ULW0 TPX2 S 738 0,35771 2 ___1 0,999192 8,31E-07 132,31 126,03 132,31 0,081831 228660000 Targeting protein for Xklp2 GLEIKSSDQPLTVPVSPKFSTRFHC______UID6352 1

Q96D71 REPS1 T 544 0,357271 4 ___1 0,959427 1,68E-11 78,324 78,324 78,324 0,038576 20483000 RalBP1-associated Eps domain-containing protein 1 NVTRQRSHSGTSPDNTAPPPPPPRPQPSHSRUID7705 1

Q7KZ85 SUPT6H T 1532 0,357271 3 ___2 0,811766 2,06E-06 59,661 59,661 59,661 -0,22631 10799000 Transcription elongation factor SPT6 DPVPGITPSSSSRTRTPASINATPANINLADUID15637 2

Q6W2J9 BCOR S 422 0,357045 2 ___1 0,5 0,00709699 52,482 36,009 52,482 -0,088669 5566400 BCL-6 corepressor PGHARKTAVQDRKDGSSPPLLEKQTVTKDVTUID3597 1

Q96JM3 CHAMP1 S 204 0,356954 2 ___2 1 1,09E-09 104,41 104,41 104,3 0,23262 1013200000 Chromosome alignment-maintaining phosphoprotein 1KSVPVCESQKLAPVPSPEPQKPAPVSPESVKUID13047 1;2

Q96JM3 CHAMP1 S 214 0,356954 2 ___2 0,982756 1,09E-09 104,41 104,41 104,41 0,56606 988600000 Chromosome alignment-maintaining phosphoprotein 1LAPVPSPEPQKPAPVSPESVKATLSNPKPQKUID13048 1;2

O94804 STK10 S 450 0,356113 3 ___2 0,98045 5,94E-09 113,86 100,05 95,122 -0,040894 157800000 Serine/threonine-protein kinase 10 GDLSPAANRSQKASQSRPNSSALETLGGEKLUID8727 2

Q92610 ZNF592 S 1255 0,355918 4 ___1 0,720105 1,77E-20 80,531 76,334 80,531 0,57701 20179000 Zinc finger protein 592 PEDDGGHNDHSQPQASQDQDSHTLSPQV___UID4649 1

Q9NWQ8 PAG1 S 288 0,355211 4 ___1 0,678133 5,44E-14 77,995 77,995 77,995 -0,15939 31989000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1EKEGGEAEESATDTTSETNKRFSSLSYKSREUID5908 1

P46379 BAG6 S 1081 0,354791 2 ___1 0,813757 0,00099334 56,359 21,638 56,359 0,030319 3193000 Large proline-rich protein BAG6 AVSRAAKAAGARPLTSPESLSRDLEAPEVQEUID1586 1

Q86YD1 PTOV1 S 36 0,354791 2 ___1 0,74827 0,00880963 55,353 41,681 55,353 -0,2181 6363900 Prostate tumor-overexpressed gene 1 protein GRPPRPLVVRAVRSRSWPASPRGPQPPRIRAUID3978 1

O76021 RSL1D1 S 361 0,354643 2 ___1 0,982927 1,03E-22 168,42 168,42 119,02 -0,055868 1861200000 Ribosomal L1 domain-containing protein 1 KKRGRGKAQVKATNESEDEIPQLVPIGKKTPUID614 1

Q9Y6Q9 NCOA3 S 1329 0,354565 2 ___1 0,499994 0,00258442 51,092 46,932 51,092 -0,44353 4843900 Nuclear receptor coactivator 3 NYGMGQQPDPAFGRVSSPPNAMMSSRMGPSQUID6848 1

Q9UQ35 SRRM2 S 1878 0,354151 2 ___2 1 6,19E-05 141,1 53,946 141,1 -0,12271 2567300000 Serine/arginine repetitive matrix protein 2 RSRSRASPATHRRSRSRTPLISRRRSRSRTSUID14633 2;3

Q9UQ35 SRRM2 T 1880 0,354151 2 ___2 1 6,19E-05 141,1 53,946 141,1 -0,12271 2567300000 Serine/arginine repetitive matrix protein 2 RSRASPATHRRSRSRTPLISRRRSRSRTSPVUID16035 2;3

Q8NC56 LEMD2 S 5 0,353888 2 ___1 1 0,00785014 41,283 29,715 41,283 -0,27653 2422400 LEM domain-containing protein 2 ___________MAGLSDLELRRELQALGFQPUID4277 1

P20700 LMNB1 T 20 0,353775 2 ___2 0,932007 8,06E-09 137,88 119,1 137,88 0,13331 61788000 Lamin-B1 TPVPPRMGSRAGGPTTPLSPTRLSRLQEKEEUID15163 1;2

P51826 AFF3 S 878 0,353201 3 ___2 0,999852 0,00031231 58,672 45,673 55,206 -0,12195 16266000 AF4/FMR2 family member 3 NSVAIPINKNEKMLRSPISPLSDASKHKYTSUID9920 2

P51826 AFF3 S 881 0,353201 3 ___2 0,997594 0,00031231 58,672 45,673 58,672 0,1877 16266000 AF4/FMR2 family member 3 AIPINKNEKMLRSPISPLSDASKHKYTSEDLUID9921 1;2

Q8IYB3 SRRM1 T 872 0,352964 3 ___1 1 8,87E-140 277,07 258,33 168,64 0,20594 2538600000 Serine/arginine repetitive matrix protein 1 LAQEEPVAAPEPKKETESEAEDNLDDLEKHLUID7608 1;2

P11388 TOP2A S 1469 0,352758 3 ___3 0,998545 0,00102262 53,237 42,018 45,237 -0,029003 20913000 DNA topoisomerase 2-alpha KPDPAKTKNRRKRKPSTSDDSDSNFEKIVSKUID17133 3;4

P11388 TOP2A S 1471 0,352758 3 ___3 0,998545 2,17E-06 75,574 56,829 45,237 -0,029003 20913000 DNA topoisomerase 2-alpha DPAKTKNRRKRKPSTSDDSDSNFEKIVSKAVUID17134 2;3;4

P11388 TOP2A T 1470 0,352758 3 ___3 0,998505 2,17E-06 75,574 56,829 45,237 -0,029003 20913000 DNA topoisomerase 2-alpha PDPAKTKNRRKRKPSTSDDSDSNFEKIVSKAUID23225 3;4

P11388 TOP2A S 1474 0,352758 2 ___3 0,981195 2,17E-06 75,574 56,829 75,574 -0,25362 20913000 DNA topoisomerase 2-alpha KTKNRRKRKPSTSDDSDSNFEKIVSKAVTSKUID17135 2;3;4

Q53ET0 CRTC2 S 70 0,352722 4 ___1 0,735721 3,05E-06 46,714 46,714 41,764 0,081796 10190000 CREB-regulated transcription coactivator 2 QKLRLAYTRSSHYGGSLPNVNQIGSGLAEFQUID3117 1



Q9NYV4 CDK12 Y 327 0,352646 2 ___2 0,830313 0,00039938 59,607 44,464 59,607 0,087813 24137000 Cyclin-dependent kinase 12 SYERSGSYSGRSPSPYGRRRSSSPFLSKRSLUID16188 2

Q9UQ35 SRRM2 S 1383 0,352646 2 ___3 0,548649 0,00261521 46,319 38,421 46,319 0,18209 9132400 Serine/arginine repetitive matrix protein 2 SLDMKEQSTRSSGHSSSELSPDAVEKAGMSSUID22747 3

P52594 AGFG1 S 179 0,352533 3 ___2 0,565875 1,89E-06 51,296 47,833 51,296 0,16136 19550000 Arf-GAP domain and FG repeat-containing protein 1 LGDSAPTLHLNKGTPSQSPVVGRSQGQQQEKUID9946 2

P62942 FKBP1A S 9 0,35242 2 ___1 0,984993 0,00036171 80,312 54,97 80,312 0,56201 3962800 Peptidyl-prolyl cis-trans isomerase FKBP1A _______MGVQVETISPGDGRTFPKRGQTCVUID1982 1

Q9UQ35 SRRM2 S 436 0,352307 2 ___2 1 3,18E-09 129,11 125,79 129,11 0,043283 1354600000 Serine/arginine repetitive matrix protein 2 SPPSPQPTKVSRHASSSPESPKPAPAPGSHRUID14569 2;3;4

Q9Y6A5 TACC3 S 25 0,351289 2 ___1 0,999723 1,51E-05 71,085 71,085 71,085 0,3399 3660200 Transforming acidic coiled-coil-containing protein 3 NVSNEKNTENCDFLFSPPEVTGRSSVLRVSQUID6811 1

Q86YV5 SGK223 S 759 0,350158 2 ___1 0,563865 1,17E-07 119,46 107,56 119,46 -0,14935 12152000 Tyrosine-protein kinase SgK223 LSPSFRGVHVSFTTGSTDSLASDSRTCSDGGUID4016 1

P42166 TMPO S 351 0,350072 2 ___1 0,999999 9,25E-71 242,48 198,71 242,48 -0,44726 225640000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;ThymopentinGIQPLCPERSHISDQSPLSSKRKALEESESSUID1488 1

Q8N1F8 STK11IP S 773 0,350066 2 ___2 0,999598 2,18E-05 117,08 101,19 117,08 -0,0046963 32098000 Serine/threonine-protein kinase 11-interacting protein AKNSPPQAPSTRDHGSWSLSPPPERCGLRSVUID12293 2

Q8N1F8 STK11IP S 777 0,350066 2 ___2 0,981051 2,18E-05 117,08 101,19 117,08 -0,0046963 32098000 Serine/threonine-protein kinase 11-interacting protein PPQAPSTRDHGSWSLSPPPERCGLRSVDHRLUID12294 1;2

Q6PL18 ATAD2 S 342 0,349705 3 ___1 0,797107 0,00322391 47,189 30,656 40,179 -0,33609 11191000 ATPase family AAA domain-containing protein 2 SPARPRYRLSSAGPRSPYCKRMNRRRHAIHSUID3566 1;2

P17987 TCP1 S 551 0,349366 2 ___1 0,999994 5,74E-07 99,927 85,237 99,927 0,5011 24946000 T-complex protein 1 subunit alpha ESKDDKHGSYEDAVHSGALND__________UID1062 1

Q13428 TCOF1 S 1350 0,349365 3 ___1 1 0,00014697 72,359 72,359 49,395 -0,015367 46480000 Treacle protein KESSRKGWESRKRKLSGDQPAARTPRSKKKKUID2481 1;2

P19338 NCL S 563 0,349267 3 ___1 1 4,45E-14 150,78 130,79 46,926 -0,17701 2859700000 Nucleolin IEGRAIRLELQGPRGSPNARSQPSKTLFVKGUID1114 1

Q14289 PTK2B S 778 0,349241 3 ___1 0,999718 0,00015661 55,453 46,596 55,453 0,023356 16882000 Protein-tyrosine kinase 2-beta LHTPPLHRHNVFKRHSMREEDFIQPSSREEAUID2691 1

Q9Y520 PRRC2C S 1263 0,347892 3 ___2 0,790153 0,00011455 42,347 39,339 42,347 0,017337 21192000 Protein PRRC2C SSDFEVVPKRRRQRGSETDTDSEIHESASDKUID14850 2

Q3B726 TWISTNB T 322 0,347779 3 ___2 0,999988 2,73E-05 72,568 67,812 72,568 -0,0099006 29950000 DNA-directed RNA polymerase I subunit RPA43 KKKKKKRKHSEEAEFTPPLKCSPKRKGKSNFUID15521 1;2

Q9UQ35 SRRM2 T 983 0,34736 3 ___2 0,999848 3,19E-08 80,02 70,623 80,02 0,053363 847680000 Serine/arginine repetitive matrix protein 2 SHSGSSSPDTKVKPETPPRQSHSGSISPYPKUID16048 2;3

Q4V328 GRIPAP1 S 655 0,34698 3 ___1 0,826949 4,22E-10 141,86 141,86 69,763 -0,33449 18821000 GRIP1-associated protein 1 KSRSGLEELVLSEMNSPSRTQTGDSSSISSFUID3107 1

P62753 RPS6 S 247 0,346757 2 ___3 0,951857 9,87E-05 63,894 63,894 45,138 -0,50195 127360000 40S ribosomal protein S6 RRLSSLRASTSKSESSQK_____________UID18173 3;4

Q6W2J9 BCOR S 423 0,346664 2 ___1 0,774562 0,006279 55,401 36,67 55,401 0,21387 12621000 BCL-6 corepressor GHARKTAVQDRKDGSSPPLLEKQTVTKDVTDUID3598 1

P16949 STMN1 S 25 0,346019 2 ___1 1 1,30E-76 237,46 237,46 58,83 0,52334 1805700000 Stathmin ELEKRASGQAFELILSPRSKESVPEFPLSPPUID1027 1;2

Q9Y6X9 MORC2 T 723 0,345964 2 ___3 0,889613 5,16E-05 78,661 70,148 78,661 0,17693 30264000 MORC family CW-type zinc finger protein 2 EVPSPKVIKTPVVKKTESPIKLSPATPSRKRUID24199 2;3

Q9H410 DSN1 S 28 0,345623 2 ___2 0,721825 1,15E-06 68,369 68,369 43,761 3,4306 40592000 Kinetochore-associated protein DSN1 homolog KGPVMSKTHDHQLESSLSPVEVFAKTSASLEUID13646 2

Q9NQS7 INCENP T 219 0,344942 3 ___3 0,533014 1,54E-08 55,3 55,3 55,3 -0,061094 32757000 Inner centromere protein TAPTSQGIPTSDEESTPKKSKARILESITVSUID24025 3

Q12959 DLG1 S 573 0,344356 2 ___1 0,7776 3,30E-06 87,148 66,686 87,148 0,5242 13773000 Disks large homolog 1 HDLREQMMNSSISSGSGSLRTSQKRSLYVRAUID2368 1

Q8TB72 PUM2 S 182 0,343465 3 ___2 0,837749 0,00089972 43,598 32,328 43,598 -0,13149 7210000 Pumilio homolog 2 ADCKDFNRTPGSRQASPTEVVERLGPNTNPSUID12515 2

Q8TB72 PUM2 S 178 0,343465 3 ___2 0,644197 0,00089972 43,598 32,328 43,598 -0,13149 7210000 Pumilio homolog 2 NGMDADCKDFNRTPGSRQASPTEVVERLGPNUID12514 2

Q15554 TERF2 S 365 0,343294 2 ___1 1 5,16E-10 140,49 140,49 140,49 -0,11996 68497000 Telomeric repeat-binding factor 2 LDQKDLVLPTQALPASPALKNKRPRKDENESUID2937 1

Q9UQ35 SRRM2 S 1403 0,343237 3 ___2 0,551377 8,08E-10 71,118 71,118 71,118 -0,30041 50682000 Serine/arginine repetitive matrix protein 2 PDAVEKAGMSSNQSISSPVLDAVPRTPSRERUID14535 2;3

Q12873 CHD3 S 1601 0,342411 2 ___1 0,999728 1,17E-10 140,22 132,44 138,55 0,12829 94489000 Chromodomain-helicase-DNA-binding protein 3 NSRIGEKMETEADAPSPAPSLGERLEPRKIPUID2303 1;2

Q9UQ35 SRRM2 S 1326 0,341754 3 ___3 0,994292 3,56E-13 146,25 146,25 144,22 -0,99079 121070000 Serine/arginine repetitive matrix protein 2 SPEHKELSNSPLRENSFGSPLEFRNSGPLGTUID22646 2;3

P06400 RB1 T 826 0,341574 2 ___2 0,969031 2,68E-05 116,86 116,86 72,662 0,078455 877980000 Retinoblastoma-associated protein SPYKISEGLPTPTKMTPRSRILVSIGESFGTUID15107 2

Q9UQ35 SRRM2 S 2684 0,341447 3 ___1 0,648357 0,00057389 83,182 67,553 75,739 -0,088294 113900000 Serine/arginine repetitive matrix protein 2 PPGERRSRSPRKPIDSLRDSRSLSYSPVERRUID6482 1

Q9GZR7 DDX24 S 295 0,341342 3 ___1 0,858068 1,30E-13 71,068 64,907 40,064 0,11413 249400000 ATP-dependent RNA helicase DDX24 EAGAETRSPGKAEAESDALPDDTVIESEALPUID5452 1;2

P06400 RB1 Y 606 0,341295 4 ___2 0,631291 5,68E-21 81,433 81,433 81,433 0,30551 433230000 Retinoblastoma-associated protein PLNLPLQNNHTAADMYLSPVRSPKKKGSTTRUID16122 2

Q13247 SRSF6 S 303 0,341026 2 ___3 0,999927 1,09E-06 122,66 111,97 41,644 -0,23135 311360000 Serine/arginine-rich splicing factor 6 DIKSKSRSRSQSRSNSPLPVPPSKARSVSPPUID18620 1;2;3

Q13247 SRSF6 S 301 0,341026 2 ___3 0,999925 1,23E-05 66,137 66,137 41,644 -0,23135 58548000 Serine/arginine-rich splicing factor 6 KGDIKSKSRSRSQSRSNSPLPVPPSKARSVSUID18619 2;3

Q13247 SRSF6 S 297 0,341026 3 ___3 0,935298 1,23E-05 66,137 66,137 66,137 0,09264 49963000 Serine/arginine-rich splicing factor 6 KENGKGDIKSKSRSRSQSRSNSPLPVPPSKAUID18621 3

Q13247 SRSF6 S 299 0,341026 3 ___3 0,695082 1,23E-05 66,137 66,137 50,539 0,11908 49963000 Serine/arginine-rich splicing factor 6 NGKGDIKSKSRSRSQSRSNSPLPVPPSKARSUID18622 3

Q9UQ35 SRRM2 S 952 0,340319 2 ___2 1 3,34E-10 147,26 140,95 147,26 0,019244 1563000000 Serine/arginine repetitive matrix protein 2 SPSRVTSRTTPRRSRSVSPCSNVESRLLPRYUID14601 2;3

Q14676 MDC1 S 402 0,339707 3 ___2 0,999694 7,57E-16 117,08 117,08 117,08 -0,22134 45249000 Mediator of DNA damage checkpoint protein 1 QAVPLEKSQASMVINSDTDDEEEVSAALTLAUID10829 2

Q14676 MDC1 T 404 0,339707 3 ___2 0,999632 7,57E-16 117,08 117,08 117,08 -0,22134 45249000 Mediator of DNA damage checkpoint protein 1 VPLEKSQASMVINSDTDDEEEVSAALTLAHLUID15464 2

Q7L2J0 MEPCE S 254 0,339602 3 ___1 0,999819 5,99E-15 79,898 79,898 75,717 -0,45582 65477000 7SK snRNA methylphosphate capping enzyme LSLNTCTDEGHVVLASPLKTGRKRHRHRGQHUID3690 1

Q9NYF8 BCLAF1 T 257 0,339594 3 ___3 0,999986 1,97E-31 186,96 186,96 186,96 0,39361 167780000 Bcl-2-associated transcription factor 1 CSDAPMLSTVHSAKNTPSQHSHSIQHSPERSUID24042 2;3

Q9NYF8 BCLAF1 S 268 0,339594 3 ___3 0,999984 1,97E-31 186,96 186,96 186,96 0,39361 706050000 Bcl-2-associated transcription factor 1 SAKNTPSQHSHSIQHSPERSGSGSVGNGSSRUID22157 1;2;3

Q9Y6X9 MORC2 T 723 0,339521 2 ___2 0,889613 5,16E-05 78,661 70,148 78,661 0,17693 30264000 MORC family CW-type zinc finger protein 2 EVPSPKVIKTPVVKKTESPIKLSPATPSRKRUID16102 2;3

O95365 ZBTB7A S 549 0,339365 3 ___1 1 1,05E-07 78,122 74,281 78,122 -0,13337 20137000 Zinc finger and BTB domain-containing protein 7A QEKHFKDEDEDEDVASPDGLGRLNVAGAGGGUID714 1

O75533 SF3B1 S 488 0,339341 3 ___1 0,967433 2,45E-07 80,752 80,752 80,752 0,087773 15487000 Splicing factor 3B subunit 1 QYFDKLLVDVDESTLSPEEQKERKIMKLLLKUID570 1

Q9NZJ0 DTL S 485 0,339296 2 ___2 0,945106 7,15E-05 59,163 59,163 51,147 -0,13932 53317000 Denticleless protein homolog KTSPAKARSPINRRGSVSSVSPKPPSSFKMSUID14105 2

Q14676 MDC1 T 378 0,339137 3 ___1 0,912775 4,13E-11 65,194 61,161 57,144 0,028076 259390000 Mediator of DNA damage checkpoint protein 1 APGLAHLQESQAGSDTDVEEGKAPQAVPLEKUID7364 1;2

P20700 LMNB1 S 23 0,339103 2 ___2 0,997953 8,06E-09 137,88 119,1 137,88 0,13331 226340000 Lamin-B1 PPRMGSRAGGPTTPLSPTRLSRLQEKEELREUID9235 1;2

Q9UQ35 SRRM2 S 2694 0,338944 2 ___1 0,999854 0,00028042 112,13 94,74 112,13 -0,11893 276470000 Serine/arginine repetitive matrix protein 2 RKPIDSLRDSRSLSYSPVERRRPSPQPSPRDUID6521 1;2;3

Q6IBW4 NCAPH2 S 282 0,338339 3 ___1 0,499962 0,00023252 65,374 65,374 65,374 -0,11657 72691000 Condensin-2 complex subunit H2 LPEASAPKAALEPKESRSPQQSAALPRRYMLUID3445 1

O60264 SMARCA5 S 66 0,338334 3 ___1 1 5,01E-63 182,3 182,3 161,84 -0,37404 1305600000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 5AGPADAEMEEIFDDASPGKQKEIQEPDPTYEUID372 1

Q02880 TOP2B S 1466 0,337638 2 ___1 0,998813 5,72E-22 140,55 140,55 128,98 -0,2021 284570000 DNA topoisomerase 2-beta PSYSQKSEDDSAKFDSNEEDSASVFSPSFGLUID2143 1;2

O94804 STK10 S 454 0,337543 2 ___1 0,964607 1,06E-17 155,49 130,17 155,49 0,341 151660000 Serine/threonine-protein kinase 10 PAANRSQKASQSRPNSSALETLGGEKLANGSUID631 1;2

Q14004 CDK13 S 342 0,337197 3 ___2 0,98224 0,00010696 49,577 49,577 49,577 0,06352 10767000 Cyclin-dependent kinase 13 VSHRASQSLRSRKSPSPAGGGSSPYSRRLPRUID10709 2

Q14004 CDK13 S 340 0,337197 3 ___2 0,95109 0,00010696 49,577 49,577 49,577 0,06352 10767000 Cyclin-dependent kinase 13 SPVSHRASQSLRSRKSPSPAGGGSSPYSRRLUID10708 2

Q96JM3 CHAMP1 S 443 0,337178 2 ___2 0,91406 3,95E-15 149,33 125,14 120,57 -0,10862 77733000 Chromosome alignment-maintaining phosphoprotein 1PEIRSPAGSPELRKPSGSPDLWKLSPDQRKTUID13038 1;2

P06400 RB1 T 821 0,336415 2 ___2 0,998393 2,45E-05 117,48 117,48 117,48 0,1784 1192800000 Retinoblastoma-associated protein ISPLKSPYKISEGLPTPTKMTPRSRILVSIGUID15105 2

P49116 NR2C2 S 19 0,336202 2 ___1 0,9999 3,43E-06 120,66 106,63 120,66 -0,11096 16023000 Nuclear receptor subfamily 2 group C member 2 PSPRIQIISTDSAVASPQRIQIVTDQQTGQKUID1675 1

Q53H80 AKIRIN2 S 21 0,335872 2 ___1 0,968969 3,59E-05 91,207 91,207 91,207 -0,26772 11931000 Akirin-2 TLKRTLDFDPLLSPASPKRRRCAPLSAPTSAUID3126 1

Q9UQ35 SRRM2 S 1854 0,335744 2 ___2 0,999264 0,00010569 112,84 112,84 96,82 -0,22109 3379800000 Serine/arginine repetitive matrix protein 2 RGRSRTPPTSRKRSRSRTSPAPWKRSRSRASUID14639 1;2;3

Q14676 MDC1 S 504 0,335598 4 ___3 0,596937 9,29E-09 53,288 50,766 53,288 -0,20885 84033000 Mediator of DNA damage checkpoint protein 1 QPPFGDSDDSVEADKSSPGIHLERSQASTTVUID18914 3

Q12888 TP53BP1 T 1638 0,335255 3 ___2 0,683896 9,88E-05 40,479 40,479 40,479 0,29083 11858000 Tumor suppressor p53-binding protein 1 VEGKRKRRSNVSSPATPTASSSSSTTPTRKIUID15387 2

Q96FF9 CDCA5 S 75 0,335091 2 ___1 1 5,89E-05 88,087 88,087 68,83 -0,24409 30819000 Sororin LKRIVAHAVEVPAVQSPRRSPRISFFLEKENUID4869 1

Q9NYB0 TERF2IP S 203 0,335084 2 ___1 0,990241 2,33E-21 171,21 151,57 171,21 0,33466 311250000 Telomeric repeat-binding factor 2-interacting protein 1LRGQEHKYLLGDAPVSPSSQKLKRKAEEDPEUID5948 1

Q9UQ35 SRRM2 S 2102 0,334882 3 ___2 0,999998 5,44E-06 119,45 119,45 86,539 0,014353 2611200000 Serine/arginine repetitive matrix protein 2 RSRSATPPATRNHSGSRTPPVALNSSRMSCFUID14589 2;3

Q5UIP0 RIF1 S 2260 0,334606 2 ___1 0,992388 0,0181409 55,461 33,915 51,949 -0,35631 12698000 Telomere-associated protein RIF1 TTQSKHNTTSAKGFLSPGSRSPKFKSSKKCLUID3289 1

P49790 NUP153 S 522 0,334568 2 ___2 0,864231 0,00010872 68,513 68,513 53,777 -0,085086 6385000 Nuclear pore complex protein Nup153 ALTNKVQMTSPSSTGSPMFKFSSPIVKSTEAUID9831 1;2

P49790 NUP153 S 516 0,334568 2 ___2 0,687955 0,00151043 53,777 44,345 53,777 -0,085086 3215000 Nuclear pore complex protein Nup153 PINSSQALTNKVQMTSPSSTGSPMFKFSSPIUID9830 2

Q9UPU7 TBC1D2B S 957 0,334099 2 ___1 0,999405 1,01E-07 96,544 86,219 96,544 0,3639 86899000 TBC1 domain family member 2B FLRERDTSPDKGELVSDEEEDT_________UID6430 1

Q7Z3T8 ZFYVE16 S 946 0,333996 2 ___1 0,947853 0,00092789 44,567 44,567 44,567 0,13508 3005300 Zinc finger FYVE domain-containing protein 16 ITRNEIIQSPISQVPSVEKLSMNTGNEGLPTUID3751 1

Q9UQ35 SRRM2 S 1423 0,333971 3 ___2 0,660763 6,65E-05 65,092 56,046 45,094 -0,22502 32650000 Serine/arginine repetitive matrix protein 2 DAVPRTPSRERSSSASSPEMKDGLPRTPSRRUID14658 2

Q9UQ35 SRRM2 S 1424 0,333971 3 ___2 0,619875 6,65E-05 65,092 56,046 45,094 -0,22502 32650000 Serine/arginine repetitive matrix protein 2 AVPRTPSRERSSSASSPEMKDGLPRTPSRRSUID14659 2

Q9NRL2 BAZ1A T 731 0,333309 4 ___1 0,983251 1,07E-06 53,615 46,255 53,615 0,032512 13507000 Bromodomain adjacent to zinc finger domain protein 1AESKDTEQKELDQDMVTEDEDDPGSHKRGRRGUID7833 1

Q9NTJ3 SMC4 S 41 0,333267 2 ___1 0,999898 1,34E-221 323,28 323,28 296,27 -0,13739 1940000000 Structural maintenance of chromosomes protein 4 ASSDAEPEPPSGRTESPATAAETASEELDNRUID5858 1;2

P06400 RB1 T 601 0,33313 4 ___2 0,552547 6,34E-10 58,768 54,576 58,768 0,11681 295800000 Retinoblastoma-associated protein LESACPLNLPLQNNHTAADMYLSPVRSPKKKUID15103 2

Q96GX5 MASTL S 453 0,332991 2 ___1 0,879283 1,42E-10 128,31 112,37 128,31 0,84727 27770000 Serine/threonine-protein kinase greatwall LGKRSLKRNFELVDSSPCKKIIQNKKTCVEYUID4895 1

Q9Y2X7 GIT1 S 410 0,332282 3 ___1 0,978712 4,96E-10 75,71 68,088 75,71 0,06866 15900000 ARF GTPase-activating protein GIT1 EPLRSTGATRSNRARSMDSSDLSDGAVTLQEUID6677 1

P09884 POLA1 S 209 0,33182 2 ___1 0,999816 0,00440343 99,7 58,271 99,7 0,29902 13452000 DNA polymerase alpha catalytic subunit FSVHTATAVPSGKIASPVSRKEPPLTPVPLKUID908 1

Q9UDY2 TJP2 S 702 0,331744 3 ___1 0,989039 9,51E-05 82,651 66,301 66,777 -0,46951 29219000 Tight junction protein ZO-2 RMRGQRSGVKKNLRKSREDLTAVVSVSTKFPUID6120 1

P20700 LMNB1 T 575 0,331525 3 ___1 1 8,75E-29 136,63 136,63 136,63 0,0066457 823480000 Lamin-B1 AAGVVVEEELFHQQGTPRASNRSCAIM____UID7067 1

Q6JBY9 RCSD1 S 216 0,331132 2 ___2 0,999961 1,77E-18 161,24 161,24 153,95 0,24185 704430000 CapZ-interacting protein EDGDEVLPSKSKAPGSPLSSEGAAGEGVRTLUID11556 1;2

Q6JBY9 RCSD1 S 219 0,331132 3 ___2 0,836454 7,51E-05 48,867 48,867 48,867 -0,032417 9649300 CapZ-interacting protein DEVLPSKSKAPGSPLSSEGAAGEGVRTLGPAUID11557 2

Q69YH5 CDCA2 S 756 0,331017 2 ___1 1 0,0281759 44,882 16,46 44,882 0,16367 4926700 Cell division cycle-associated protein 2 AGGQNAENLCQFFKISPDLNIKCERKDDFLGUID3407 1

Q96DY7 MTBP S 755 0,330673 4 ___1 0,843117 4,93E-15 79,512 79,512 79,512 -0,23628 9407100 Mdm2-binding protein DLNCLYPRKRLVKSESSESLLSQTTGNSNHYUID4836 1

Q9NRA8 EIF4ENIF1 S 564 0,330268 2 ___1 0,99991 0,00596535 69,108 54,417 69,108 0,63405 12353000 Eukaryotic translation initiation factor 4E transporter GSLEPTTSLLGQRAPSPPLSQVFQTRAASADUID5797 1

Q7Z417 NUFIP2 S 629 0,330168 3 ___1 0,982237 1,96E-10 110,77 110,77 98 0,083198 40298000 Nuclear fragile X mental retardation-interacting protein 2FLSKDYEIESQNPLASPTNTLLGSAKEQRYQUID3760 1

Q5UIP0 RIF1 S 2144 0,330004 3 ___1 1 6,77E-18 114,76 114,76 114,76 -0,22748 172340000 Telomere-associated protein RIF1 SGTAISELIIEDNNASPQKLRELDPSLVSANUID3297 1

Q8NCD3 HJURP S 448 0,32967 2 ___1 1 0,0100367 84,615 63,915 84,615 -0,045347 29146000 Holliday junction recognition protein EIEIRFDQLHREYCLSPRNQPRRMCLPDSWAUID4280 1

Q96SU4 OSBPL9 S 325 0,329411 3 ___1 0,513557 5,79E-07 63,272 63,272 63,272 -0,27801 22040000 Oxysterol-binding protein-related protein 9 RLIDSSGSASVLTHSSSGNSLKRPDTTESLNUID5084 1

P46087 NOP2 S 732 0,329062 2 ___1 0,852802 1,10E-14 157,68 157,68 157,68 -0,05688 259370000 Probable 28S rRNA (cytosine(4447)-C(5))-methyltransferaseNAPPKGTDTQTPAVLSPSKTQATLKPKDHHQUID1568 1

Q96JC9 EAF1 T 157 0,328837 4 ___2 0,68078 0,00013527 47,204 47,204 47,204 -0,091072 13710000 ELL-associated factor 1 PMPFRAPTKPPVGPKTSPLKDNPSPEPQLDDUID15815 2

Q8IX90 SKA3 S 119 0,328627 3 ___1 0,99998 3,78E-10 91,883 89,082 91,883 -0,040948 62797000 Spindle and kinetochore-associated protein 3 PRVKKNSVHEQEAINSDPELSNCENFQKTDVUID4074 1

P30086 PEBP1 S 52 0,328147 2 ___1 0,927818 7,05E-15 151,73 137,98 151,73 -0,51552 11610000 Phosphatidylethanolamine-binding protein 1;Hippocampal cholinergic neurostimulating peptideLGKVLTPTQVKNRPTSISWDGLDSGKLYTLVUID1298 1

Q14566 MCM6 S 13 0,328115 3 ___1 1 1,88E-07 100,77 93,199 49,709 -0,070611 152010000 DNA replication licensing factor MCM6 ___MDLAAAAEPGAGSQHLEVRDEVAEKCQKUID2703 1

Q9HAZ1 CLK4 S 138 0,326882 2 ___1 0,999999 2,53E-06 71,558 55,802 71,558 1,4047 94388000 Dual specificity protein kinase CLK4 SHQSRSKSHRRKRSRSIEDDEEGHLICQSGDUID5702 1;2

P20700 LMNB1 T 19 0,326827 2 ___2 0,807468 9,38E-05 107,93 89,147 98,167 -0,063185 122600000 Lamin-B1 ATPVPPRMGSRAGGPTTPLSPTRLSRLQEKEUID15162 2

Q9UQ35 SRRM2 S 295 0,326172 2 ___2 0,999912 1,71E-42 200,9 200,9 197,69 -0,26138 1,2725E+10 Serine/arginine repetitive matrix protein 2 RSAAAKTHTTALAGRSPSPASGRRGEGDAPFUID14665 2;3

Q92609 TBC1D5 S 44 0,325962 2 ___1 0,676914 2,12E-05 80,69 80,69 80,69 -0,19578 12840000 TBC1 domain family member 5 NKSGGDSNKNGRRTSSTLDSEGTFNSYRKEWUID4646 1

Q8IWS0 PHF6 S 155 0,325845 2 ___2 0,964027 1,55E-55 190,63 180,57 171,29 0,037907 2111700000 PHD finger protein 6 ADLEESFNEHELEPSSPKSKKKSRKGRPRKTUID12155 1;2

Q9UQ35 SRRM2 S 994 0,325788 3 ___2 0,780471 3,19E-08 80,02 70,623 60,95 -0,11403 697800000 Serine/arginine repetitive matrix protein 2 VKPETPPRQSHSGSISPYPKVKAQTPPGPSLUID14595 2

Q13242 SRSF9 S 211 0,325512 2 ___2 1 6,20E-13 155,24 155,24 155,24 -0,24536 3031400000 Serine/arginine-rich splicing factor 9 RSGSRGRDSPYQSRGSPHYFSPFRPY_____UID10515 1;2

Q13242 SRSF9 S 216 0,325512 2 ___2 0,99993 1,44E-10 147,66 147,66 72,958 0,017194 2049700000 Serine/arginine-rich splicing factor 9 GRDSPYQSRGSPHYFSPFRPY__________UID10516 2

P52594 AGFG1 T 177 0,325478 3 ___2 0,962348 5,22E-07 55,046 55,046 51,296 0,16136 40120000 Arf-GAP domain and FG repeat-containing protein 1 SLLGDSAPTLHLNKGTPSQSPVVGRSQGQQQUID15299 2

P54105 CLNS1A S 102 0,325295 3 ___1 1 1,57E-58 190,5 190,5 190,5 -0,13042 3673500000 Methylosome subunit pICln EEESKEPVADEEEEDSDDDVEPITEFRFVPSUID1878 1

P17096 HMGA1 S 36 0,325285 3 ___2 0,888524 2,07E-14 90,303 82,31 90,303 -0,026535 232260000 High mobility group protein HMG-I/HMG-Y TEKRGRGRPRKQPPVSPGTALVGSQKEPSEVUID9140 2

Q9HAW4 CLSPN S 810 0,325104 2 ___1 0,999979 0,00013978 138,98 122,05 134,26 -0,69212 55469000 Claspin RGTSFFPTAGGFRSPSPGLFRASLVSSASKSUID5701 1

Q8TAP9 MPLKIP S 115 0,324741 3 ___1 0,988439 2,05E-14 95,654 95,654 95,654 -0,21649 33218000 M-phase-specific PLK1-interacting protein QFGYSPGQQQTHPQGSPRTSTPFGSGRVREKUID4401 1

Q92613 JADE3 S 566 0,324412 3 ___1 0,992624 1,36E-12 120,6 115,69 120,6 0,065955 29608000 Protein Jade-3 EDHRNSSTETDQQPHSPDSSSSVHSIRNMQVUID4654 1

O15234 CASC3 S 148 0,324269 2 ___1 0,978211 9,68E-94 241,65 226,06 241,65 0,58273 222350000 Protein CASC3 EEKPDTKSTVTGERQSGDGQESTEPVENKVGUID260 1

Q9H0B6 KLC2 S 556 0,324119 2 ___1 0,5 0,0273369 64,265 23,996 64,265 -0,45545 3237500 Kinesin light chain 2 RRSGSFGKLRDALRRSSEMLVKKLQGGTPQEUID5463 1

Q9H0B6 KLC2 S 557 0,324119 2 ___1 0,5 0,0273369 64,265 23,996 64,265 -0,45545 3237500 Kinesin light chain 2 RSGSFGKLRDALRRSSEMLVKKLQGGTPQEPUID5464 1

P25205 MCM3 S 711 0,323989 3 ___2 0,988148 5,44E-28 159,47 159,47 136,3 -0,28605 1557400000 DNA replication licensing factor MCM3 QPDAKDGDSYDPYDFSDTEEEMPQVHTPKTAUID9322 1;2;3

P16402 HIST1H1D T 18 0,323475 2 ___1 0,992909 2,00E-07 67,519 67,519 63,337 -0,27547 23332000 Histone H1.3 ETAPLAPTIPAPAEKTPVKKKAKKAGATAGKUID7046 1

Q9UQ35 SRRM2 S 2382 0,323197 2 ___1 0,808489 3,65E-05 80,746 80,746 80,746 -0,062208 9583900 Serine/arginine repetitive matrix protein 2 TSARMAPALSGANLTSPRVPLSAYERVSGRTUID6485 1

Q14676 MDC1 S 495 0,323027 3 ___3 0,999999 1,15E-24 129,01 129,01 101,88 -0,16274 521260000 Mediator of DNA damage checkpoint protein 1 LVRAHSEKDQPPFGDSDDSVEADKSSPGIHLUID18912 2;3

Q14676 MDC1 S 498 0,323027 3 ___3 0,999966 1,15E-24 129,01 129,01 101,88 -0,16274 521260000 Mediator of DNA damage checkpoint protein 1 AHSEKDQPPFGDSDDSVEADKSSPGIHLERSUID18913 2;3

Q9UQ35 SRRM2 S 1857 0,322478 2 ___2 0,998434 0,00010569 112,84 112,84 112,84 -0,14514 2904300000 Serine/arginine repetitive matrix protein 2 SRTPPTSRKRSRSRTSPAPWKRSRSRASPATUID14640 1;2

Q96RU3 FNBP1 S 296 0,322094 2 ___1 1 2,45E-122 272,1 241,21 272,1 0,25446 793740000 Formin-binding protein 1 DIEFEDYTQPMKRTVSDNSLSNSRGEGKPDLUID5053 1;2

O43683 BUB1 S 655 0,321813 3 ___2 1 0,00026227 64,298 64,298 64,298 -0,86658 18014000 Mitotic checkpoint serine/threonine-protein kinase BUB1SCEENMVVPSRDGKFSPIQEKSPKQALSSHMUID8436 2

O43683 BUB1 S 661 0,321813 3 ___2 1 0,00026227 64,298 64,298 64,298 -0,86658 18014000 Mitotic checkpoint serine/threonine-protein kinase BUB1VVPSRDGKFSPIQEKSPKQALSSHMYSASLLUID8437 2

O95602 POLR1A Y 1427 0,321697 4 ___1 0,530204 7,51E-19 82,492 79,844 82,492 0,10718 24987000 DNA-directed RNA polymerase I subunit RPA1 ASDAKRKEKQEEEVDYESEEEEEREGEENDDUID8021 1

P16949 STMN1 S 38 0,32163 2 ___1 1 2,27E-29 178,03 161,77 178,03 0,52065 772300000 Stathmin ILSPRSKESVPEFPLSPPKKKDLSLEEIQKKUID1031 1

O75122 CLASP2 S 327 0,321591 2 ___1 0,870249 4,50E-31 184,02 167,1 184,02 0,24771 446210000 CLIP-associating protein 2 GSVASLPQSDRSSSSSQESLNRPFSSKWSTAUID500 1

Q96T23 RSF1 T 1305 0,321466 3 ___1 1 4,37E-22 146,53 135,27 71,608 0,084236 226300000 Remodeling and spacing factor 1 EEEGKPSRKRLHRIETDEEESCDNAHGDANQUID7734 1;2

P85037 FOXK1 S 213 0,321461 2 ___2 1 3,43E-07 115,88 115,88 115,88 0,004061 192780000 Forkhead box protein K1 KIQFTSLYHKEEAPASPLRPLYPQISPLKIHUID10142 1;2

P85037 FOXK1 S 223 0,321461 2 ___2 1 3,43E-07 115,88 115,88 115,88 0,004061 191580000 Forkhead box protein K1 EEAPASPLRPLYPQISPLKIHIPEPDLRSMVUID10143 1;2

P30443 HLA-A S 359 0,321437 2 ___2 0,970865 1,89E-35 167,85 167,85 140,45 0,28289 871830000 HLA class I histocompatibility antigen, A-1 alpha chain;HLA class I histocompatibility antigen, A-3 alpha chain;HLA class I histocompatibility antigen, A-30 alpha chain;HLA class I histocompatibility antigen, A-36 alpha chain;HLA class I histocompatibility antigen, A-11 alpha chainYTQAASSDSAQGSDVSLTACKV_________UID8896 1;2;3

Q14C86 GAPVD1 S 1096 0,321204 3 ___1 0,961342 7,57E-09 53,55 53,55 53,55 -0,095947 12052000 GTPase-activating protein and VPS9 domain-containing protein 1ESAHDSPRDEALQNISADDLPDSASQAAHPQUID2817 1

O14737 PDCD5 S 119 0,321079 2 ___1 1 2,30E-09 138,89 133,72 109,16 0,17594 563420000 Programmed cell death protein 5 EKTTTVKFNRRKVMDSDEDDDY_________UID185 1

Q6PL18 ATAD2 S 1243 0,32091 3 ___1 0,5 8,82E-06 66,965 61,755 66,965 -0,21422 21024000 ATPase family AAA domain-containing protein 2 KQQNASESKLELRNNSNTCNIENELEDSRKTUID3567 1

Q6PL18 ATAD2 T 1245 0,32091 3 ___1 0,5 8,82E-06 66,965 61,755 66,965 -0,21422 21024000 ATPase family AAA domain-containing protein 2 QNASESKLELRNNSNTCNIENELEDSRKTTAUID7517 1

Q03701 CEBPZ S 629 0,320669 3 ___1 0,999695 5,47E-45 148,29 148,29 102,51 -0,70153 316450000 CCAAT/enhancer-binding protein zeta KAKPGLRSQLDDHPESDDEENFIDANDDEDMUID2175 1

Q9UQ35 SRRM2 S 2100 0,320434 2 ___3 1 1,77E-22 169,64 160,69 98,641 0,045533 3285400000 Serine/arginine repetitive matrix protein 2 SDRSRSATPPATRNHSGSRTPPVALNSSRMSUID22685 2;3

Q9UQ35 SRRM2 T 2104 0,320434 2 ___3 1 1,77E-22 169,64 160,69 141,08 0,0025546 3690800000 Serine/arginine repetitive matrix protein 2 RSATPPATRNHSGSRTPPVALNSSRMSCFSRUID24126 1;2;3

Q9UQ35 SRRM2 S 2102 0,320434 3 ___3 0,999998 5,44E-06 119,45 119,45 86,539 0,014353 2611200000 Serine/arginine repetitive matrix protein 2 RSRSATPPATRNHSGSRTPPVALNSSRMSCFUID22686 2;3

P62753 RPS6 T 241 0,32008 3 ___2 0,694987 0,00047929 95,751 95,751 40,941 -0,23955 506630000 40S ribosomal protein S6 EQIAKRRRLSSLRASTSKSESSQK_______UID15322 2;3

Q9UQ35 SRRM2 S 1694 0,319849 2 ___2 0,948536 0,00036939 95,138 74,236 41,242 -0,32373 153110000 Serine/arginine repetitive matrix protein 2 KTKSRTPPRRRSSRSSPELTRKARLSRRSRSUID14656 2;3

Q00613 HSF1 T 369 0,319849 3 ___2 0,660811 0,00019082 42,454 33,522 42,454 -0,12624 14769000 Heat shock factor protein 1 HTDTEGRPPSPPPTSTPEKCLSVACLDKNELUID15342 2

Q9UQ35 SRRM2 S 1691 0,319849 2 ___2 0,607954 0,00036939 95,138 74,236 95,138 -0,18274 153110000 Serine/arginine repetitive matrix protein 2 PEPKTKSRTPPRRRSSRSSPELTRKARLSRRUID14654 2;3

Q00613 HSF1 S 363 0,319849 3 ___2 0,598767 0,00019082 42,454 33,522 42,454 -0,12624 14769000 Heat shock factor protein 1 LTDARGHTDTEGRPPSPPPTSTPEKCLSVACUID10163 2

Q4AC94 C2CD3 S 2111 0,319734 2 ___1 0,994044 0,0052598 42,809 36,569 42,809 0,067745 4862100 C2 domain-containing protein 3 EVISPQPDEVQREGPSCPSPGPFCREELMVKUID3091 1

P06748 NPM1 S 4 0,319387 3 ___1 0,999553 5,25E-15 79,69 79,69 73,036 -0,56341 78201000 Nucleophosmin ____________MEDSMDMDMSPLRPQNYLFUID852 1

Q3B726 TWISTNB S 328 0,319042 3 ___1 1 1,27E-06 99,283 85,048 72,568 -0,0099006 260270000 DNA-directed RNA polymerase I subunit RPA43 RKHSEEAEFTPPLKCSPKRKGKSNFL_____UID3063 1;2

Q86WB0 ZC3HC1 S 321 0,318964 3 ___1 1 2,53E-06 109,24 76,007 82,362 -0,20892 130780000 Nuclear-interacting partner of ALK PGLEGRPERLPLVPESPRRMMTRSQDATFSPUID3939 1

Q9ULJ3 ZBTB21 S 411 0,318114 3 ___2 0,979257 2,44E-09 83,905 83,905 83,905 0,29405 21696000 Zinc finger and BTB domain-containing protein 21 DDRPQVLQPHRLRSFSASQSTDREGASPVTEUID14415 1;2

Q8NCD3 HJURP S 473 0,3181 2 ___1 1 4,76E-15 156,17 140,28 156,17 0,0049196 65711000 Holliday junction recognition protein LPDSWAMNMYRGGPASPGGLQGLETRRLSLPUID4281 1

Q5T200 ZC3H13 S 64 0,318034 2 ___1 1 0,00625389 80,688 70,382 80,688 0,35611 26164000 Zinc finger CCCH domain-containing protein 13 GNCLYGNTCRFVHGPSPRGKGYSSNYRRSPEUID3231 1

P08559 PDHA1;PDHA2 S 293 0,317502 2 ___1 0,995179 3,54E-05 101,42 96,107 100,4 -0,068227 606490000 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial;Pyruvate dehydrogenase E1 component subunit alpha, testis-specific form, mitochondrialGPILMELQTYRYHGHSMSDPGVSYRTREEIQUID885 1;2

Q02880 TOP2B S 1400 0,31736 3 ___3 0,999335 4,32E-25 131,16 131,16 115,36 0,27566 650240000 DNA topoisomerase 2-beta DDDDNNDLEELKVKASPITNDGEDEFVPSDGUID18328 2;3

Q96JM3 CHAMP1 S 452 0,316999 3 ___2 1 1,26E-20 158,89 126,19 158,89 0,088869 428840000 Chromosome alignment-maintaining phosphoprotein 1PELRKPSGSPDLWKLSPDQRKTSPASLDFPEUID13040 2

Q14978 NOLC1 S 698 0,316791 2 ___1 1 1,68E-67 219,52 219,52 219,52 -0,10059 910020000 Nucleolar and coiled-body phosphoprotein 1 RGGSISVQVNSIKFDSE______________UID2806 1

Q6PKG0 LARP1 T 845 0,316609 2 ___1 0,514609 1,63E-15 115,46 115,46 115,46 0,40776 4980900 La-related protein 1 SHVGWVMDSREHRPRTASISSSPSEGTPTVGUID7513 1

C9JLW8 FAM195B S 21 0,316558 3 ___2 0,999087 5,36E-45 200,69 200,69 152,13 0,080453 347970000 Protein FAM195B VSRVVYNGKRTSSPRSPPSSSEIFTPAHEENUID8149 1;2

Q9UQ35 SRRM2 S 1010 0,316493 2 ___2 0,845142 4,67E-26 171 171 171 -0,08489 179950000 Serine/arginine repetitive matrix protein 2 PYPKVKAQTPPGPSLSGSKSPCPQEKSKDSLUID14538 2

Q9NZJ0 DTL S 490 0,316262 3 ___2 0,725776 0,00014715 51,147 45,043 50,858 -0,16349 29378000 Denticleless protein homolog KARSPINRRGSVSSVSPKPPSSFKMSIRNWVUID14107 2

Q9Y2W1 THRAP3 S 253 0,315914 3 ___1 0,999957 1,57E-83 237,46 213,01 130,73 0,13316 1267900000 Thyroid hormone receptor-associated protein 3 AVSELSPRERSPALKSPLQSVVVRRRSPRPSUID6656 1;2

O75448 MED24 S 873 0,315681 2 ___1 0,736143 2,65E-09 133,16 133,16 125,18 0,39398 30984000 Mediator of RNA polymerase II transcription subunit 24MRLLSSNEDDANILSSPTDRSMSSSLSASQLUID558 1

Q96JM3 CHAMP1 S 445 0,315328 2 ___2 0,986486 1,26E-20 158,89 126,19 142,84 -0,062252 419820000 Chromosome alignment-maintaining phosphoprotein 1IRSPAGSPELRKPSGSPDLWKLSPDQRKTSPUID13039 1;2

Q96L91 EP400 T 945 0,315325 4 ___2 0,960287 9,77E-48 135,13 135,13 135,13 0,1936 95152000 E1A-binding protein p400 DSGMSGRKRKASISLTDDEVDDEEETIEEEEUID15818 2

P11388 TOP2A S 1504 0,315223 3 ___1 0,999997 7,03E-07 95,123 95,123 95,123 -0,13729 15248000 DNA topoisomerase 2-alpha KKSKGESDDFHMDFDSAVAPRAKSVRAKKPIUID945 1

Q14247 CTTN S 405 0,314559 3 ___2 0,981129 1,25E-05 55,881 55,881 45,878 1,0712 20053000 Src substrate cortactin KLEEQARAKTQTPPVSPAPQPTEERLPSSPVUID10785 2

Q14247 CTTN T 401 0,314559 3 ___2 0,547234 1,25E-05 55,881 55,881 45,878 1,0712 20053000 Src substrate cortactin EARRKLEEQARAKTQTPPVSPAPQPTEERLPUID15458 2

Q9H4A3 WNK1 S 2027 0,313594 3 ___2 0,933654 8,76E-07 86,625 82,453 86,625 0,2373 20368000 Serine/threonine-protein kinase WNK1 SDPEAAFLSRDVDDGSGSPHSPHQLSSKSLPUID13649 2

P46013 MKI67 T 1749 0,313478 3 ___2 0,625664 1,11E-06 60,348 54,444 60,348 -0,94939 9130300 Antigen KI-67 KVSYRASQPDLVDTPTSSKPQPKRSLRKADTUID15241 2

Q9Y520 PRRC2C T 1267 0,313414 3 ___2 0,891164 0,00011455 45,125 36,766 45,125 -0,22652 33731000 Protein PRRC2C EVVPKRRRQRGSETDTDSEIHESASDKDSLSUID16087 2

P55209 NAP1L1 T 62 0,313246 2 ___1 0,887102 8,09E-05 88,73 79,775 88,73 0,22469 2957300 Nucleosome assembly protein 1-like 1 QILAALQERLDGLVETPTGYIESLPRVVKRRUID7216 1

Q9HCN4 GPN1 S 338 0,312229 2 ___1 0,988052 3,56E-45 192,55 170,67 192,55 0,29265 377120000 GPN-loop GTPase 1 ILTRGTLDEEDEEADSDTDDIDHRVTEESHEUID5732 1

P46013 MKI67 S 1679 0,312092 2 ___1 1 0,0103015 83,948 72,354 83,948 0,32952 13684000 Antigen KI-67 TEPTGDGKSMKAFMESPKQILDSAASLTGSKUID1545 1

Q9P275 USP36 S 582 0,311965 2 ___1 0,756286 0,00109313 97,813 76,943 97,813 0,058199 18533000 Ubiquitin carboxyl-terminal hydrolase 36 QRQGSWDSRDVVLSTSPKLLATATANGHGLKUID6066 1



Q8TEK3 DOT1L S 1104 0,311736 2 ___1 0,979956 6,61E-05 89,484 77,102 89,484 -0,059555 6001000 Histone-lysine N-methyltransferase, H3 lysine-79 specificRKRASAGTPSLSAGVSPKRRALPSVAGLFTQUID4465 1

Q12888 TP53BP1 S 552 0,310898 3 ___1 0,993622 2,99E-10 91,166 91,166 89,055 -0,51768 73834000 Tumor suppressor p53-binding protein 1 DEDGENTQIEDTEPMSPVLNSKFVPAENDSIUID2322 1

Q8WUD4 CCDC12 S 165 0,310747 3 ___1 0,980988 1,88E-09 65,33 62,568 60,641 -0,30645 19964000 Coiled-coil domain-containing protein 12 LASAVDAATEQKTCDSD______________UID4503 1

Q13263 TRIM28 S 49 0,310689 3 ___1 0,499963 4,83E-53 168,33 168,33 168,33 -0,28513 502230000 Transcription intermediary factor 1-beta TAPSAAASASASAAASSPAGGGAEALELLEHUID2445 1

Q9GZY6 LAT2 S 135 0,310609 3 ___1 0,983947 1,13E-07 86,039 86,039 86,039 0,029183 160020000 Linker for activation of T-cells family member 2 NWGRFSKPPEDDDANSYENVLICKQKTTETGUID5455 1

A0FGR8 ESYT2 S 755 0,310573 2 ___1 0,637959 2,60E-07 97,32 97,32 97,32 -0,18987 16957000 Extended synaptotagmin-2 LLASPGHISVKEPTPSIASDISLPIATQELRUID4 1;2

Q14676 MDC1 S 505 0,310456 4 ___3 0,956713 6,02E-13 67,714 67,714 67,714 -0,1571 64103000 Mediator of DNA damage checkpoint protein 1 PPFGDSDDSVEADKSSPGIHLERSQASTTVDUID18915 3

P57740 NUP107 S 11 0,310348 2 ___1 0,85513 3,25E-06 123,95 111,42 123,95 0,04045 23410000 Nuclear pore complex protein Nup107 _____MDRSGFGEISSPVIREAEVTRTARKQUID1932 1

O43566 RGS14 S 288 0,310107 2 ___1 1 8,04E-31 183,96 183,96 175,66 0,39003 467940000 Regulator of G-protein signaling 14 GFLAFVSSKSESHRKSLGSTEGESESRPGKYUID333 1;2

Q9UQ35 SRRM2 T 2381 0,309176 2 ___1 0,580177 0,00010663 71,548 65,164 69,716 0,11297 7701000 Serine/arginine repetitive matrix protein 2 LTSARMAPALSGANLTSPRVPLSAYERVSGRUID7931 1

Q15042 RAB3GAP1 S 537 0,30902 2 ___1 0,544882 1,29E-05 69,805 60,851 69,805 0,29982 15641000 Rab3 GTPase-activating protein catalytic subunit CCIERKKARDEGKKTSASDVTNIYPGDAGKAUID2868 1

Q14160 SCRIB S 1220 0,308827 3 ___2 0,999881 4,56E-06 56,72 47,437 56,72 -0,090027 4062000 Protein scribble homolog GVIANPFAAGIGHRNSLESISSIDRELSPEGUID10766 2

Q9NXE4 SMPD4 S 792 0,308594 2 ___1 1 0,026005 48,423 26,96 48,423 0,049553 2525100 Sphingomyelin phosphodiesterase 4 RYHLTEPGLASRHLLSPVGRRQVAGHTRGPRUID5927 1

O43482 OIP5 S 225 0,308533 2 ___1 1 0,00010068 107,53 107,53 107,53 -0,1017 12488000 Protein Mis18-beta LKSLMKILSEVTPDQSKPEN___________UID312 1

Q9Y3C1 NOP16 S 16 0,308425 2 ___1 0,999855 0,00761727 90,709 49,261 89,355 -0,24113 17087000 Nucleolar protein 16 MPKAKGKTRRQKFGYSVNRKRLNRNARRKAAUID6693 1

Q9UQ35 SRRM2 S 1329 0,308302 2 ___1 0,999825 1,76E-57 209,03 186,55 208,98 -0,12308 1039000000 Serine/arginine repetitive matrix protein 2 HKELSNSPLRENSFGSPLEFRNSGPLGTEMNUID6453 1;2;3

Q7Z2Z1 TICRR S 1303 0,308011 2 ___2 0,514301 4,05E-05 94,544 94,544 94,544 -0,38728 10651000 Treslin AIKTPKRPGNSTVTSSPPVTPKKLFTSPLCDUID11829 2

P04233 CD74 S 25 0,307939 2 ___1 1 6,82E-21 162,72 162,72 162,72 -0,11864 16302000 HLA class II histocompatibility antigen gamma chain REDQKPVMDDQRDLISNNEQLPMLGRRPGAPUID793 1

O60307 MAST3 S 709 0,307778 2 ___2 0,516623 2,22E-06 63,76 56,721 63,76 -0,99496 3114400 Microtubule-associated serine/threonine-protein kinase 3IPQFSSCSHRFSKVYSSSEFLAVQPTPTFAEUID8494 2

O60307 MAST3 S 710 0,307778 2 ___2 0,516623 2,22E-06 63,76 56,721 63,76 -0,99496 3114400 Microtubule-associated serine/threonine-protein kinase 3PQFSSCSHRFSKVYSSSEFLAVQPTPTFAERUID8495 2

O60307 MAST3 S 711 0,307778 2 ___2 0,516623 2,22E-06 63,76 56,721 63,76 -0,99496 3114400 Microtubule-associated serine/threonine-protein kinase 3QFSSCSHRFSKVYSSSEFLAVQPTPTFAERSUID8496 2

Q9Y6Q9 NCOA3 S 1330 0,307476 2 ___1 0,76074 0,002051 54,524 50,188 54,524 -0,20698 12273000 Nuclear receptor coactivator 3 YGMGQQPDPAFGRVSSPPNAMMSSRMGPSQNUID6849 1

O94915 FRYL T 1959 0,307449 2 ___1 0,982254 0,00083042 117,21 117,21 55,452 -0,043132 18806000 Protein furry homolog-like LSLIGDRRGDRRRSNTLDIMDGRINHSSSLAUID6979 1

Q96SU4 OSBPL9 S 326 0,307195 3 ___1 0,720715 1,25E-09 91,618 91,618 91,618 -0,11252 20146000 Oxysterol-binding protein-related protein 9 LIDSSGSASVLTHSSSGNSLKRPDTTESLNSUID5085 1

Q01130 SRSF2 T 25 0,307079 3 ___1 0,575771 7,32E-05 104,2 104,2 104,2 -0,1477 55364000 Serine/arginine-rich splicing factor 2 VEGMTSLKVDNLTYRTSPDTLRRVFEKYGRVUID7247 1

Q9UQ35 SRRM2 T 1531 0,306729 2 ___1 0,998498 0,0292849 51,346 30,826 51,346 0,032829 36341000 Serine/arginine repetitive matrix protein 2 RSGSESSVDQKTVARTPLGQRSRSGSSQELDUID7950 1

P06400 RB1 Y 805 0,306729 3 ___2 0,60776 0,00101057 44,468 44,468 44,468 -0,2693 5685800 Retinoblastoma-associated protein YKFPSSPLRIPGGNIYISPLKSPYKISEGLPUID16123 2

Q8IWS0 PHF6 S 145 0,30632 3 ___2 0,99993 1,46E-14 103,75 103,75 103,75 -0,22351 1069400000 PHD finger protein 6 KHKKTAHNSEADLEESFNEHELEPSSPKSKKUID12153 2

Q9NYV4 CDK12 S 385 0,306098 3 ___2 0,999943 5,23E-30 173,86 173,86 127,41 -0,15577 157060000 Cyclin-dependent kinase 12 SKKKRSSSRSRHSSISPVRLPLNSSLGAELSUID14080 2

Q9NYV4 CDK12 S 383 0,306098 3 ___2 0,877774 5,23E-30 173,86 173,86 127,41 -0,15577 157060000 Cyclin-dependent kinase 12 SHSKKKRSSSRSRHSSISPVRLPLNSSLGAEUID14079 2

Q86U90 YRDC S 60 0,306008 2 ___1 0,999999 6,85E-07 132,24 111 132,24 0,16183 66853000 YrdC domain-containing protein, mitochondrial ARLLRLPGSGAVQAASPERAGWTEALRAAVAUID3886 1

Q13112 CHAF1B S 409 0,305795 3 ___1 0,540183 9,59E-06 76,85 69,648 76,85 0,23445 286650000 Chromatin assembly factor 1 subunit B TPDTAKKTKSQTHRGSSPGPRPVEGTPASRTUID2396 1

O75153 CLUH S 664 0,305546 2 ___1 0,952911 1,55E-16 103,26 91,287 83,063 -0,39867 12974000 Clustered mitochondria protein homolog SLESKSEDPPGQEAGSEEEGSSASGLAKVKEUID512 1

Q8TF01 PNISR S 290 0,305532 2 ___1 0,999916 8,73E-63 213,2 213,2 213,2 0,33128 186080000 Arginine/serine-rich protein PNISR EGGDGPRLPQRSKFDSDEEEEDTENVEAASSUID4488 1

Q14676 MDC1 S 780 0,305509 3 ___1 1 1,73E-27 148,66 148,66 148,66 -0,5553 111010000 Mediator of DNA damage checkpoint protein 1 TQPFDTHLEAYGPCLSPPRAIPGDQHPESPVUID2724 1;2

Q96BY7 ATG2B S 886 0,305445 4 ___1 0,999982 0,00040235 57,184 48,567 57,184 0,17603 11467000 Autophagy-related protein 2 homolog B ENDGHYQEEEEGGAHSLKDVCDLRRPAPSPFUID4782 1

O60749 SNX2 S 119 0,305296 2 ___1 0,991407 0,00252949 77,64 57,854 77,64 0,01628 11997000 Sorting nexin-2 TPTTLIAPRIESKSMSAPVIFDRSREEIEEEUID440 1

Q9UGU0 TCF20 S 1335 0,304678 2 ___1 0,769684 0,00071762 71,933 63,829 61,235 0,27955 46584000 Transcription factor 20 LPSPDSRNCPAVTLTSPAKTKILPPRKGRGLUID6148 1

Q5VTL8 PRPF38B S 320 0,303841 3 ___1 1 0,00130954 121,8 61,778 70,889 -0,26295 409030000 Pre-mRNA-splicing factor 38B EREAKEREKERRRSRSIDRGLERRRSRSRERUID3312 1;2

O15055 PER2 S 977 0,303576 2 ___1 0,999974 0,0157853 48,794 28,274 48,794 -0,44332 6985700 Period circadian protein homolog 2 CPATRATPPSAMGRASPPLFQSRSSSPLQLNUID239 1

Q16555 DPYSL2 T 509 0,302962 2 ___1 0,977565 0,00081555 104,45 104,45 96,163 0,33291 12227000 Dihydropyrimidinase-related protein 2 VPRGLYDGPVCEVSVTPKTVTPASSAKTSPAUID7414 1

Q9NVR2 INTS10 S 231 0,302838 3 ___1 0,923911 1,25E-10 108,73 108,73 108,73 -0,16661 54400000 Integrator complex subunit 10 IENQHQGAQDTSDLMSPSKRSSQKYIIEGLTUID5879 1

Q14676 MDC1 S 1814 0,302758 2 ___1 0,99876 0,0289798 60,157 49,006 60,157 -0,38466 10576000 Mediator of DNA damage checkpoint protein 1 FTPELQPKASQSRKRSLATMDSPPHQKQPQRUID2730

O60343 TBC1D4 S 648 0,302641 2 ___2 0,661942 0,0014734 47,198 32,167 47,198 -0,010531 3851200 TBC1 domain family member 4 SPQFRRRAHTFSHPPSSTKRKLNLQDGRAQGUID8504 2

O60343 TBC1D4 T 650 0,302641 2 ___2 0,661123 0,0014734 47,198 32,167 47,198 -0,010531 3851200 TBC1 domain family member 4 QFRRRAHTFSHPPSSTKRKLNLQDGRAQGVRUID15031 2

O94776 MTA2 S 433 0,302641 3 ___1 0,571873 2,63E-06 59,324 59,324 59,324 0,16105 5707000 Metastasis-associated protein MTA2 TEPHSRGHLSRPEAQSLSPYTTSANRAKLLAUID624 1

O15400 STX7 S 126 0,30257 2 ___2 0,768408 6,92E-05 95,873 84,16 95,873 -1,1995 67764000 Syntaxin-7 AAEREKEFVARVRASSRVSGSFPEDSSKERNUID8362 2

Q5UIP0 RIF1 S 2348 0,302199 2 ___1 0,9998 0,0172957 51,762 35,564 51,762 -0,29095 15334000 Telomere-associated protein RIF1 LSTLTASEIKTLPIRSPKVSNVKKALRIYHEUID3296 1

Q7Z589 EMSY S 236 0,302056 2 ___1 0,602723 0,00276396 60,49 42,681 60,49 -0,25848 3291300 Protein EMSY PKAVVPVSKTITVPVSGSPKMSNIMQSIANSUID3797 1

O75822 EIF3J S 11 0,301924 3 ___2 1 1,36E-35 167,63 167,63 128,55 0,22513 681540000 Eukaryotic translation initiation factor 3 subunit J _____MAAAAAAAGDSDSWDADAFSVEDPVRUID8694 1;2

O75822 EIF3J S 13 0,301924 3 ___2 1 5,47E-18 128,55 125,67 128,55 0,22513 138840000 Eukaryotic translation initiation factor 3 subunit J ___MAAAAAAAGDSDSWDADAFSVEDPVRKVUID8695 1;2

Q96D46 NMD3 S 468 0,301739 2 ___1 1 2,33E-23 174,59 174,59 174,59 0,19763 198060000 60S ribosomal export protein NMD3 RKNVNIYRDSAIPVESDTDDEGAPRISLAEMUID4807 1;2

P09086 POU2F2 S 55 0,301726 2 ___1 0,988761 7,25E-08 134,06 108,84 134,06 0,16144 54075000 POU domain, class 2, transcription factor 2 TNHQNPQNKTSPFSVSPTGPSTKIKAEDPSGUID892 1

P42684 ABL2 S 633 0,301588 3 ___1 0,611532 0,00028763 73,887 52,586 73,887 -0,9174 6335700 Abelson tyrosine-protein kinase 2 SGSPALPRKQRDKSPSSLLEDAKETCFTRDRUID1504 1

Q14676 MDC1 S 793 0,301515 3 ___1 0,998654 1,78E-09 68,895 50,35 63,122 0,2963 70680000 Mediator of DNA damage checkpoint protein 1 CLSPPRAIPGDQHPESPVHTEPMGIQGRGRQUID2722 1

Q9Y2X3 NOP58 S 502 0,301417 2 ___2 1 2,25E-67 204,21 182,81 201,12 0,087999 9576100000 Nucleolar protein 58 KKKRGKKKHIKEEPLSEEEPCTSTAIASPEKUID14770 1;2

Q9Y2X3 NOP58 S 514 0,301417 2 ___2 0,999998 2,25E-67 204,21 182,81 165,66 0,38544 9283000000 Nucleolar protein 58 EPLSEEEPCTSTAIASPEKKKKKKKKRENEDUID14771 1;2

P46100 ATRX S 34 0,301311 3 ___1 0,80596 1,10E-18 154,84 154,84 113,73 -0,66497 36298000 Transcriptional regulator ATRX HDFLAHSSEESEETSSPPRLAMNQNTDKISGUID1582 1

Q9NQW6 ANLN S 54 0,301293 3 ___1 0,999466 4,25E-06 62,617 57,407 46,956 0,037232 22360000 Actin-binding protein anillin RARQPLSEASNQQPLSGGEEKSCTKPSPSKKUID5780 1

O75925 PIAS1 S 488 0,301281 2 ___1 0,854581 2,30E-09 137,84 127,6 137,84 0,21002 31461000 E3 SUMO-protein ligase PIAS1 EEPSAKRTCPSLSPTSPLNNKGILSLPHQASUID603 1

P15056 BRAF S 365 0,301266 3 ___1 0,997648 5,14E-22 151,19 151,19 151,19 -0,23329 474660000 Serine/threonine-protein kinase B-raf DEDHRNQFGQRDRSSSAPNVHINTIEPVNIDUID1000 1

Q9NZL4 HSPBP1 S 356 0,301184 2 ___1 0,999635 0,00010229 83,966 74,778 83,966 -0,3265 6235800 Hsp70-binding protein 1 CEKLLQTCFSSPADDSMDR____________UID6015

Q14980 NUMA1 S 169 0,301002 3 ___1 0,955722 1,12E-10 78,128 72,641 78,128 -0,014794 75121000 Nuclear mitotic apparatus protein 1 APVPSTCSSTFPEELSPPSHQAKREIRFLELUID2809 1

Q96D71 REPS1 S 272 0,300827 2 ___1 0,993808 6,75E-09 134,49 134,49 134,49 0,0023574 127190000 RalBP1-associated Eps domain-containing protein 1 RTVASATTAIEIRRQSSSYDDPWKITDEQRQUID4811 1;2

Q9NTI5 PDS5B S 1358 0,300665 2 ___2 1 7,86E-106 254,72 254,72 254,72 0,21522 725020000 Sister chromatid cohesion protein PDS5 homolog B SKQHRVSRRAQQRAESPESSAIESTQSTPQKUID13938 1;2

Q96D71 REPS1 S 540 0,300651 3 ___1 0,953654 2,00E-28 160,57 152,3 160,57 -0,21968 508970000 RalBP1-associated Eps domain-containing protein 1 QIGSNVTRQRSHSGTSPDNTAPPPPPPRPQPUID4815 1;2;3

Q9UQ35 SRRM2 S 2690 0,30032 2 ___3 0,999999 0,00028042 108,2 102,61 108,2 -0,14946 70907000 Serine/arginine repetitive matrix protein 2 SRSPRKPIDSLRDSRSLSYSPVERRRPSPQPUID22713 2;3

Q9UQ35 SRRM2 S 2692 0,30032 2 ___3 0,999914 0,00028042 120,63 94,588 108,2 -0,14946 296680000 Serine/arginine repetitive matrix protein 2 SPRKPIDSLRDSRSLSYSPVERRRPSPQPSPUID22714 1;2;3

Q9UQ35 SRRM2 S 2694 0,30032 2 ___3 0,999854 0,00028042 112,13 94,74 112,13 -0,11893 276470000 Serine/arginine repetitive matrix protein 2 RKPIDSLRDSRSLSYSPVERRRPSPQPSPRDUID22715 1;2;3

Q14978 NOLC1 S 397 0,3002 2 ___1 1 2,41E-06 119,55 103,89 119,55 0,11386 182290000 Nucleolar and coiled-body phosphoprotein 1 GTTKNSSNKPAVTTKSPAVKPAAAPKQPVGGUID2807 1

Q13111 CHAF1A S 777 0,299948 3 ___1 0,532434 1,42E-21 152,37 152,37 98,533 -0,002072 112170000 Chromatin assembly factor 1 subunit A RRGLLSNHTGSPRSPSTTYLHTPTPSEDAAIUID2395 1

Q9ULM3 YEATS2 S 118 0,299883 2 ___1 0,923253 0,0164119 59,597 32,904 59,597 0,068282 20699000 YEATS domain-containing protein 2 DTMVFNHPAIKKFLESPSRSSSPANQRAETPUID6328 1

Q12888 TP53BP1 S 1618 0,29986 2 ___1 1 5,02E-05 88,552 78,227 78,486 0,11215 13979000 Tumor suppressor p53-binding protein 1 GPYEAVTPLTKAADISLDNLVEGKRKRRSNVUID2310 1

Q9NQT8 KIF13B S 1410 0,299003 2 ___1 0,989936 0,00017709 52,522 43,518 41,695 0,29769 13115000 Kinesin-like protein KIF13B LIPSYSLGSNKGRWESQQDVSQTTVSRGIAPUID5777 1

P52594 AGFG1 S 181 0,298424 2 ___2 0,999685 5,22E-07 103,21 96,02 102,4 0,15877 73190000 Arf-GAP domain and FG repeat-containing protein 1 DSAPTLHLNKGTPSQSPVVGRSQGQQQEKKQUID9947 1;2

O94804 STK10 S 455 0,298306 3 ___2 0,950377 1,98E-07 78,428 72,758 78,428 0,095133 63651000 Serine/threonine-protein kinase 10 AANRSQKASQSRPNSSALETLGGEKLANGSLUID8729 1;2

Q9Y385 UBE2J1 T 267 0,298306 3 ___1 0,731608 5,86E-05 103,88 97,152 58,672 -0,28157 347390000 Ubiquitin-conjugating enzyme E2 J1 PRQRRAQQQSQRRLSTSPDVIQGHQPRDNHTUID7975 1;2

P11387 TOP1 S 10 0,297944 2 ___1 1 2,40E-83 232,01 214,21 100,04 0,29132 704470000 DNA topoisomerase 1 ______MSGDHLHNDSQIEADFRLNDSHKHKUID933 1;2

Q9C0C9 UBE2O S 839 0,297848 3 ___2 0,798877 2,86E-10 66,825 66,825 66,825 -0,35132 31111000 E2/E3 hybrid ubiquitin-protein ligase UBE2O LKNMTVEQLLTGSPTSPTVEPEKPTREKKFLUID13533 2

O75179 ANKRD17 S 2044 0,297837 2 ___2 0,581613 4,62E-10 107,65 95,622 107,65 0,33907 9597700 Ankyrin repeat domain-containing protein 17 YPMPTAKEHYPVSSPSSPSPPAQPGGVSRNSUID8618 2

Q15424 SAFB S 383 0,297602 3 ___2 0,999305 1,37E-10 110,01 110,01 110,01 -0,15316 237210000 Scaffold attachment factor B1 APKESSTSEGADQKMSSPEDDSDTKRLSKEEUID11022 2

Q8N2M8 CLASRP S 547 0,297206 3 ___1 0,99862 2,60E-05 82,877 51,351 82,877 -0,21739 59848000 CLK4-associating serine/arginine rich protein PSPSPAREKLTRPAASPAVGEKLKKTEPAAGUID4213 1

Q14258 TRIM25 S 100 0,297194 3 ___1 0,959904 8,96E-06 69,379 69,379 69,379 -0,34059 79992000 E3 ubiquitin/ISG15 ligase TRIM25 PPADVWTPPARASAPSPNAQVACDHCLKEAAUID2690 1

Q8IZT6 ASPM S 1103 0,297133 2 ___1 0,971938 2,53E-08 110,97 83,563 98,507 -0,27982 5928300 Abnormal spindle-like microcephaly-associated proteinCHSDDLINKKKGKRDSGSFEQYSENIKLLMDUID4176 1

Q15047 SETDB1 S 1066 0,297019 2 ___1 0,987625 3,00E-05 76,588 69,7 66,595 0,61157 31840000 Histone-lysine N-methyltransferase SETDB1 MSVVTESSRNYGYNPSPVKPEGLRRPPSKTSUID2869 1

Q86X29 LSR S 646 0,297015 2 ___1 1 3,62E-05 96,171 96,171 71,888 0,22762 57342000 Lipolysis-stimulated lipoprotein receptor SRERRLKKNLALSRESLVV____________UID3964 1;2

P49792 RANBP2 T 1156 0,296689 5 ___1 0,587943 9,64E-21 85,359 85,359 85,359 0,22404 82852000 E3 SUMO-protein ligase RanBP2 VFGTPTLETANKNHETDGGSAHGDDDDDGPHUID7184 1

Q5T3I0 GPATCH4 S 130 0,296537 3 ___1 0,943606 3,17E-07 85,619 74,202 85,619 -0,070256 33243000 G patch domain-containing protein 4 LTSGGEKPNKDLESCSDDDNQGSKSPKILTDUID3250 1

Q9UQ35 SRRM2 T 2104 0,296496 2 ___1 1 1,77E-22 169,64 160,69 141,08 0,0025546 3690800000 Serine/arginine repetitive matrix protein 2 RSATPPATRNHSGSRTPPVALNSSRMSCFSRUID7932 1;2;3

Q9UPT8 ZC3H4 S 908 0,295958 3 ___2 0,673124 2,31E-06 55,67 55,67 55,67 0,31067 20224000 Zinc finger CCCH domain-containing protein 4 ARALPTSKPEGSLHSSPVGPSSSKGSGPPPTUID14517 2

Q9Y490 TLN1 S 425 0,295469 3 ___1 0,985598 7,70E-13 126,36 126,36 126,36 -0,8188 100930000 Talin-1 GLEGDEESTMLEDSVSPKKSTVLQQQYNRVGUID6719 1

Q9NR30 DDX21 S 121 0,295418 2 ___1 1 3,40E-15 156,96 128,6 146,59 -0,12205 4010500000 Nucleolar RNA helicase 2 VVSSKTKKVTKNEEPSEEEIDAPKPKKMKKEUID5793 1

P06400 RB1 S 794 0,295104 2 ___2 0,569812 1,63E-05 108,59 108,59 108,59 0,039218 31008000 Retinoblastoma-associated protein LSPIPHIPRSPYKFPSSPLRIPGGNIYISPLUID8928 1;2

Q86X29 LSR S 493 0,294897 2 ___2 1 6,67E-10 98,062 98,062 85,636 0,76902 72370000 Lipolysis-stimulated lipoprotein receptor EQAGGGWRARRPRARSVDALDDLTPPSTAESUID12058 1;2

Q86X29 LSR T 501 0,294897 3 ___2 0,996324 4,28E-09 66,474 66,474 66,474 -0,059121 13215000 Lipolysis-stimulated lipoprotein receptor ARRPRARSVDALDDLTPPSTAESGSRSPTSNUID15682 2

Q5VTL8 PRPF38B S 289 0,29443 2 ___1 0,840483 1,24E-13 123,02 103,94 123,02 0,3451 20487000 Pre-mRNA-splicing factor 38B RRSRSRSHHREGHGSSSFDRELEREKERQRLUID3309 1

Q9NZN8 CNOT2 S 165 0,294381 2 ___1 0,999999 3,75E-39 194,55 194,55 194,55 0,11799 113140000 CCR4-NOT transcription complex subunit 2 GIPSRTNSMSSSGLGSPNRSSPSIICMPKQQUID6019 1

Q9UQ35 SRRM2 S 1727 0,294337 3 ___3 1 0,00015283 60,561 60,561 48,053 -0,1592 275020000 Serine/arginine repetitive matrix protein 2 SSPETRSRTPPRHRRSPSVSSPEPAEKSRSSUID22672 4

Q9UQ35 SRRM2 S 1729 0,294337 3 ___3 1 0,00015283 60,561 60,561 48,053 -0,1592 275020000 Serine/arginine repetitive matrix protein 2 PETRSRTPPRHRRSPSVSSPEPAEKSRSSRRUID22673 4

Q9UQ35 SRRM2 S 1731 0,294337 3 ___3 1 0,00015283 60,561 60,561 48,053 -0,1592 275020000 Serine/arginine repetitive matrix protein 2 TRSRTPPRHRRSPSVSSPEPAEKSRSSRRRRUID22674 4

Q9UQ35 SRRM2 S 1732 0,294337 3 ___3 1 0,00015283 60,561 60,561 48,053 -0,1592 275020000 Serine/arginine repetitive matrix protein 2 RSRTPPRHRRSPSVSSPEPAEKSRSSRRRRSUID22675 4

Q92547 TOPBP1 S 888 0,294312 2 ___1 0,986387 7,31E-05 89,013 89,013 89,013 -0,19667 15129000 DNA topoisomerase 2-binding protein 1 LALANSSRNAVALSASPQLKEAQSEKEEAPKUID4611 1

P85037 FOXK1 S 420 0,294218 2 ___1 0,998416 7,28E-15 148,24 137,08 148,24 0,071809 453420000 Forkhead box protein K1 FRTPFGPLSSRSAPASPTHPGLMSPRSGGLQUID2049 1;2;3

P06400 RB1 T 823 0,294003 2 ___2 0,729463 2,45E-05 117,48 117,48 69,716 -0,22411 363330000 Retinoblastoma-associated protein PLKSPYKISEGLPTPTKMTPRSRILVSIGESUID15106 2

Q14680 MELK S 505 0,29329 3 ___1 1 8,07E-06 81,967 76,307 81,967 -0,5528 44559000 Maternal embryonic leucine zipper kinase DKLMTGVISPERRCRSVELDLNQAHMEETPKUID2738 1

Q8TEM1 NUP210 S 1877 0,2929 2 ___2 0,644552 0,00158413 46,408 46,408 46,408 -0,67036 4990400 Nuclear pore membrane glycoprotein 210 TSPNALPPARKASPPSGLWSPAYASH_____UID12567

P46821 MAP1B S 1501 0,292664 3 ___1 0,956936 0,00064205 47,38 39,291 47,38 0,75865 5452800 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1SQPALALDERKLGDVSPTQIDVSQFGSFKEDUID1613 1

P19338 NCL S 28 0,292396 3 ___3 1 4,90E-09 58,421 58,421 47,989 -0,16916 1124800000 Nucleolin DPKKMAPPPKEVEEDSEDEEMSEDEEDDSSGUID17300 2;3;4

P19338 NCL S 34 0,292396 3 ___3 1 4,90E-09 58,421 58,421 47,989 -0,16916 1124800000 Nucleolin PPPKEVEEDSEDEEMSEDEEDDSSGEEVVIPUID17301 2;3;4

P22059 OSBP S 351 0,292193 3 ___1 1 3,21E-30 152,98 152,98 152,98 -0,49528 182040000 Oxysterol-binding protein 1 VGSGKDQCCSGKGDMSDEDDENEFFDAPEIIUID1156 1

Q01196 RUNX1 S 21 0,292133 2 ___2 0,999989 3,18E-09 136,39 122,8 136,39 0,18199 58134000 Runt-related transcription factor 1 DASTSRRFTPPSTALSPGKMSEALPLGAPDAUID10188 1;2

P49792 RANBP2 S 955 0,291998 2 ___1 0,999852 7,47E-05 106,17 89,336 103,85 0,26778 26005000 E3 SUMO-protein ligase RanBP2 GPPALRFESPATGILSPRGDDYFNYNVQQTSUID1738 1

Q9Y478 PRKAB1 S 108 0,291779 3 ___1 1 2,45E-18 159,76 159,76 159,76 0,030562 407420000 5'-AMP-activated protein kinase subunit beta-1 LSGSFNNWSKLPLTRSHNNFVAILDLPEGEHUID6714 1

Q8TEU7 RAPGEF6 S 1494 0,291759 2 ___1 0,950451 4,40E-05 96,015 84,864 78,342 -0,13026 24021000 Rap guanine nucleotide exchange factor 6 VTSSTEKGLIVYCVTSPKKDDRYREPPPTPPUID4475 1

P06748 NPM1 S 70 0,291676 2 ___1 1 1,89E-249 331,54 331,54 331,54 -0,099656 4180400000 Nucleophosmin DELHIVEAEAMNYEGSPIKVTLATLKMSVQPUID849 1

Q3KQU3 MAP7D1 S 460 0,291058 2 ___1 0,998729 5,80E-09 136,33 83,634 136,33 -0,31539 23595000 MAP7 domain-containing protein 1 ASPRARLSASTASELSPKSKARPSSPSTSWHUID3065 1

Q9UQ35 SRRM2 S 536 0,290607 2 ___2 1 2,71E-06 118,08 96,267 40,025 -0,26496 4136500000 Serine/arginine repetitive matrix protein 2 RWGRSRSPQRRGRSRSPQRPGWSRSRNTQRRUID14622 1;2;3

O43463 SUV39H1 S 391 0,29023 2 ___1 1 1,31E-05 87,148 87,148 87,148 -0,039525 21870000 Histone-lysine N-methyltransferase SUV39H1 STRMDSNFGLAGLPGSPKKRVRIECKCGTESUID311 1

P41182 BCL6 S 307 0,290207 4 ___2 0,974466 9,06E-12 77,439 71,276 77,439 -0,10505 63757000 B-cell lymphoma 6 protein PYFPCDKASKEEERPSSEDEIALHFEPPNAPUID9552 1;2

P41182 BCL6 S 308 0,290207 4 ___2 0,966087 9,06E-12 77,439 71,276 77,439 -0,10505 63757000 B-cell lymphoma 6 protein YFPCDKASKEEERPSSEDEIALHFEPPNAPLUID9553 1;2

Q02880 TOP2B S 1375 0,289828 3 ___1 0,946159 1,76E-13 76,063 76,063 52,329 -0,97322 49920000 DNA topoisomerase 2-beta LRRAAAERPKYTFDFSEEEDDDADDDDDDNNUID2146 1

Q9UPU5 USP24 S 1141 0,289827 2 ___1 0,872679 1,49E-06 65,107 65,107 65,107 0,22154 10615000 Ubiquitin carboxyl-terminal hydrolase 24 RKKTLLSESSSQSSKSPSLSSKQQHQPSASSUID6428 1

Q14978 NOLC1 S 643 0,28948 3 ___1 1 1,15E-10 121,02 100,16 53,252 0,022966 86104000 Nucleolar and coiled-body phosphoprotein 1 VREEEIEVDSRVADNSFDAKRGAAGDWGERAUID2808 1

O75822 EIF3J S 11 0,289303 3 ___1 1 1,36E-35 167,63 167,63 128,55 0,22513 681540000 Eukaryotic translation initiation factor 3 subunit J _____MAAAAAAAGDSDSWDADAFSVEDPVRUID597 1;2

Q92608 DOCK2 S 1592 0,289043 4 ___1 1 0,0025732 47,545 47,545 44,294 -0,1282 5808900 Dedicator of cytokinesis protein 2 IPFLGAGIKIHEKRVSDNLRPFHDRMEECFKUID4636 1

O60832 DKC1 S 21 0,288634 3 ___1 1 2,18E-14 134,04 127,09 134,04 0,24601 424080000 H/ACA ribonucleoprotein complex subunit 4 VIILPKKHKKKKERKSLPEEDVAEIQHAEEFUID454 1

P33241 LSP1 S 130 0,28823 4 ___2 0,999966 8,76E-23 117,28 112,33 117,28 0,27211 180340000 Lymphocyte-specific protein 1 EQEDRPGLHAYEKEDSDEVHLEELSLSKEGPUID9429 2

Q9UQ35 SRRM2 S 2407 0,288181 2 ___2 0,999993 3,88E-05 109,44 92,78 109,44 -0,066353 872790000 Serine/arginine repetitive matrix protein 2 RVSGRTSPPLLDRARSRTPPSAPSQSRMTSEUID14541 1;2

Q9UQ35 SRRM2 T 2409 0,288181 3 ___2 0,999697 3,88E-05 109,44 92,78 80,026 0,39395 885070000 Serine/arginine repetitive matrix protein 2 SGRTSPPLLDRARSRTPPSAPSQSRMTSERAUID16016 1;2

Q6P6C2 ALKBH5 S 64 0,288181 3 ___1 0,954695 2,20E-14 98,74 95,044 98,74 -0,033937 69086000 RNA demethylase ALKBH5 EPYPVSGAKRKYQEDSDPERSDYEEQQLQKEUID3524 1;2

Q8NFA0 USP32;USP6 S 1416 0,287945 2 ___1 1 0,046141 49,715 13,158 49,715 -0,281 3049400 Ubiquitin carboxyl-terminal hydrolase 32;Ubiquitin carboxyl-terminal hydrolase 6TLGRSKGRLRLPQIGSKNKLSSSKENLDASKUID1357 1

Q9UQ35 SRRM2 S 534 0,287713 2 ___2 1 2,71E-06 118,08 96,267 40,025 -0,26496 4774800000 Serine/arginine repetitive matrix protein 2 AQRWGRSRSPQRRGRSRSPQRPGWSRSRNTQUID14626 1;2;3

Q04637 EIF4G1 S 1185 0,287607 2 ___2 1 0,00020514 127,83 93,87 60,973 0,13757 1058300000 Eukaryotic translation initiation factor 4 gamma 1 RGDRLDRARTPATKRSFSKEVEERSRERPSQUID10276 1;2

P06400 RB1 S 249 0,287114 2 ___1 0,999613 0,00327005 56,205 51,421 56,205 0,018135 13845000 Retinoblastoma-associated protein LLKEPYKTAVIPINGSPRTPRRGQNRSARIAUID839 1

Q96GX9 APIP S 87 0,286999 3 ___1 0,752905 7,84E-08 64,701 64,701 64,701 -0,21201 13939000 Methylthioribulose-1-phosphate dehydratase DMFVCDINEKDISGPSPSKKLKKSQCTPLFMUID4897 1

Q06455 RUNX1T1 T 269 0,286763 2 ___1 0,596951 0,00140533 59,542 42,516 59,542 0,037927 6077600 Protein CBFA2T1 DREPLHSEHPSKRPCTISPGQRYSPNNGLSYUID7269 1

P38398 BRCA1 S 1191 0,286526 3 ___1 0,999775 1,05E-07 94,728 94,728 94,728 -0,13551 89471000 Breast cancer type 1 susceptibility protein VFSKSVQKGELSRSPSPFTHTHLAQGYRRGAUID1420 1;2;3

P05387 RPLP2 S 16 0,286337 2 ___1 0,822762 1,65E-08 122,14 122,14 122,14 0,015428 15839000 60S acidic ribosomal protein P2 MRYVASYLLAALGGNSSPSAKDIKKILDSVGUID821 1

Q03188 CENPC S 316 0,286325 2 ___1 0,99966 0,0317557 60,788 37,004 60,788 -0,067802 13407000 Centromere protein C DEFIIDESDQSFASRSWITIPRKAGSLKQRTUID2160 1

Q9C0C9 UBE2O S 836 0,286171 3 ___2 0,785003 2,86E-10 66,825 66,825 66,825 -0,35132 25376000 E2/E3 hybrid ubiquitin-protein ligase UBE2O LESLKNMTVEQLLTGSPTSPTVEPEKPTREKUID13532 2

Q8IWZ3 ANKHD1 S 1679 0,286106 2 ___1 0,97428 0,00246612 111,46 48,909 101,46 0,30132 61269000 Ankyrin repeat and KH domain-containing protein 1 VSLPLSSPNIKLNLTSPKRGQKREEGWKEVVUID4070 1

P19174 PLCG1 S 1233 0,285945 3 ___1 0,997418 0,00128481 56,436 45,648 56,436 0,048469 20985000 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-1GDLSPFSGTSLRERGSDASGQLFHGRAREGSUID1102 1

Q92609 TBC1D5 S 43 0,285874 2 ___1 0,977541 1,39E-41 193,85 193,85 85,16 -0,27674 120210000 TBC1 domain family member 5 SNKSGGDSNKNGRRTSSTLDSEGTFNSYRKEUID4645 1

Q8N1G2 CMTR1 S 31 0,285698 3 ___1 0,538644 1,78E-10 66,501 66,501 66,501 0,11885 26926000 Cap-specific mRNA (nucleoside-2'-O-)-methyltransferase 1QKKRVAELALSLSSTSDDEPPSSVSHGAKASUID4204 1

Q8WVE0 N6AMT2 S 2 0,28558 3 ___1 0,991945 1,48E-05 40,764 40,764 40,764 -0,24142 6018800 Protein-lysine N-methyltransferase N6AMT2 ______________MSDLEDDETPQLSAHALUID4521 1

Q9BPX3 NCAPG S 674 0,285511 2 ___1 1 3,99E-278 341,69 327,66 341,69 -0,032425 3593000000 Condensin complex subunit 3 TKKIKTLHCEGTEINSDDEQESKEVEETATAUID5201 1;2

Q96JM3 CHAMP1 S 405 0,285297 2 ___1 0,999149 9,05E-09 134,38 126,16 134,38 0,10165 24700000 Chromosome alignment-maintaining phosphoprotein 1WKSGPPELRKTAPTLSPEHWKAVPPVSPELRUID4959 1

P04637 TP53 S 314 0,285238 2 ___1 0,684718 7,69E-10 145,83 145,83 138,02 -0,0076415 347670000 Cellular tumor antigen p53 LPPGSTKRALPNNTSSSPQPKKKPLDGEYFTUID805 1

Q9GZR7 DDX24 S 82 0,285017 2 ___2 1 1,97E-221 313,64 313,64 313,64 0,030048 1397700000 ATP-dependent RNA helicase DDX24 SLFSKEAPKRKAQAVSEEEEEEEGKSSSPKKUID13544 1;2

Q9GZR7 DDX24 S 93 0,285017 2 ___2 0,752697 0 364 364 364 -0,31961 1612300000 ATP-dependent RNA helicase DDX24 AQAVSEEEEEEEGKSSSPKKKIKLKKSKNVAUID13546 1;2

Q7Z591 AKNA S 997 0,284783 2 ___1 0,836957 0,006152 49,35 38,936 49,35 -0,14609 15447000 AT-hook-containing transcription factor TEPSTPRSQAQRYLSSPSGPLRQRAPNFSLEUID3806 1

Q14004 CDK13 S 437 0,284756 3 ___2 0,886729 1,35E-06 127,56 116,07 59,57 -0,20227 111260000 Cyclin-dependent kinase 13 SRSRHRLSRSRSRHSSISPSTLTLKSSLAAEUID10703 2

P19338 NCL S 42 0,284685 3 ___3 1 1,28E-06 47,989 46,681 47,989 -0,16916 957790000 Nucleolin DSEDEEMSEDEEDDSSGEEVVIPQKKGKKAAUID17303 3;4

Q96D71 REPS1 T 539 0,284565 4 ___2 0,623856 3,02E-16 119,89 119,89 49,199 0,085372 241080000 RalBP1-associated Eps domain-containing protein 1 EQIGSNVTRQRSHSGTSPDNTAPPPPPPRPQUID15801 2;3

Q9UQ35 SRRM2 S 2044 0,284373 2 ___2 1 0,00078197 115,39 38,326 46,132 -0,042383 5895200000 Serine/arginine repetitive matrix protein 2 RSRSRTPLLPRKRSRSRSPLAIRRRSRSRTPUID14624 1;2;3

Q9UQ35 SRRM2 S 2046 0,284373 2 ___2 1 0,00078197 115,39 38,326 46,132 -0,042383 5911500000 Serine/arginine repetitive matrix protein 2 RSRTPLLPRKRSRSRSPLAIRRRSRSRTPRTUID14625 1;2;3

Q02880 TOP2B S 1581 0,284322 3 ___1 0,992105 2,88E-22 143,48 143,48 143,48 -0,136 157760000 DNA topoisomerase 2-beta KTTSKKPKKTSFDQDSDVDIFPSDFPTEPPSUID2138 1

Q86UE8 TLK2 S 117 0,284277 2 ___2 0,864866 0,00113715 57,414 46,656 57,414 0,27054 11760000 Serine/threonine-protein kinase tousled-like 2 RSVPPVARSSPQHSLSNPLPRRVEQPLYGLDUID11992 1;2

Q86UE8 TLK2 S 111 0,284277 2 ___2 0,549932 7,33E-05 112,43 112,43 57,414 0,27054 15127000 Serine/threonine-protein kinase tousled-like 2 PGTSPGRSVPPVARSSPQHSLSNPLPRRVEQUID11991 1;2

Q2KHR3 QSER1 S 1348 0,28417 3 ___2 0,980688 3,58E-14 94,261 94,261 58,515 0,63999 24114000 Glutamine and serine-rich protein 1 DTVAIEGFTDEEDTESGGEGQYRERDEFVVKUID11124 2

Q2KHR3 QSER1 T 1341 0,28417 3 ___2 0,731378 3,58E-14 94,261 94,261 58,515 0,63999 24114000 Glutamine and serine-rich protein 1 DQFAKGQDTVAIEGFTDEEDTESGGEGQYREUID15520 2

Q1ED39 KNOP1 S 42 0,284089 2 ___1 1 5,89E-16 157,42 157,42 157,42 0,26194 14984000 Lysine-rich nucleolar protein 1 TRYSVLNNDDYFADVSPLRATSPSKSVAHGQUID3018 1

Q6VMQ6 ATF7IP S 473 0,283685 2 ___1 0,743166 0,00171642 57,499 47,966 57,499 -0,41162 5229400 Activating transcription factor 7-interacting protein 1 LPIDETNPDLEEKMESSFGSPSKQESSESLPUID3585 1

Q96S55 WRNIP1 S 153 0,283649 2 ___1 0,999957 1,40E-09 139,77 118,22 139,77 -0,1002 106680000 ATPase WRNIP1 GSGKRPAAAAAAGSASPRSWDEAEAQEEEEAUID5058 1

Q9H6F5 CCDC86 S 58 0,283424 3 ___1 1 1,99E-12 141,74 141,74 46,704 0,2795 840840000 Coiled-coil domain-containing protein 86 REPGSPPSVQRAGLGSPERPPKTSPGSPRLQUID5608 1;2;3

Q9UQ35 SRRM2 S 2020 0,283294 3 ___2 1 0,00134918 97,734 78,075 52,693 0,2609 4328400000 Serine/arginine repetitive matrix protein 2 RSRSRTSPVTRRRSRSRTPPAIRRRSRSRTPUID14637 1;2;3

Q9UQ35 SRRM2 T 2022 0,283294 3 ___2 1 0,00134918 97,734 78,075 52,693 0,2609 4328400000 Serine/arginine repetitive matrix protein 2 RSRTSPVTRRRSRSRTPPAIRRRSRSRTPLLUID16037 1;2;3

Q9BRS2 RIOK1 S 21 0,283213 2 ___1 0,538504 3,17E-08 80,293 80,293 70,783 0,044334 237610000 Serine/threonine-protein kinase RIO1 LLMSRVVPGQFDDADSSDSENRDLKTVKEKDUID5248 1

Q8NEF9 SRFBP1 S 203 0,283154 2 ___1 0,998086 1,87E-60 206,66 206,66 206,66 0,057523 204810000 Serum response factor-binding protein 1 IAKMEHGPKAVTIANSPSKPSEKDSVVSLESUID4320 1

Q9UQ35 SRRM2 S 1318 0,282733 3 ___3 1 1,76E-57 209,03 186,55 157,73 -0,20351 783980000 Serine/arginine repetitive matrix protein 2 SSWGGPHFSPEHKELSNSPLRENSFGSPLEFUID22644 2;3

Q9UQ35 SRRM2 S 1329 0,282733 2 ___3 0,999825 1,76E-57 209,03 186,55 208,98 -0,12308 1039000000 Serine/arginine repetitive matrix protein 2 HKELSNSPLRENSFGSPLEFRNSGPLGTEMNUID22647 1;2;3

Q9UQ35 SRRM2 S 2398 0,28271 3 ___1 0,779456 5,07E-16 141,73 109,57 75,968 -0,11497 989640000 Serine/arginine repetitive matrix protein 2 PRVPLSAYERVSGRTSPPLLDRARSRTPPSAUID6572 1

Q8N5H7 SH2D3C S 446 0,282618 2 ___1 0,586275 0,00124156 48,405 30,302 48,405 -0,046713 7273000 SH2 domain-containing protein 3C APSATALPASPVARRSSEPQLCPGSAPKTHGUID4237 1



P62753 RPS6 S 236 0,282435 2 ___2 1 5,26E-31 181,52 181,52 43,635 -0,063302 7442500000 40S ribosomal protein S6 KEKRQEQIAKRRRLSSLRASTSKSESSQK__UID10072 2;3;4

Q7Z417 NUFIP2 S 572 0,281683 2 ___1 0,499999 0,0140621 66,435 54,209 66,435 0,14879 22200000 Nuclear fragile X mental retardation-interacting protein 2EHPVFPKAYELEKRTSPQVLGSILKSGTTSEUID3765 1

Q7Z417 NUFIP2 T 571 0,281683 2 ___1 0,499999 0,0140621 66,435 54,209 66,435 0,14879 22200000 Nuclear fragile X mental retardation-interacting protein 2TEHPVFPKAYELEKRTSPQVLGSILKSGTTSUID7558 1

Q96T88 UHRF1 S 95 0,28155 3 ___2 0,961111 7,07E-05 45,558 43,355 45,558 -0,56742 13031000 E3 ubiquitin-protein ligase UHRF1 PHSTKERDSELSDTDSGCCLGQSESDKSSTHUID13229 2

Q96T88 UHRF1 S 91 0,28155 2 ___2 0,857652 6,33E-18 113,51 102,57 113,51 -0,0028312 41051000 E3 ubiquitin-protein ligase UHRF1 SLVLPHSTKERDSELSDTDSGCCLGQSESDKUID13228 1;2

Q13523 PRPF4B Y 849 0,281477 3 ___1 0,983267 1,92E-30 174,63 174,63 171,06 -0,4802 705870000 Serine/threonine-protein kinase PRP4 homolog DFGSASHVADNDITPYLVSRFYRAPEIIIGKUID8048 1

Q86YP4 GATAD2A S 548 0,281431 2 ___2 0,999088 0,00234472 52,693 48,08 52,693 0,021256 4122200 Transcriptional repressor p66-alpha GSATTPRGVLHTFSPSPKLQNSASATALVSRUID12078 2

Q86YP4 GATAD2A S 546 0,281431 2 ___2 0,906927 0,00234472 52,693 48,08 52,693 0,021256 4122200 Transcriptional repressor p66-alpha SRGSATTPRGVLHTFSPSPKLQNSASATALVUID12077 2

P05387 RPLP2 S 17 0,281154 2 ___1 0,86409 2,27E-07 118,31 118,31 118,31 -0,012971 14994000 60S acidic ribosomal protein P2 RYVASYLLAALGGNSSPSAKDIKKILDSVGIUID822 1

P12270 TPR S 2048 0,280956 3 ___1 0,789297 6,89E-09 79,021 71,217 79,021 -0,10997 20728000 Nucleoprotein TPR DSQNSGEGNTGAAESSFSQEVSREQQPSSASUID958 1

Q9Y6X9 MORC2 S 743 0,280377 3 ___1 1 2,89E-22 169,98 169,98 113,13 -0,43682 333690000 MORC family CW-type zinc finger protein 2 KLSPATPSRKRSVAVSDEEEVEEEAERRKERUID6860 1;2

Q9H2P0 ADNP S 921 0,280125 2 ___1 0,819345 7,82E-05 63,894 52,988 63,894 -0,059491 5860400 Activity-dependent neuroprotector homeobox protein DNPEEHVLKVIPEDASESEEKLDQKEDGSKYUID5521 1

Q9UIG0 BAZ1B S 347 0,279887 2 ___1 0,746839 0,0018749 83,397 27,996 83,397 0,027945 10784000 Tyrosine-protein kinase BAZ1B LNPKLWCHVHLKKSLSGSPLKVKNSKNSKSPUID6200 1

Q9H6F5 CCDC86 S 47 0,279373 2 ___1 0,997991 4,65E-63 209,68 197,83 140,06 0,41255 380760000 Coiled-coil domain-containing protein 86 LVEFESNPEETREPGSPPSVQRAGLGSPERPUID5611 1

Q9UQ35 SRRM2 T 1208 0,279301 3 ___1 0,999976 0,00020345 109,15 109,15 109,15 0,092077 88910000 Serine/arginine repetitive matrix protein 2 QDRPESSLVFKDTLRTPPRERSGAGSSPETKUID7922 1

Q9Y520 PRRC2C T 1265 0,278936 3 ___2 0,560961 0,00531807 45,125 36,766 45,125 -0,22652 12539000 Protein PRRC2C DFEVVPKRRRQRGSETDTDSEIHESASDKDSUID16086 2

Q15276 RABEP1 S 407 0,278903 2 ___1 0,998953 1,80E-22 170,11 170,11 137,61 0,017384 217560000 Rab GTPase-binding effector protein 1 KSDNDMFKDGLRRAQSTDSLGTSGSLQSKALUID2901 1;2

Q8WUU4 ZNF296 S 52 0,278698 2 ___1 1 0,00549136 77,732 51,348 77,732 -0,17528 1500200 Zinc finger protein 296 EPDAQPQQAPRLGPFSPKEVSSAGRFGGEPHUID4510 1

Q12802 AKAP13 S 1600 0,278698 3 ___1 0,521733 5,25E-14 75,893 71,449 75,893 -0,17328 11912000 A-kinase anchor protein 13 RVLGDVVRRPPIHRRSFSLEGLTGGAGVGNKUID2275 1

Q3KQU3 MAP7D1 S 112 0,278698 3 ___3 0,51124 8,11E-05 40,112 33,185 40,112 0,14823 12814000 MAP7 domain-containing protein 1 TPPAMGPRDARPPRRSSQPSPTAVPASDSPPUID19260 3

Q3KQU3 MAP7D1 T 118 0,278698 3 ___3 0,500284 8,11E-05 40,112 33,185 40,112 0,14823 12814000 MAP7 domain-containing protein 1 PRDARPPRRSSQPSPTAVPASDSPPTKQEVKUID23619 3

O60832 DKC1 S 451 0,278447 3 ___1 1 1,14E-34 180,52 180,52 41,475 0,30445 4126500000 H/ACA ribonucleoprotein complex subunit 4 QVVAEAAKTAKRKRESESESDETPPAAPQLIUID451 1;2;3;4

Q53GS9 USP39 S 82 0,278341 3 ___1 1 8,53E-31 184,21 167,44 86,548 -0,075009 658050000 U4/U6.U5 tri-snRNP-associated protein 2 VPFVRVKREREVDEDSEPEREVRAKNGRVDSUID3124 1

Q96T23 RSF1 S 473 0,278203 3 ___1 0,962824 4,74E-05 108,49 108,49 95,814 -0,12271 31705000 Remodeling and spacing factor 1 EPIETKFYETKEESYSPSKDRNIITEGNGTEUID5086 1

Q86X29 LSR S 643 0,277978 2 ___1 1 3,62E-05 96,171 96,171 71,888 0,22762 60791000 Lipolysis-stimulated lipoprotein receptor SQASRERRLKKNLALSRESLVV_________UID3963 1;2

Q9Y6X9 MORC2 S 725 0,277889 3 ___2 0,604328 5,16E-05 75,463 75,463 61,222 -0,34117 128610000 MORC family CW-type zinc finger protein 2 PSPKVIKTPVVKKTESPIKLSPATPSRKRSVUID14958 2;3

Q8ND56 LSM14A S 192 0,277747 3 ___2 0,970429 1,36E-22 155,73 155,73 155,73 -0,20493 125970000 Protein LSM14 homolog A LSQGRSSPQLDPLRKSPTMEQAVQTASAHLPUID12393 1;2

Q13586 STIM1 S 519 0,277747 3 ___1 0,94595 9,04E-06 82,609 78,706 82,609 0,069534 29257000 Stromal interaction molecule 1 TEPQHGLGSQRDLTHSDSESSLHMSDRQRVAUID2570 1

Q8ND56 LSM14A S 182 0,277747 4 ___2 0,531277 3,10E-09 94,692 65,734 56,709 0,034883 559470000 Protein LSM14 homolog A TQDTRSLKTQLSQGRSSPQLDPLRKSPTMEQUID12395 1;2

Q9NY61 AATF S 203 0,277516 3 ___1 0,999909 3,81E-05 50,055 47,047 50,055 -0,32162 10612000 Protein AATF DSQGESEEDRAGDRNSEDDGVVMTFSSVKVSUID5939 1

Q9NQZ2 UTP3 S 37 0,277509 3 ___1 0,676564 0,00050631 53,744 47,636 53,744 -1,6077 5108900 Something about silencing protein 10 PTLTDENGDDLGLPPSPGDTSYYQDQVDDFHUID5783 1

Q9UDY2 TJP2 S 1159 0,277081 3 ___1 0,999966 1,01E-21 148,17 148,17 148,17 0,079776 120900000 Tight junction protein ZO-2 KAPSRPYQDTRGSYGSDAEEEEYRQQLSEHSUID6118 1

Q6PKG0 LARP1 S 847 0,277032 3 ___1 0,666097 1,63E-15 88,842 83,062 88,842 0,077362 59391000 La-related protein 1 VGWVMDSREHRPRTASISSSPSEGTPTVGSYUID3561 1;2

Q66GS9 CEP135 S 439 0,27698 3 ___1 0,940698 0,00075457 61,641 61,641 61,641 -0,10222 24359000 Centrosomal protein of 135 kDa VERMRLEHGIKRRDRSPSRLDTFLKGIEEERUID3386 1

Q14157 UBAP2L S 453 0,276457 3 ___1 0,547503 6,39E-12 124,68 124,68 66,017 0,28738 78542000 Ubiquitin-associated protein 2-like KSPAVATSTAAPPPPSSPLPSKSTSAPQMSPUID2660 1

P11388 TOP2A S 1106 0,276406 2 ___1 1 3,01E-279 353,57 353,57 353,57 0,10433 985470000 DNA topoisomerase 2-alpha KEAQQKVPDEEENEESDNEKETEKSDSVTDSUID934 1

Q9P2K3 RCOR3 S 156 0,276161 4 ___2 0,999999 5,20E-15 87,372 87,372 87,372 -0,42894 77219000 REST corepressor 3 DRQARKLANRHNQGDSDDDVEETHPMDGNDSUID14178 2

Q9P2K3 RCOR3 S 171 0,276161 4 ___2 0,991927 5,20E-15 87,372 87,372 87,372 -0,42894 77219000 REST corepressor 3 SDDDVEETHPMDGNDSDYDPKKEAKKEGNTEUID14179 2

Q6PL18 ATAD2 S 336 0,27608 3 ___2 0,909111 0,00322391 40,179 23,299 40,179 -0,33609 6804500 ATPase family AAA domain-containing protein 2 FYSGPASPARPRYRLSSAGPRSPYCKRMNRRUID11662 2

O14497 ARID1A S 604 0,27608 3 ___1 0,906869 1,56E-06 51,089 51,089 51,089 -0,091368 4965900 AT-rich interactive domain-containing protein 1A QTAYSQQRFPPPQELSQDSFGSQASSAPSMTUID120 1

Q6PL18 ATAD2 S 342 0,27608 3 ___2 0,797107 0,00322391 47,189 30,656 40,179 -0,33609 11191000 ATPase family AAA domain-containing protein 2 SPARPRYRLSSAGPRSPYCKRMNRRRHAIHSUID11663 1;2

Q7Z7G8 VPS13B S 999 0,275365 3 ___2 1 0,00026582 50,397 50,397 50,397 -0,25673 12395000 Vacuolar protein sorting-associated protein 13B VPLVMPVCRRKEDEVSIGSAPLAKQQSYQASUID11949 2

Q7Z7G8 VPS13B S 1002 0,275365 3 ___2 1 0,00026582 50,397 50,397 50,397 -0,25673 12395000 Vacuolar protein sorting-associated protein 13B VMPVCRRKEDEVSIGSAPLAKQQSYQASEYAUID11950 2

Q9UQ35 SRRM2 T 2329 0,27523 2 ___1 1 0,00052792 76,728 76,728 76,728 0,71452 23819000 Serine/arginine repetitive matrix protein 2 SGTPPTAANYPSSSRTPQAPASANLVGPRSAUID7947 1

P49454 CENPF S 1651 0,275051 2 ___1 0,876977 2,78E-05 105,17 46,8 105,17 -0,23764 12933000 Centromere protein F LELEVARLQLQGLDLSSRSLLGIDTEDAIQGUID1683 1

Q9H972 C14orf93 S 285 0,274888 2 ___1 0,703859 0,00470362 50,354 45,653 50,354 -0,13323 2834900 Uncharacterized protein C14orf93 PGSTGELRHSLGLTVSPCRTRGSGQKNSRRKUID5682 1

Q9UQ35 SRRM2 S 1112 0,274749 2 ___3 0,984517 8,28E-07 111,56 106,95 102,5 0,36253 419600000 Serine/arginine repetitive matrix protein 2 GRSRSSSPVTELASRSPIRQDRGEFSASPMLUID22743 2;3;4

Q14181 POLA2 S 141 0,274219 2 ___2 0,999974 1,20E-07 73,405 73,405 73,405 -0,8287 33303000 DNA polymerase alpha subunit B STPETPLTKRSVSTRSPHQLLSPSSFSPSATUID10774 1;2

Q13523 PRPF4B S 431 0,273934 2 ___2 0,999999 3,30E-05 108,7 108,7 108,7 -0,37153 405400000 Serine/threonine-protein kinase PRP4 homolog PRDDILSRRERSKDASPINRWSPTRRRSRSPUID10638 2;3

Q5T200 ZC3H13 S 325 0,273624 2 ___3 0,998343 1,68E-10 102,03 87,055 102,03 0,095941 236060000 Zinc finger CCCH domain-containing protein 13 KRDKPRSTSPAGQHHSPISSRHHSSSSQSGSUID19423 2;3

Q9H4L7 SMARCAD1 S 96 0,273576 3 ___2 0,781149 8,04E-06 48,759 48,759 48,759 0,45286 11574000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1SYFKNQRGIQYIDLSSDSEDVVSPNCSNTVQUID13672 2

Q9H4L7 SMARCAD1 S 98 0,273576 3 ___2 0,781149 8,04E-06 48,759 48,759 48,759 0,45286 11574000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1FKNQRGIQYIDLSSDSEDVVSPNCSNTVQEKUID13673 2

Q13547 HDAC1 S 421 0,273443 3 ___2 1 1,69E-34 183,54 183,54 41,76 -0,10113 4718200000 Histone deacetylase 1 SICSSDKRIACEEEFSDSEEEGEGGRKNSSNUID10657 1;2

Q13547 HDAC1 S 423 0,273443 3 ___2 1 2,37E-34 182,09 182,09 41,76 -0,10113 4521800000 Histone deacetylase 1 CSSDKRIACEEEFSDSEEEGEGGRKNSSNFKUID10658 1;2

Q7Z5K2 WAPAL S 380 0,273169 2 ___1 0,999997 1,08E-06 114,29 114,29 114,29 0,14108 20168000 Wings apart-like protein homolog CLSVCNVTIQDTMERSMDEFTASTPADLGEAUID3811 1

Q9H165 BCL11A S 205 0,273162 2 ___1 0,994583 6,49E-05 96,591 75,291 96,591 0,22924 27653000 B-cell lymphoma/leukemia 11A QNTHGLRIYLESEHGSPLTPRVGIPSGLGAEUID5492 1;2

Q9NYF8 BCLAF1 S 385 0,273037 2 ___1 0,99998 3,15E-51 161,16 146,24 161,16 -3,7851 1042300000 Bcl-2-associated transcription factor 1 RAEGEWEDQEALDYFSDKESGKQKFNDSEGDUID5954 1;2

Q9UQ35 SRRM2 S 864 0,272979 3 ___1 0,562691 2,78E-07 73,405 64,696 73,405 0,37795 11976000 Serine/arginine repetitive matrix protein 2 PPRQGSITSPQANEQSVTPQRRSCFESSPDPUID6495 1

P30443 HLA-A S 352 0,272873 3 ___2 0,985297 8,90E-22 137,36 137,36 115,05 -0,37618 550710000 HLA class I histocompatibility antigen, A-1 alpha chain;HLA class I histocompatibility antigen, A-3 alpha chain;HLA class I histocompatibility antigen, A-30 alpha chain;HLA class I histocompatibility antigen, A-36 alpha chain;HLA class I histocompatibility antigen, A-11 alpha chainSDRKGGSYTQAASSDSAQGSDVSLTACKV__UID8894 1;2;3

O94986 CEP152 S 1461 0,272739 3 ___1 1 3,49E-07 89,462 85,743 84,689 -0,24779 38898000 Centrosomal protein of 152 kDa GDGSCKHLNSLPRNVSPEFVPCEGEGGFGLHUID674 1

Q14152 EIF3A S 584 0,27262 2 ___1 1 0,00153511 115,7 56,349 115,7 0,21619 14328000 Eukaryotic translation initiation factor 3 subunit A LARRQTIEERKERLESLNIQREKEELEQREAUID2643 1

Q5T3I0 GPATCH4 S 128 0,27262 3 ___1 0,529427 3,05E-06 49,944 49,944 49,944 -0,39992 27545000 G patch domain-containing protein 4 ATLTSGGEKPNKDLESCSDDDNQGSKSPKILUID3249 1

Q5JTH9 RRP12 S 1080 0,272589 2 ___1 1 1,81E-63 216,3 216,3 214,66 0,12867 79837000 RRP12-like protein PAQGKGDSIEEILADSEDEEDNEEEERSRGKUID3178 1

Q99856 ARID3A S 88 0,272418 3 ___2 1 5,92E-29 143,06 136,98 143,06 -0,015625 201200000 AT-rich interactive domain-containing protein 3A GHPASPGGSEDGPPGSEEEDAAREGTPGSPGUID13290 2;3

Q99733 NAP1L4 S 12 0,271904 2 ___1 0,903542 6,52E-07 101,39 101,39 101,39 0,15625 66512000 Nucleosome assembly protein 1-like 4 ____MADHSFSDGVPSDSVEAAKNASNTEKLUID5186 1;2

Q9UQ35 SRRM2 S 2412 0,271665 2 ___2 0,766311 0,00047338 86,539 76,586 86,539 -0,28132 111980000 Serine/arginine repetitive matrix protein 2 TSPPLLDRARSRTPPSAPSQSRMTSERAPSPUID14542 2

Q9H8G2 CAAP1 S 311 0,271665 2 ___1 0,5 1,44E-05 91,355 91,355 91,355 0,79121 8839700 Caspase activity and apoptosis inhibitor 1 KDIEKSVNEILGLAESSPNEPKAATLAVPPPUID5676 1

Q13905 RAPGEF1 T 310 0,27163 2 ___1 0,563796 0,00198783 71,349 59,859 71,349 0,29824 16155000 Rap guanine nucleotide exchange factor 1 PSPTRVAVVAPMSRATSGSSLPVGINRQDFDUID7346 1

P19338 NCL S 41 0,271582 3 ___3 1 4,90E-09 58,421 58,421 47,989 -0,16916 1106800000 Nucleolin EDSEDEEMSEDEEDDSSGEEVVIPQKKGKKAUID17302 3;4

Q9UQ35 SRRM2 S 2118 0,271426 3 ___2 0,909515 3,56E-05 98,132 98,132 98,132 -0,34728 53963000 Serine/arginine repetitive matrix protein 2 RTPPVALNSSRMSCFSRPSMSPTPLDRCRSPUID14585 2

Q9NRL2 BAZ1A S 1546 0,271306 3 ___1 0,499965 5,37E-06 52,784 52,784 52,784 0,04728 3639900 Bromodomain adjacent to zinc finger domain protein 1AQKLGLHVTPSNVDQVSTPPAAKKSRI_____UID5810 1

Q9NRL2 BAZ1A T 1547 0,271306 3 ___1 0,499965 5,37E-06 52,784 52,784 52,784 0,04728 3639900 Bromodomain adjacent to zinc finger domain protein 1AKLGLHVTPSNVDQVSTPPAAKKSRI______UID7834 1

Q9UQ35 SRRM2 S 508 0,271007 2 ___2 1 0,00214298 85,622 53,864 56,916 -0,032373 189520000 Serine/arginine repetitive matrix protein 2 GRSRSRTPTKRGHSRSRSPQWRRSRSAQRWGUID14561 2;3

Q9UQ35 SRRM2 S 510 0,271007 2 ___2 1 0,00214298 85,622 53,864 56,916 -0,032373 189520000 Serine/arginine repetitive matrix protein 2 SRSRTPTKRGHSRSRSPQWRRSRSAQRWGRSUID14562 2;3

Q9HC35 EML4 S 146 0,270981 2 ___1 0,999947 1,17E-06 89,466 75,309 89,466 -0,2171 113200000 Echinoderm microtubule-associated protein-like 4 ESHSNDQSPQIRASPSPQPSSQPLQIHRQTPUID5713 1;2

O00505 KPNA3 S 60 0,270968 2 ___1 1 7,83E-25 168,69 156,77 165,9 0,026308 762490000 Importin subunit alpha-4 LLKKRNVPQEESLEDSDVDADFKAQNVTLEAUID91 1

Q96JM3 CHAMP1 S 297 0,270939 3 ___3 0,999991 1,21E-06 66,479 43,592 66,479 -0,095444 62001000 Chromosome alignment-maintaining phosphoprotein 1SPSESPEPWKPFPAVSPEPRRPAPAVSPGSWUID21141 2;3

Q96JM3 CHAMP1 S 282 0,270939 3 ___3 0,980622 3,94E-10 90,37 84,884 85,982 0,084079 162190000 Chromosome alignment-maintaining phosphoprotein 1SRKSARTTSPEPRKPSPSESPEPWKPFPAVSUID21138 2;3

Q96JM3 CHAMP1 S 286 0,270939 3 ___3 0,94713 3,94E-10 90,37 84,884 84,948 0,44095 153940000 Chromosome alignment-maintaining phosphoprotein 1ARTTSPEPRKPSPSESPEPWKPFPAVSPEPRUID21140 2;3

Q96JM3 CHAMP1 S 284 0,270939 3 ___3 0,706241 4,55E-10 85,982 80,078 51,025 -0,084573 66052000 Chromosome alignment-maintaining phosphoprotein 1KSARTTSPEPRKPSPSESPEPWKPFPAVSPEUID21139 2;3

P41212 ETV6 S 22 0,270828 3 ___2 0,952466 3,05E-14 96,748 96,748 92,991 0,2881 118870000 Transcription factor ETV6 QCSIKQERISYTPPESPVPSYASSTPLHVPVUID9560 2

P41212 ETV6 T 18 0,270828 3 ___2 0,793564 3,05E-14 96,748 96,748 92,991 0,2881 118870000 Transcription factor ETV6 ETPAQCSIKQERISYTPPESPVPSYASSTPLUID15221 2

Q9P1Y6 PHRF1 S 1124 0,270708 2 ___1 0,984101 0,00135258 79,201 66,575 79,201 -0,2655 23161000 PHD and RING finger domain-containing protein 1 KKKRRSASRPRGRECSPTSSLERLCRHKHQRUID6034 1

Q13480 GAB1 S 381 0,270708 2 ___1 0,742308 0,00045173 48,907 39,653 48,907 0,32842 4138400 GRB2-associated-binding protein 1 ASDTDSSYCIPTAGMSPSRSNTISTVDLNKLUID2530 1

Q6PKG0 LARP1 T 785 0,270641 3 ___3 1 0,00018509 80,116 61,585 41,088 0,050053 858310000 La-related protein 1 TVPESPNYRNTRTPRTPRTPQLKDSSQTSRFUID23708 2;3

Q6PKG0 LARP1 T 788 0,270641 3 ___3 1 2,14E-05 99,566 99,566 41,088 0,050053 850600000 La-related protein 1 ESPNYRNTRTPRTPRTPQLKDSSQTSRFYPVUID23709 2;3

Q6PKG0 LARP1 T 782 0,270641 3 ___3 1 2,14E-05 99,566 99,566 41,088 0,050053 398020000 La-related protein 1 LPTTVPESPNYRNTRTPRTPRTPQLKDSSQTUID23710 2;3

Q9ULU4 ZMYND8 S 547 0,27017 2 ___1 0,999936 6,75E-07 73,464 73,464 73,464 0,37576 41614000 Protein kinase C-binding protein 1 LSESVQQQSTPVPLISPKRQIRSRFQLNLDKUID6337 1

Q9UQ35 SRRM2 S 1110 0,27017 3 ___3 0,656244 9,34E-07 111,11 111,11 88,239 0,045045 1073000000 Serine/arginine repetitive matrix protein 2 KGGRSRSSSPVTELASRSPIRQDRGEFSASPUID22742 2;3

P49736 MCM2 T 106 0,27011 3 ___1 0,522308 5,82E-06 41,868 35,208 41,868 0,050017 27420000 DNA replication licensing factor MCM2 EAEGLALDDEDVEELTASQREAAERAMRQRDUID7172 1

P78316 NOP14 S 96 0,27001 2 ___1 0,999999 9,82E-39 193,11 168,27 193,11 -0,15417 105770000 Nucleolar protein 14 NVFRDKRFGEYNSNMSPEEKMMKRFALEQQRUID2011 1

O75376 NCOR1 S 1977 0,269863 3 ___2 0,997624 3,70E-11 79,016 79,016 79,016 0,094968 36956000 Nuclear receptor corepressor 1 SSHRYETPSDAIEVISPASSPAPPQEKLQTYUID8638 2

O75376 NCOR1 S 1981 0,269863 3 ___2 0,67101 3,70E-11 79,016 79,016 69,439 0,15203 36956000 Nuclear receptor corepressor 1 YETPSDAIEVISPASSPAPPQEKLQTYQPEVUID8639 2

Q63ZY6 NSUN5P2 S 260 0,269825 2 ___2 0,999432 0,00025104 68,329 44,428 60,555 0,26582 163150000 Putative methyltransferase NSUN5C TSASQAKASAPERTPSPAPKRKKRAKSCSRCUID11472 2

Q9UQ35 SRRM2 S 950 0,269644 2 ___3 0,999985 2,40E-05 107,62 107,62 86,497 0,20487 1017200000 Serine/arginine repetitive matrix protein 2 SPSPSRVTSRTTPRRSRSVSPCSNVESRLLPUID22697 2;3

Q7Z589 EMSY S 238 0,269632 2 ___1 0,796653 0,00318186 56,951 39,143 56,951 -0,13946 2835400 Protein EMSY AVVPVSKTITVPVSGSPKMSNIMQSIANSLPUID3798 1

Q9H3Z4 DNAJC5 S 10 0,269553 2 ___1 0,999435 5,74E-163 298,69 298,69 298,69 -0,015773 355250000 DnaJ homolog subfamily C member 5 ______MADQRQRSLSTSGESLYHVLGLDKNUID5544 1

Q9UQ35 SRRM2 S 1103 0,269448 2 ___3 0,999193 3,46E-21 168,93 142,87 168,93 0,15239 1977700000 Serine/arginine repetitive matrix protein 2 SKSQTSPKGGRSRSSSPVTELASRSPIRQDRUID22741 1;2;3;4

O60343 TBC1D4 S 754 0,269435 2 ___2 0,985722 3,10E-13 142,58 130,41 142,58 -0,50632 49672000 TBC1 domain family member 4 ESSDGEGRKRTSSTCSNESLSVGGTSVTPRRUID8516 2

Q9UPP1 PHF8 T 705 0,269392 3 ___2 0,677681 1,59E-05 52,329 52,329 51,963 0,2154 9953500 Histone lysine demethylase PHF8 VREPGEVEFDIEEDYTTDEDMVEGVEGKLGNUID16007 2

Q9UPP1 PHF8 T 706 0,269392 3 ___2 0,677681 1,59E-05 52,329 52,329 51,963 0,2154 9953500 Histone lysine demethylase PHF8 REPGEVEFDIEEDYTTDEDMVEGVEGKLGNGUID16008 2

Q14690 PDCD11 S 1498 0,269273 3 ___1 0,92439 0,00010768 48,824 48,824 48,824 -0,11781 6871700 Protein RRP5 homolog VSKKPKKAGLSEEDDSLVDVYYREGKEEAEEUID2764 1

P24534 EEF1B2 S 90 0,268794 3 ___2 0,642912 3,77E-43 126,19 126,19 126,19 -0,032554 58477000 Elongation factor 1-beta ALGKYGPADVEDTTGSGATDSKDDDDIDLFGUID9299 2

Q5UIP0 RIF1 T 1806 0,268662 2 ___1 0,98254 0,00749696 55,815 40,614 55,815 -0,32805 8536200 Telomere-associated protein RIF1 HHSVNFHLGLKEDNDTINDSLIVSETKSKENUID7468 1

Q8IY67 RAVER1 S 14 0,268592 2 ___1 0,999999 3,33E-22 166,59 158,28 166,59 -0,00064333 839770000 Ribonucleoprotein PTB-binding 1 __MAADVSVTHRPPLSPKSGAEVEAGDAAERUID4100 1;2

P05388 RPLP0;RPLP0P6 S 304 0,268472 3 ___2 1 2,56E-08 104,61 99,895 55,526 -0,17798 1991700000 60S acidic ribosomal protein P0;60S acidic ribosomal protein P0-likePAAAAAPAKVEAKEESEESDEDMGFGLFD__UID8920 1;2

P05388 RPLP0;RPLP0P6 S 307 0,268472 3 ___2 1 2,56E-08 100,21 90,925 55,526 -0,17798 2072600000 60S acidic ribosomal protein P0;60S acidic ribosomal protein P0-likeAAAPAKVEAKEESEESDEDMGFGLFD_____UID8921 1;2

Q9BRZ2 TRIM56 S 475 0,268472 3 ___2 0,999885 4,09E-05 49,445 32,939 42,106 0,19351 48129000 E3 ubiquitin-protein ligase TRIM56 KKKFKGRLKSISREPSPALGPNLDGSGLLPRUID13351 2;3

Q9BRZ2 TRIM56 S 471 0,268472 3 ___2 0,999882 4,09E-05 49,445 32,939 42,106 0,19351 48129000 E3 ubiquitin-protein ligase TRIM56 RPNKKKKFKGRLKSISREPSPALGPNLDGSGUID13350 2;3

P18858 LIG1 S 66 0,268429 3 ___2 1 9,79E-102 251 251 100,85 -0,34906 435180000 DNA ligase 1 SPVKRPGRKAARVLGSEGEEEDEALSPAKGQUID9193 1;2

P18858 LIG1 S 76 0,268429 3 ___2 1 2,24E-120 266,28 266,28 100,85 -0,34906 539850000 DNA ligase 1 ARVLGSEGEEEDEALSPAKGQKPALDCSQVSUID9194 1;2

Q15052 ARHGEF6 S 640 0,268057 2 ___1 1 9,26E-07 144,92 144,92 142,04 0,068388 291750000 Rho guanine nucleotide exchange factor 6 TMKKFLHKRKTERKPSEEEYVIRKSTAALEEUID2871 1

P22234 PAICS S 27 0,267866 2 ___1 1 9,12E-51 215,93 215,93 184,87 0,089983 196370000 Multifunctional protein ADE2;Phosphoribosylaminoimidazole-succinocarboxamide synthase;Phosphoribosylaminoimidazole carboxylaseKLYEGKTKEVYELLDSPGKVLLQSKDQITAGUID1167 1

P45973 CBX5 S 14 0,267851 2 ___1 0,991807 1,69E-22 163,8 138,37 65,563 0,018641 124370000 Chromobox protein homolog 5 __MGKKTKRTADSSSSEDEEEYVVEKVLDRRUID1543 1;2;4

Q5W0B1 RNF219 S 210 0,267834 3 ___1 1 5,96E-10 145,7 145,7 128,95 0,083352 66605000 RING finger protein 219 LVRENLRLKAEVDNRSPQKFGRFAVAALQSKUID3367 1

Q14676 MDC1 S 168 0,267735 2 ___1 1 4,13E-68 222,45 222,45 211,49 0,14826 288940000 Mediator of DNA damage checkpoint protein 1 VQGETQPQRLLLAEDSEEEVDFLSERRMVKKUID2727 1

Q9P2I0 CPSF2 S 419 0,267269 2 ___3 1 1,60E-22 155,43 155,43 155,43 0,16594 343210000 Cleavage and polyadenylation specificity factor subunit 2EAAKKLEQSKEADIDSSDESDIEEDIDQPSAUID22272 2;3

Q9P2I0 CPSF2 S 420 0,267269 2 ___3 1 1,60E-22 155,43 155,43 155,43 0,16594 343210000 Cleavage and polyadenylation specificity factor subunit 2AAKKLEQSKEADIDSSDESDIEEDIDQPSAHUID22273 2;3

Q9P2I0 CPSF2 S 423 0,267269 2 ___3 1 1,60E-22 155,43 155,43 155,43 0,16594 343210000 Cleavage and polyadenylation specificity factor subunit 2KLEQSKEADIDSSDESDIEEDIDQPSAHKTKUID22274 2;3

Q13523 PRPF4B S 580 0,26712 3 ___2 0,979514 0,00104726 58,671 50,158 51,495 -0,062035 22597000 Serine/threonine-protein kinase PRP4 homolog SEPSSPQSSTRTRSPSPDDILERVAADVKEYUID10648 2

Q13523 PRPF4B S 578 0,26712 3 ___2 0,911264 0,00104726 58,671 50,158 58,671 -0,07921 22597000 Serine/threonine-protein kinase PRP4 homolog VPSEPSSPQSSTRTRSPSPDDILERVAADVKUID10647 2

Q86YV5 SGK223 S 782 0,266996 3 ___1 0,790819 1,33E-09 72,935 68,318 72,935 0,056824 9473500 Tyrosine-protein kinase SgK223 SRTCSDGGPSSELAHSPTNSGKKLFAPVPFPUID4024 1

Q6P0N0 MIS18BP1 S 365 0,266952 2 ___1 0,998551 0,0024192 79,659 68,126 79,659 -0,35873 12749000 Mis18-binding protein 1 HITIPRRSKRNISKLSPPRIFQTVTNGLKKNUID3500 1

P11912 CD79A S 215 0,266872 2 ___1 1 6,20E-22 153,25 153,25 148,38 -0,47778 793480000 B-cell antigen receptor complex-associated protein alpha chainEDISRGLQGTYQDVGSLNIGDVQLEKP____UID954 1

Q9NTZ6 RBM12 S 424 0,266842 3 ___2 1 1,01E-05 102,66 102,66 100,97 -0,13777 754680000 RNA-binding protein 12 PRSKSPSGQKRSRSRSPHEAGFCVYLKGLPFUID13957 1;2;3

P49790 NUP153 S 209 0,266397 2 ___2 0,999999 0,0002541 67,234 55,795 62,055 -0,32266 12963000 Nuclear pore complex protein Nup153 KDITVSKNTSLPPLWSPEAERSHSLSQHTATUID9827 1;2

P49790 NUP153 S 203 0,266397 2 ___2 0,887939 0,0002541 84,753 84,753 84,753 0,84564 16422000 Nuclear pore complex protein Nup153 SSRASDKDITVSKNTSLPPLWSPEAERSHSLUID9826 1;2

P11717 IGF2R S 2409 0,266375 2 ___1 0,999825 3,63E-18 147,9 147,9 147,9 0,065616 284860000 Cation-independent mannose-6-phosphate receptor KSVKALSSLHGDDQDSEDEVLTIPEVKVHSGUID951 1;2

Q9NYF8 BCLAF1 S 397 0,26635 2 ___2 1 5,52E-185 307,03 302,05 192,96 0,18245 600770000 Bcl-2-associated transcription factor 1 DYFSDKESGKQKFNDSEGDDTEETEDYRQFRUID14056 1;2

Q9NYF8 BCLAF1 T 402 0,26635 2 ___2 0,99974 5,95E-41 192,96 187,35 192,96 0,18245 89711000 Bcl-2-associated transcription factor 1 KESGKQKFNDSEGDDTEETEDYRQFRKSVLAUID15944 1;2

Q96EB6 SIRT1 S 47 0,266157 2 ___1 1 0,00806461 41,996 28,406 41,996 0,17052 72856000 NAD-dependent protein deacetylase sirtuin-1;SirtT1 75 kDa fragmentPLRKRPRRDGPGLERSPGEPGGAAPEREVPAUID4851 1

Q13283 G3BP1 S 149 0,266108 3 ___1 1 2,16E-45 181,56 181,56 181,56 0,031129 847230000 Ras GTPase-activating protein-binding protein 1 QDEVFGGFVTEPQEESEEEVEEPEERQQTPEUID2451 1

Q14978 NOLC1 T 607 0,266004 2 ___2 1 0,00017591 99,283 83,901 59,116 0,051396 461320000 Nucleolar and coiled-body phosphoprotein 1 AKEAETPQAKKIKLQTPNTFPKRKKGEKRASUID15475 2

Q14978 NOLC1 T 610 0,266004 2 ___2 1 0,00017591 99,283 83,901 59,116 0,051396 461320000 Nucleolar and coiled-body phosphoprotein 1 AETPQAKKIKLQTPNTFPKRKKGEKRASSPFUID15476 2

Q6PKG0 LARP1 S 548 0,265921 2 ___1 0,99428 1,06E-17 156,57 156,57 142,32 -0,048232 449210000 La-related protein 1 EEVSNLKTLPKGLSASLPDLDSENWIEVKKRUID3553 1

Q99700 ATXN2 S 889 0,265917 2 ___1 0,595099 1,94E-05 51,888 43,583 51,888 -0,14135 3425000 Ataxin-2 HKRGPEVTSQGVQTSSPACKQEKDDKEEKKDUID5182 1

O75122 CLASP2 S 326 0,265797 2 ___1 0,541728 5,40E-15 148,18 132,31 148,18 0,42921 112310000 CLIP-associating protein 2 SGSVASLPQSDRSSSSSQESLNRPFSSKWSTUID499 1

Q9NQZ2 UTP3 S 368 0,265623 3 ___2 0,999996 1,26E-49 194,27 194,27 113,8 -0,24282 991350000 Something about silencing protein 10 KTSAAACAVTDLSDDSDFDEKAKLKYYKEIEUID13882 2;3

P35658 NUP214 S 666 0,265437 2 ___2 0,959593 0,00669799 53,453 39,774 53,453 0,44926 6700000 Nuclear pore complex protein Nup214 SAQGSSSPVPSMVQKSPRITPPAAKPGSPQAUID9484 2

Q9Y2D8 SSX2IP S 312 0,265299 3 ___1 0,968308 1,15E-06 55,587 55,587 55,587 0,38542 6595700 Afadin- and alpha-actinin-binding protein KKPRERVDDSTGTVISDVEEDAGELSRESMWUID6607 1

P42695 NCAPD3 S 1384 0,265077 2 ___1 0,849173 1,23E-05 80,706 80,706 80,706 0,15318 7874400 Condensin-2 complex subunit D3 RSRSLGVLPFTLNSGSPEKTCSQVSSYSLEQUID1517 1

O94776 MTA2 S 435 0,265013 3 ___1 0,968373 3,93E-08 80,83 80,83 80,83 -0,1862 26042000 Metastasis-associated protein MTA2 PHSRGHLSRPEAQSLSPYTTSANRAKLLAKNUID625 1

Q96RT1 ERBB2IP S 598 0,264957 3 ___3 1 3,10E-06 59,248 51,971 53,059 0,019735 35779000 Protein LAP2 ENLKHIVNHDDVFEESEELSSDEEMKMAEMRUID21241 2;3

Q96RT1 ERBB2IP S 602 0,264957 3 ___3 1 2,67E-10 82,36 82,36 53,059 0,019735 199230000 Protein LAP2 HIVNHDDVFEESEELSSDEEMKMAEMRPPLIUID21242 2;3

Q96RT1 ERBB2IP S 603 0,264957 3 ___3 1 2,67E-10 82,36 82,36 53,059 0,019735 199230000 Protein LAP2 IVNHDDVFEESEELSSDEEMKMAEMRPPLIEUID21243 2;3

Q99590 SCAF11 S 338 0,264957 3 ___1 0,563716 7,46E-11 63,761 59,445 63,761 0,44298 12210000 Protein SCAF11 STRNTRAETASQSQRSPISDNSGCDAPGNSNUID5149 1

Q8IY81 FTSJ3 S 688 0,264937 2 ___1 1 0,0004893 113,93 113,93 113,93 0,0063774 17145000 pre-rRNA processing protein FTSJ3 VIASSKKAKRDLIDNSFNRYTFNEDEGELPEUID4106 1

Q9UQ35 SRRM2 S 876 0,264893 2 ___1 1 1,29E-12 150,49 150,49 110,8 0,0020949 558120000 Serine/arginine repetitive matrix protein 2 NEQSVTPQRRSCFESSPDPELKSRTPSRHSCUID6512 1;2

Q9NYF8 BCLAF1 S 285 0,264877 2 ___2 0,998461 5,13E-15 152,25 152,25 152,25 -0,28767 6519600000 Bcl-2-associated transcription factor 1 ERSGSGSVGNGSSRYSPSQNSPIHHIPSRRSUID14065 1;2

Q96DU3 SLAMF6 S 278 0,264476 3 ___1 0,802097 1,23E-10 111,2 111,2 111,2 0,22512 21305000 SLAM family member 6 QGPAESARNLEYVSVSPTNNTVYASVTHSNRUID4835 1

Q9Y6D6 ARFGEF1 S 52 0,264006 4 ___1 0,961549 2,59E-07 60,797 60,797 57,746 -0,17092 49134000 Brefeldin A-inhibited guanine nucleotide-exchange protein 1CEVALEEIKAETEKQSPPHGEAKAGSSTLPPUID6821 1

O94804 STK10 S 454 0,263924 2 ___2 0,964607 1,06E-17 155,49 130,17 155,49 0,341 151660000 Serine/threonine-protein kinase 10 PAANRSQKASQSRPNSSALETLGGEKLANGSUID8728 1;2

O00148 DDX39A;DDX39BS 40 0,263756 2 ___1 0,989189 0,00185348 56,951 47,737 56,951 0,16722 3529800 ATP-dependent RNA helicase DDX39A;Spliceosome RNA helicase DDX39BGAEAPAKKDVKGSYVSIHSSGFRDFLLKPEL;STPAPPKKDIKGSYVSIHSSGFRDFLLKPELUID63 1

P52701 MSH6 S 256 0,263613 3 ___3 0,999865 0,00010558 43,622 43,622 43,622 0,049502 22120000 DNA mismatch repair protein Msh6 SSRQIKKRRVISDSESDIGGSDVEFKPDTKEUID18049 4

P52701 MSH6 S 252 0,263613 3 ___3 0,999849 0,00010558 43,622 43,622 43,622 0,049502 22120000 DNA mismatch repair protein Msh6 GSRRSSRQIKKRRVISDSESDIGGSDVEFKPUID18047 4

P52701 MSH6 S 254 0,263613 3 ___3 0,999751 0,00010558 43,622 43,622 43,622 0,049502 22120000 DNA mismatch repair protein Msh6 RRSSRQIKKRRVISDSESDIGGSDVEFKPDTUID18048 4

P52701 MSH6 S 261 0,263613 3 ___3 0,999024 0,00010558 43,622 43,622 43,622 0,049502 22120000 DNA mismatch repair protein Msh6 KKRRVISDSESDIGGSDVEFKPDTKEEGSSDUID18050 4

Q7RTP6 MICAL3 S 649 0,263565 2 ___1 0,997974 0,0195035 53,597 33,115 50,353 0,19944 4808800 Protein-methionine sulfoxide oxidase MICAL3 DLNAEEKAVLIASTRSPISFLSKLGQTISRKUID3717 1

Q03188 CENPC S 610 0,262914 3 ___2 0,577659 5,68E-06 40,129 40,129 40,129 -0,027206 8461500 Centromere protein C LNAEGSGGIVGHDEISRCSLSEPLESDEADLUID10252 2

Q03188 CENPC S 613 0,262914 3 ___2 0,577659 5,68E-06 40,129 40,129 40,129 -0,027206 8461500 Centromere protein C EGSGGIVGHDEISRCSLSEPLESDEADLAKKUID10253 2

Q03188 CENPC S 615 0,262914 3 ___2 0,577659 5,68E-06 40,129 40,129 40,129 -0,027206 8461500 Centromere protein C SGGIVGHDEISRCSLSEPLESDEADLAKKKNUID10254 2

P19484 TFEB S 466 0,262674 2 ___2 0,960734 4,84E-05 100,22 86,016 46,481 0,030136 21734000 Transcription factor EB LSTMSPEASKASSRRSSFSMEEGDVL_____UID9216 1;2

Q9NQW6 ANLN S 323 0,262545 2 ___1 0,999879 0,0304954 61,78 22,475 61,78 -0,42089 24816000 Actin-binding protein anillin SCEGQNPELLPKTPISPLKTGVSKPIVKSTLUID5781 1

Q9BQG0 MYBBP1A S 1163 0,262485 2 ___1 0,990993 1,45E-12 149,02 123,21 135,21 0,13763 357090000 Myb-binding protein 1A KLEKKDAKEIPSATQSPISKKRKKKGFLPETUID5219 1

Q32MZ4 LRRFIP1 S 714 0,261885 2 ___1 0,936726 6,35E-29 177,21 153,53 177,21 0,19346 169170000 Leucine-rich repeat flightless-interacting protein 1 GVAKDNAKIDGATQSSPAEPKSEDADRCTLPUID3053 1

Q9UEY8 ADD3 S 677 0,261832 2 ___2 0,964864 1,72E-09 73,072 73,072 60,528 0,30698 79609000 Gamma-adducin IKSPEKIEEVLSPEGSPSKSPSKKKKKFRTPUID14227 2;3

Q9UQ35 SRRM2 S 1099 0,26164 2 ___3 0,997886 3,46E-21 168,93 142,87 168,93 0,15239 420350000 Serine/arginine repetitive matrix protein 2 PSLQSKSQTSPKGGRSRSSSPVTELASRSPIUID22738 2;3;4

P62753 RPS6 T 241 0,261471 3 ___3 0,694987 0,00047929 95,751 95,751 40,941 -0,23955 506630000 40S ribosomal protein S6 EQIAKRRRLSSLRASTSKSESSQK_______UID23419 2;3

Q6NZY4 ZCCHC8 S 601 0,26111 2 ___1 0,575586 1,09E-07 83,087 74,593 83,087 -0,035958 5618200 Zinc finger CCHC domain-containing protein 8 IFTKKSEAGHASSPDSEVTSLCQKEKAELAPUID3494 1

P51116 FXR2 S 601 0,26104 3 ___1 0,999711 7,86E-10 130,83 130,83 109,68 0,1259 479420000 Fragile X mental retardation syndrome-related protein 2NRSRRRRNRGNRTDGSISGDRQPVTVADYISUID1801 1;2

P11388 TOP2A S 1377 0,261014 2 ___1 1 3,02E-10 117,21 117,21 65,895 -0,096531 293240000 DNA topoisomerase 2-alpha PKLSNKELKPQKSVVSDLEADDVKGSVPLSSUID947 1;2

Q96C19 EFHD2 S 76 0,260686 3 ___1 0,58502 2,96E-06 82,635 82,635 82,635 0,023751 46492000 EF-hand domain-containing protein D2 RRADLNQGIGEPQSPSRRVFNPYTEFKEFSRUID4790 1

Q9NYF8 BCLAF1 S 290 0,260567 3 ___2 0,999931 5,13E-15 152,25 152,25 114,88 -0,14075 6506000000 Bcl-2-associated transcription factor 1 GSVGNGSSRYSPSQNSPIHHIPSRRSPAKTIUID14067 1;2



Q8WXI9 GATAD2B S 129 0,260508 3 ___2 0,999998 8,25E-10 106,44 102,95 104,97 0,3475 159770000 Transcriptional repressor p66-beta PERGRLTPSPDIIVLSDNEASSPRSSSRMEEUID12658 1;2;3;4

Q8WXI9 GATAD2B S 134 0,260508 3 ___2 0,597832 5,56E-07 87,676 87,676 55,366 0,31354 29115000 Transcriptional repressor p66-beta LTPSPDIIVLSDNEASSPRSSSRMEERLKAAUID12659 1;2;3

P42345 MTOR S 2448 0,260267 4 ___2 0,607973 1,65E-07 54,505 48,277 54,505 0,41635 10260000 Serine/threonine-protein kinase mTOR DTNTKGNKRSRTRTDSYSAGQSVEILDGVELUID9591 2

P30443 HLA-A S 356 0,260036 3 ___2 0,999691 2,15E-55 171,58 153,88 137,36 -0,096761 1239900000 HLA class I histocompatibility antigen, A-1 alpha chain;HLA class I histocompatibility antigen, A-3 alpha chain;HLA class I histocompatibility antigen, A-30 alpha chain;HLA class I histocompatibility antigen, A-36 alpha chain;HLA class I histocompatibility antigen, A-11 alpha chainGGSYTQAASSDSAQGSDVSLTACKV______UID8895 1;2;3

Q12802 AKAP13 S 1642 0,26002 2 ___2 0,999982 1,08E-05 95,015 89,408 91,457 0,67896 15732000 A-kinase anchor protein 13 AEELRHPFSGEERVDSLVSLSEEDLESDQREUID10378 2

Q96RS0 TGS1 S 412 0,259905 3 ___2 0,975961 0,00012294 52,268 52,268 52,268 -0,059357 11123000 Trimethylguanosine synthase TSKDRPHASGTDGDESEEDPPEHKPSKLKRSUID13142

Q96RS0 TGS1 T 407 0,259905 3 ___2 0,810656 0,00012294 52,268 52,268 52,268 -0,059357 11123000 Trimethylguanosine synthase SSGANTSKDRPHASGTDGDESEEDPPEHKPSUID15825

Q9NS91 RAD18 S 99 0,259819 2 ___1 1 5,81E-10 120,87 120,87 120,87 -0,12231 60673000 E3 ubiquitin-protein ligase RAD18 SLNFARNHLLQFALESPAKSPASSSSKNLAVUID5830 1;2

Q63ZY6 NSUN5P2 T 258 0,259784 2 ___2 0,94928 0,00025104 68,329 44,428 60,555 0,26582 163150000 Putative methyltransferase NSUN5C MPTSASQAKASAPERTPSPAPKRKKRAKSCSUID15576 2

P24534 EEF1B2 S 106 0,259273 3 ___1 0,999998 4,00E-133 234,88 234,88 177,22 0,16309 1,6389E+10 Elongation factor 1-beta GATDSKDDDDIDLFGSDDEEESEEAKRLREEUID1200 1;2

P24534 EEF1B2 S 106 0,258895 3 ___2 0,999998 4,00E-133 234,88 234,88 177,22 0,16309 1,6389E+10 Elongation factor 1-beta GATDSKDDDDIDLFGSDDEEESEEAKRLREEUID9297 1;2

Q9H4Z3 PCIF1 S 30 0,25882 3 ___2 0,994734 1,34E-10 69,398 62,628 69,398 -0,042129 30903000 Phosphorylated CTD-interacting factor 1 LLSHSPGTSNQSQPCSPKPIRLVQDLPEELVUID13690 1;2

Q9H4Z3 PCIF1 S 14 0,25882 3 ___2 0,578934 3,90E-07 57,076 49,179 57,076 -0,22343 19782000 Phosphorylated CTD-interacting factor 1 __MANENHGSPREEASLLSHSPGTSNQSQPCUID13685 2

Q14677 CLINT1 Y 293 0,25882 4 ___2 0,525191 7,06E-06 43,686 43,686 43,686 0,19534 18520000 Clathrin interactor 1 TANPSKTIDLGAAAHYTGDKASPDQNASTHTUID16152 2

Q9UQ35 SRRM2 S 1073 0,2587 3 ___3 0,891035 9,11E-05 48,773 45,845 48,773 -0,15984 258350000 Serine/arginine repetitive matrix protein 2 KGQSQTSPDHRSDTSSPEVRQSHSESPSLQSUID22664 4

Q9P246 STIM2 S 621 0,258639 3 ___2 0,984082 5,52E-06 72,805 68 72,805 -0,069633 9104300 Stromal interaction molecule 2 RKQSPPLSLEIYQTLSPRKISRDEVSLEDSSUID14153 2

O43491 EPB41L2 S 715 0,258285 2 ___1 0,999999 5,34E-05 104,59 81,164 104,59 0,13266 37813000 Band 4.1-like protein 2 KDERVITEEMNGKEISPGSGPGEIRKVEPVTUID313 1

Q8WXE1 ATRIP S 224 0,258243 3 ___1 0,999788 2,30E-05 109,79 109,79 109,79 0,22969 105810000 ATR-interacting protein SERANKLAAPSVSHVSPRKNPSVVIKPEACSUID4556 1

Q9UQ35 SRRM2 S 440 0,257614 2 ___1 0,999997 3,18E-09 129,11 125,79 129,11 0,043283 1180500000 Serine/arginine repetitive matrix protein 2 PQPTKVSRHASSSPESPKPAPAPGSHREISSUID6474 1;2;3;4

Q86X29 LSR S 530 0,257609 3 ___1 1 1,17E-53 203,77 187,75 203,77 -0,047035 226970000 Lipolysis-stimulated lipoprotein receptor SNGGRSRAYMPPRSRSRDDLYDQDDSRDFPRUID3966 1

Q5C9Z4 NOM1 S 317 0,25716 2 ___3 0,999999 4,34E-12 121,01 121,01 121,01 0,12579 112820000 Nucleolar MIF4G domain-containing protein 1 KRRGKRVRFAEDEEKSENSSEDGDITDKSLCUID19338 3

Q5C9Z4 NOM1 S 320 0,25716 2 ___3 0,999964 4,34E-12 121,01 121,01 121,01 0,12579 112820000 Nucleolar MIF4G domain-containing protein 1 GKRVRFAEDEEKSENSSEDGDITDKSLCGSGUID19339 3

Q5C9Z4 NOM1 S 321 0,25716 2 ___3 0,999931 4,34E-12 121,01 121,01 121,01 0,12579 112820000 Nucleolar MIF4G domain-containing protein 1 KRVRFAEDEEKSENSSEDGDITDKSLCGSGEUID19340 3

Q96C57 C12orf43 T 182 0,257131 3 ___1 0,513446 5,40E-06 51,104 43,828 51,104 -0,37702 8751300 Uncharacterized protein C12orf43 SASDILQESAIHSPGTVEKEAKKKRKLKKKAUID7700 1

Q9BQF6 SENP7 S 11 0,257011 2 ___1 0,842148 3,25E-05 113,65 66,95 113,65 -0,69613 14461000 Sentrin-specific protease 7 _____MDKRKLGRRPSSSEIITEGKRKKSSSUID5216 1

Q9H0D6 XRN2 S 448 0,256769 2 ___1 1 5,21E-44 210,64 197,37 210,64 0,9103 108290000 5'-3' exoribonuclease 2 TPSGILTPHALGSRNSPGSQVASNPRQAAYEUID5473 1

Q9UFC0 LRWD1 S 243 0,256737 3 ___1 0,929005 3,13E-05 89,374 82,793 89,374 0,20446 116580000 Leucine-rich repeat and WD repeat-containing protein 1RLAALKRPDDVPLSLSPSKRACASPSAQVEGUID6139 1

Q9UQ35 SRRM2 S 1072 0,256466 3 ___3 0,68208 1,47E-07 77,969 72,69 48,773 -0,15984 353310000 Serine/arginine repetitive matrix protein 2 LKGQSQTSPDHRSDTSSPEVRQSHSESPSLQUID22663 3;4

Q9UHB7 AFF4 S 703 0,256407 3 ___2 0,99986 1,48E-05 52,853 52,853 52,853 0,028511 10468000 AF4/FMR2 family member 4 FRQRMFSPMEEKELLSPLSEPDDRYPLIVKIUID14263 2

Q9UHB7 AFF4 S 706 0,256407 3 ___2 0,999791 1,48E-05 52,853 52,853 52,853 0,028511 10468000 AF4/FMR2 family member 4 RMFSPMEEKELLSPLSEPDDRYPLIVKIDLNUID14264 2

Q9NYZ3 GTSE1 S 575 0,256378 2 ___1 1 2,17E-05 93,111 35,151 82,645 -0,857 129610000 G2 and S phase-expressed protein 1 TRESNRKTDSRLVDVSPDRGSPPSRVPQALNUID6000 1;2

Q8ND56 LSM14A S 183 0,256163 3 ___1 0,9446 3,10E-09 94,692 65,734 93,804 -0,41262 687020000 Protein LSM14 homolog A QDTRSLKTQLSQGRSSPQLDPLRKSPTMEQAUID4299 1;2

Q8ND56 LSM14A S 182 0,256163 4 ___1 0,531277 3,10E-09 94,692 65,734 56,709 0,034883 559470000 Protein LSM14 homolog A TQDTRSLKTQLSQGRSSPQLDPLRKSPTMEQUID4298 1;2

P78316 NOP14 S 146 0,256045 4 ___2 0,907012 9,30E-15 77,126 77,126 77,126 0,048466 63810000 Nucleolar protein 14 GQSLADIEKHNDIVDSDSDAEDRGTLSAELTUID10109 2

P78316 NOP14 S 148 0,256045 4 ___2 0,859773 9,30E-15 77,126 77,126 77,126 0,048466 63810000 Nucleolar protein 14 SLADIEKHNDIVDSDSDAEDRGTLSAELTAAUID10110 2

O43395 PRPF3 S 619 0,256 3 ___1 1 5,60E-30 168,11 168,11 168,11 0,15372 99170000 U4/U6 small nuclear ribonucleoprotein Prp3 WDEQTSNTKGDDDEESDEEAVKKTNKCVLVWUID302 1

Q8TD19 NEK9 S 868 0,255862 3 ___1 0,5 5,48E-18 152,07 152,07 142,32 0,16421 215310000 Serine/threonine-protein kinase Nek9 VASEAPLEHKPQVEASSPRLNPAVTCAGKGTUID4446 1

Q8TD19 NEK9 S 869 0,255862 3 ___1 0,5 5,48E-18 152,07 152,07 142,32 0,16421 215310000 Serine/threonine-protein kinase Nek9 ASEAPLEHKPQVEASSPRLNPAVTCAGKGTPUID4447 1

Q9UQ35 SRRM2 S 2407 0,25581 2 ___1 0,999993 3,88E-05 109,44 92,78 109,44 -0,066353 872790000 Serine/arginine repetitive matrix protein 2 RVSGRTSPPLLDRARSRTPPSAPSQSRMTSEUID6444 1;2

Q5VUA4 ZNF318 S 237 0,255682 3 ___1 0,7335 5,45E-05 68,567 68,567 68,567 -0,53769 5813500 Zinc finger protein 318 EDYRTKETFLHRSDYSPHISCHDELLRGTERUID3328 1

Q9GZR7 DDX24 S 94 0,255624 2 ___2 0,843543 1,97E-221 313,64 313,64 313,64 0,030048 271250000 ATP-dependent RNA helicase DDX24 QAVSEEEEEEEGKSSSPKKKIKLKKSKNVATUID13547 2

Q7Z422 SZRD1 S 39 0,255174 3 ___2 0,999987 4,36E-15 79,898 77,219 79,898 0,08232 49847000 SUZ domain-containing protein 1 EKKLKITQKESRKSKSPPKVPIVIQDDSLPAUID11865 1;2

Q7Z422 SZRD1 S 37 0,255174 3 ___2 0,999985 4,36E-15 79,898 77,219 79,898 0,08232 43800000 SUZ domain-containing protein 1 RLEKKLKITQKESRKSKSPPKVPIVIQDDSLUID11864 2

P46013 MKI67 S 538 0,255078 2 ___2 1 0,0102036 49,423 31,111 49,423 0,4298 3118300 Antigen KI-67 PNTPLKRGEAPTKRKSLVMHTPPVLKKIIKEUID9657 2

P46013 MKI67 T 543 0,255078 2 ___2 1 0,0102036 49,423 31,111 49,423 0,4298 3118300 Antigen KI-67 KRGEAPTKRKSLVMHTPPVLKKIIKEQPQPSUID15239 2

P30443 HLA-A S 356 0,254926 3 ___1 0,999691 2,15E-55 171,58 153,88 137,36 -0,096761 1239900000 HLA class I histocompatibility antigen, A-1 alpha chain;HLA class I histocompatibility antigen, A-3 alpha chain;HLA class I histocompatibility antigen, A-30 alpha chain;HLA class I histocompatibility antigen, A-36 alpha chain;HLA class I histocompatibility antigen, A-11 alpha chainGGSYTQAASSDSAQGSDVSLTACKV______UID798 1;2;3

Q96KQ7 EHMT2 S 119 0,254836 2 ___1 0,706565 0,0183499 49,472 9,4508 49,472 -0,33981 4491000 Histone-lysine N-methyltransferase EHMT2 GGRILLGHATKSFPSSPSKGGSCPSRAKMSMUID4969 1

Q9UQ35 SRRM2 T 2397 0,254836 1 ___1 0,5 5,07E-16 141,73 109,57 54,549 0,28638 646280000 Serine/arginine repetitive matrix protein 2 SPRVPLSAYERVSGRTSPPLLDRARSRTPPSUID7949 1

O75494 SRSF10 S 131 0,254703 2 ___2 1 0,00017868 128,08 106,17 128,08 0,10942 4547200000 Serine/arginine-rich splicing factor 10 YRRSRSRSYERRRSRSRSFDYNYRRSYSPRNUID8664 1;2;3

P18858 LIG1 T 195 0,254406 2 ___2 0,99932 7,19E-21 146,48 135,21 123,36 -0,10756 109020000 DNA ligase 1 QPTTPPKPLKTSKAETPTESVSEPEVATKQEUID15154 1;2

P18858 LIG1 S 201 0,254406 2 ___2 0,993638 7,19E-21 123,36 113,04 123,36 -0,10756 50763000 DNA ligase 1 KPLKTSKAETPTESVSEPEVATKQELQEEEEUID9187 1;2

P46019 PHKA2 S 1044 0,254312 3 ___2 0,926361 2,86E-14 97,639 97,639 97,639 0,16282 28089000 Phosphorylase b kinase regulatory subunit alpha, liver isoformSSAHSSKSARSSTPSSPTGTSSSDSGGHHIGUID9662 2

Q9NRY4 ARHGAP35 S 985 0,253997 3 ___2 0,950688 3,51E-07 66,378 59,728 66,378 -0,4128 15462000 Rho GTPase-activating protein 35 SPRAGSPLCNSNLQDSEEDIEPSYSLFREDTUID13912 2

Q99543 DNAJC2 S 47 0,253984 4 ___3 1 8,80E-21 128,31 121,42 43,256 -0,068975 178480000 DnaJ homolog subfamily C member 2;DnaJ homolog subfamily C member 2, N-terminally processedGRWFEAFVKRRNRNASASFQELEDKKELSEEUID21335 1;2;3;4

Q5VUA4 ZNF318 S 2030 0,253978 3 ___2 0,998575 0,00047444 54,898 41,761 47,618 -0,14021 107430000 Zinc finger protein 318 GNLGDMPVDFCTTRVSPAHRSPTVLCQKVCEUID11430 2

Q5VUA4 ZNF318 S 2035 0,253978 3 ___2 0,925901 0,00047444 58,167 31,378 47,618 -0,14021 107430000 Zinc finger protein 318 MPVDFCTTRVSPAHRSPTVLCQKVCEENSVSUID11428 1;2

Q13523 PRPF4B S 852 0,253767 3 ___1 0,575578 1,54E-06 57,496 57,496 55,763 0,25122 24916000 Serine/threonine-protein kinase PRP4 homolog SASHVADNDITPYLVSRFYRAPEIIIGKSYDUID2543 1

Q8WVB6 CHTF18 S 63 0,253664 2 ___1 0,499995 2,78E-09 73,91 44,582 67,115 1,1313 11066000 Chromosome transmission fidelity protein 18 homologPPRTFEEALARGDAASSPAPAASVGSSQGGAUID4515 1

Q8WVB6 CHTF18 S 64 0,253664 2 ___1 0,499995 2,78E-09 73,91 44,582 67,115 1,1313 11066000 Chromosome transmission fidelity protein 18 homologPRTFEEALARGDAASSPAPAASVGSSQGGARUID4516 1

P36915 GNL1 T 48 0,253579 2 ___2 1 1,28E-06 126,63 119,4 126,63 0,51978 1024800000 Guanine nucleotide-binding protein-like 1 SSNSRSGSRERREEQTDTSDGESVTHHIRRLUID15211 2;3

P36915 GNL1 S 51 0,253579 4 ___2 0,99403 2,98E-07 126,63 119,4 75,797 -0,18605 1079600000 Guanine nucleotide-binding protein-like 1 SRSGSRERREEQTDTSDGESVTHHIRRLNQQUID9497 1;2;3

Q96PK6 RBM14 S 618 0,253509 2 ___1 0,999758 9,85E-10 158,34 136,31 158,34 -0,024556 83621000 RNA-binding protein 14 GSDRRLAELSDYRRLSESQLSFRRSPTKSSLUID5002 1

Q13247 SRSF6 S 314 0,253505 3 ___2 1 0,0178041 41,293 32,78 41,293 0,37557 10212000 Serine/arginine-rich splicing factor 6 SRSNSPLPVPPSKARSVSPPPKRATSRSRSRUID10518 2

Q13247 SRSF6 S 316 0,253505 3 ___2 1 0,0178041 41,293 32,78 41,293 0,37557 10212000 Serine/arginine-rich splicing factor 6 SNSPLPVPPSKARSVSPPPKRATSRSRSRSRUID10519 2

P62753 RPS6 S 236 0,253421 2 ___3 1 5,26E-31 181,52 181,52 43,635 -0,063302 7442500000 40S ribosomal protein S6 KEKRQEQIAKRRRLSSLRASTSKSESSQK__UID18169 2;3;4

Q13523 PRPF4B S 292 0,253412 2 ___2 1 0,00012675 110,08 71,294 110,08 0,22359 1478700000 Serine/threonine-protein kinase PRP4 homolog SPIINESRSRDRGKKSRSPVDLRGKSKDRRSUID10645 2

Q13523 PRPF4B S 294 0,253412 2 ___2 1 0,00012675 110,08 71,294 110,08 0,22359 1497300000 Serine/threonine-protein kinase PRP4 homolog IINESRSRDRGKKSRSPVDLRGKSKDRRSRSUID10646 1;2

Q15019 02. Sep S 218 0,253209 3 ___1 1 1,38E-88 239,93 219,19 173,18 0,0070754 2967700000 Septin-2 IEEHNIKIYHLPDAESDEDEDFKEQTRLLKAUID2841 1

Q9UQ35 SRRM2 T 866 0,253049 3 ___2 0,990037 2,13E-14 98,398 98,398 71,907 0,082644 1946700000 Serine/arginine repetitive matrix protein 2 RQGSITSPQANEQSVTPQRRSCFESSPDPELUID16031 2;3;4

Q13596 SNX1 S 32 0,2529 3 ___2 0,667275 1,55E-07 48,291 48,291 48,291 0,74945 3762900 Sorting nexin-1 PFPGLEPESEGAAGGSEPEAGDSDTEGEDIFUID10676 2

Q13596 SNX1 S 39 0,2529 3 ___2 0,626217 1,55E-07 48,291 48,291 48,291 0,74945 3762900 Sorting nexin-1 ESEGAAGGSEPEAGDSDTEGEDIFTGAAVVSUID10677 2

Q13596 SNX1 T 41 0,2529 3 ___2 0,626217 1,55E-07 48,291 48,291 48,291 0,74945 3762900 Sorting nexin-1 EGAAGGSEPEAGDSDTEGEDIFTGAAVVSKHUID15440 2

Q9UK76 HN1 S 87 0,252815 2 ___1 0,988171 1,52E-53 210,39 210,39 210,39 0,15821 905160000 Hematological and neurological expressed 1 protein;Hematological and neurological expressed 1 protein, N-terminally processedGGREDLESSGLQRRNSSEASSGDFLDLKGEGUID6241 1;2

P62753 RPS6 S 235 0,252766 2 ___3 1 0,00021975 82,515 82,515 43,635 -0,063302 1700000000 40S ribosomal protein S6 AKEKRQEQIAKRRRLSSLRASTSKSESSQK_UID18168 2;3

P62753 RPS6 S 240 0,252766 2 ___3 0,965966 5,26E-31 181,52 181,52 181,52 -0,078021 5045000000 40S ribosomal protein S6 QEQIAKRRRLSSLRASTSKSESSQK______UID18170 1;2;3

Q92974 ARHGEF2 S 174 0,252753 2 ___1 0,945272 1,90E-13 160,15 121,52 160,15 -0,28219 71394000 Rho guanine nucleotide exchange factor 2 FNDESPLGLRRILSQSTDSLNMRNRTLSVESUID4732 1

P16949 STMN1 S 63 0,252743 2 ___1 1 0,00016032 106,2 76,726 64,654 0,25493 70808000 Stathmin EEIQKKLEAAEERRKSHEAEVLKQLAEKREHUID1032 1

O76021 RSL1D1 S 469 0,252526 2 ___2 0,981382 0,00016909 103,44 91,592 103,44 -0,12975 78566000 Ribosomal L1 domain-containing protein 1 TPKKPEAKFFTTPSKSVRKASHTPKKWPKKPUID8712 2

O76021 RSL1D1 T 465 0,252526 2 ___2 0,979047 0,00016909 109,11 89,333 109,11 -0,32136 83459000 Ribosomal L1 domain-containing protein 1 DARQTPKKPEAKFFTTPSKSVRKASHTPKKWUID15068 1;2

Q16637 SMN1 S 28 0,252506 2 ___2 0,985953 3,65E-35 188,26 188,26 167,59 -0,28576 674040000 Survival motor neuron protein PEQEDSVLFRRGTGQSDDSDIWDDTALIKAYUID11104 1;2

Q7Z2Z1 TICRR S 1750 0,252289 3 ___1 1 2,96E-10 85,423 85,423 85,423 0,17783 10415000 Treslin LEDFELEGVCQLPDQSPPRNSMPKAEEASSWUID3733 1

Q96QE3 ATAD5 S 306 0,252173 3 ___1 0,622776 7,43E-05 50,608 45,066 47,499 -0,46494 9562100 ATPase family AAA domain-containing protein 5 VPSETVDEIVKSGYISESENSEISQQVRFKTUID5024 1

P53985 SLC16A1 T 466 0,252134 2 ___1 0,499999 2,29E-07 95,409 74,176 71,268 0,049107 14912000 Monocarboxylate transporter 1 EQKANEQKKESKEEETSIDVAGKPNEVTKAAUID7207 1

P46821 MAP1B S 1312 0,252052 3 ___2 0,999637 6,33E-10 64,53 64,53 64,53 -0,65422 280560000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1VSPEVTQEVVEEHCASPEDKTLEVVSPSQSVUID9736 1;2

P46821 MAP1B S 1298 0,252052 3 ___2 0,951131 1,34E-09 63,77 63,77 63,77 -0,481 245030000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1PNEIKVSAEAEVAPVSPEVTQEVVEEHCASPUID9735 2

Q92797 SYMPK S 1259 0,251421 3 ___1 0,997986 1,45E-08 52,155 52,155 40,638 -0,26847 112370000 Symplekin PQTLAPVGEDAMKTPSPAAEDAREPEAKGNSUID4705 1;2

Q13523 PRPF4B S 144 0,25136 3 ___2 0,997315 1,39E-13 91,66 91,66 73,227 -0,44937 564430000 Serine/threonine-protein kinase PRP4 homolog VQSGMGLILQGYESGSEEEGEIHEKARNGNRUID10650 2

Q13523 PRPF4B S 142 0,25136 3 ___2 0,982256 9,18E-11 73,227 73,227 67,658 -0,37401 501810000 Serine/threonine-protein kinase PRP4 homolog GKVQSGMGLILQGYESGSEEEGEIHEKARNGUID10649 2

Q9NRF8 CTPS2 S 568 0,251325 2 ___3 0,677241 7,04E-07 65,521 60,538 65,521 0,16653 6399800 CTP synthase 2 AYLQQGCKLSSSDRYSDASDDSFSEPRIAELUID21998 3

Q9NTZ6 RBM12 S 422 0,251315 3 ___2 1 1,84E-05 100,97 100,97 100,97 -0,13777 803370000 RNA-binding protein 12 TLPRSKSPSGQKRSRSRSPHEAGFCVYLKGLUID13958 1;2;3

P46087 NOP2 S 786 0,251299 2 ___1 0,999994 2,72E-24 179,19 170,73 179,19 -0,053168 199100000 Probable 28S rRNA (cytosine(4447)-C(5))-methyltransferaseQKQNDTPKGPQPPTVSPIRSSRPPPAKRKKSUID1567 1

P32519 ELF1 T 190 0,250899 2 ___2 0,676032 2,07E-05 66,977 57,018 66,977 -0,028443 107470000 ETS-related transcription factor Elf-1 KKGRKTKPPRPDSPATTPNISVKKKNKDGKGUID15196 2

Q9UQ35 SRRM2 S 1103 0,250823 2 ___2 0,999193 3,46E-21 168,93 142,87 168,93 0,15239 1977700000 Serine/arginine repetitive matrix protein 2 SKSQTSPKGGRSRSSSPVTELASRSPIRQDRUID14644 1;2;3;4

P16949 STMN1 S 16 0,250633 2 ___2 1 1,18E-38 191,06 182,36 58,83 0,52334 1511700000 Stathmin MASSDIQVKELEKRASGQAFELILSPRSKESUID9123 1;2

P16949 STMN1 S 25 0,250633 2 ___2 1 1,30E-76 237,46 237,46 58,83 0,52334 1805700000 Stathmin ELEKRASGQAFELILSPRSKESVPEFPLSPPUID9124 1;2

Q9UQ35 SRRM2 S 876 0,25035 2 ___2 1 1,29E-12 150,49 150,49 110,8 0,0020949 558120000 Serine/arginine repetitive matrix protein 2 NEQSVTPQRRSCFESSPDPELKSRTPSRHSCUID14609 1;2

Q9UQ35 SRRM2 S 875 0,25035 2 ___2 0,999999 3,78E-05 110,8 110,8 110,8 0,0020949 71566000 Serine/arginine repetitive matrix protein 2 ANEQSVTPQRRSCFESSPDPELKSRTPSRHSUID14608 2

Q9Y5T5 USP16 S 415 0,250338 3 ___1 1 1,61E-38 178,53 149,87 178,53 -1,1561 59581000 Ubiquitin carboxyl-terminal hydrolase 16 NDKNLKKTVEDEDQDSEEEKDNDSYIKERSDUID6789 1

P06454 PTMA S 9 0,250047 2 ___1 0,935873 3,20E-50 208,15 208,15 208,15 0,07747 408850000 Prothymosin alpha;Prothymosin alpha, N-terminally processed;Thymosin alpha-1_______MSDAAVDTSSEITTKDLKEKKEVVUID842 1;2

Q7Z460 CLASP1 S 1091 0,249927 2 ___1 0,972205 4,50E-15 152,37 152,37 122,1 -0,090224 46929000 CLIP-associating protein 1 LLHNHLKNSSNTSVGSPSNTIGRTPSRHTSSUID3770 1

Q9UGU0 TCF20 S 558 0,24987 2 ___1 0,5 6,05E-05 73,887 73,887 73,887 -0,17692 15465000 Transcription factor 20 SSDTTYKGGASEKAGSSPAQGAQNEPPRLNAUID6141 1

Q9UGU0 TCF20 S 559 0,24987 2 ___1 0,5 6,05E-05 73,887 73,887 73,887 -0,17692 15465000 Transcription factor 20 SDTTYKGGASEKAGSSPAQGAQNEPPRLNASUID6142 1

O43823 AKAP8 S 328 0,249852 3 ___2 1 6,06E-33 159,04 159,04 41,348 0,060904 226330000 A-kinase anchor protein 8 EPDTKLARVDSEGDFSENDDAAGDFRSGDEEUID8458 2;3

Q9UQ35 SRRM2 T 2289 0,249839 2 ___1 0,99282 0,00036434 81,709 70,664 81,709 0,03432 32300000 Serine/arginine repetitive matrix protein 2 RTAVAPSAVNLADPRTPTAPAVNLAGARTPAUID7948 1

P27816 MAP4 S 1073 0,249694 3 ___1 1 9,96E-42 193,31 172,94 68,168 -0,17491 77698000 Microtubule-associated protein 4 SQKLNFKEKAQAKVGSLDNVGHLPAGGAVKTUID1263 1

P37802 TAGLN2 S 163 0,249618 2 ___1 1 1,30E-43 210,93 203,45 200,93 -0,013283 167230000 Transgelin-2 PNWFPKKSKENPRNFSDNQLQEGKNVIGLQMUID1408 1

P38398 BRCA1 S 395 0,249506 2 ___2 0,999175 0,00041042 71,879 59,713 71,879 0,83778 14815000 Breast cancer type 1 susceptibility protein QKVNEWFSRSDELLGSDDSHDGESESNAKVAUID9519 2

P38398 BRCA1 S 398 0,249506 2 ___2 0,989866 0,00041042 71,879 59,713 71,879 0,83778 14815000 Breast cancer type 1 susceptibility protein NEWFSRSDELLGSDDSHDGESESNAKVADVLUID9520 2

Q8WYH8 ING5 S 118 0,249424 3 ___1 0,999975 2,48E-09 121,35 110,97 87,565 0,15973 39349000 Inhibitor of growth protein 5 DLARFEADLKDKMEGSDFESSGGRGLKKGRGUID4570 1

P29692 EEF1D T 129 0,249385 3 ___1 0,763371 5,65E-05 102,38 102,38 102,38 -0,4389 1067300000 Elongation factor 1-delta VLEKSSPGHRATAPQTQHVSPMRQVEPPAKKUID7094 1

Q9UQ35 SRRM2 S 2030 0,249366 3 ___3 1 0,00197143 65,043 27,69 45,137 -0,17645 1463700000 Serine/arginine repetitive matrix protein 2 RRRSRSRTPPAIRRRSRSRTPLLPRKRSRSRUID22731 3

Q9UQ35 SRRM2 S 2032 0,249366 2 ___3 1 0,00058709 108,47 34,585 47,559 0,083758 6542700000 Serine/arginine repetitive matrix protein 2 RSRSRTPPAIRRRSRSRTPLLPRKRSRSRSPUID22732 1;2;3

Q9UQ35 SRRM2 T 2034 0,249366 2 ___3 1 0,00058709 108,47 34,585 47,559 0,083758 6532300000 Serine/arginine repetitive matrix protein 2 RSRTPPAIRRRSRSRTPLLPRKRSRSRSPLAUID24133 1;2;3

Q96GM8 TOE1 S 5 0,249226 2 ___1 1 4,54E-16 142,58 132,03 142,58 0,70593 108770000 Target of EGR1 protein 1 ___________MAADSDDGAVSAPAASDGGVUID4890 1

Q9H910 HN1L S 97 0,249178 2 ___1 0,997598 2,30E-14 153,14 144,24 153,14 -0,13781 30176000 Hematological and neurological expressed 1-like proteinQHLNPPGGKTSDIFGSPVTATSRLAHPNKPKUID5681 1

Q9H7L9 SUDS3 T 49 0,248739 4 ___2 1 3,09E-20 129,61 126,07 129,61 -0,33916 464110000 Sin3 histone deacetylase corepressor complex component SDS3EDDERSCRGRESDEDTEDASETDLAKHDEEDUID15906 2;3

P46013 MKI67 S 1329 0,248478 2 ___1 0,982178 1,65E-07 132,59 107,24 128,21 0,20999 32048000 Antigen KI-67 GTPVQKLDLTENLTGSKRRPQTPKEEAQALEUID1553 1

Q12802 AKAP13 S 1645 0,248442 2 ___2 0,998892 1,08E-05 109,35 96,152 109,35 0,31634 32979000 A-kinase anchor protein 13 LRHPFSGEERVDSLVSLSEEDLESDQREHRMUID10379 2

P62753 RPS6 S 244 0,248362 2 ___3 0,971102 2,37E-05 72,797 72,797 63,894 -0,29098 178880000 40S ribosomal protein S6 AKRRRLSSLRASTSKSESSQK__________UID18172 3;4

Q96DU3 SLAMF6 Y 285 0,248292 3 ___1 0,59813 1,16E-09 68,88 68,88 68,88 0,080913 3789900 SLAM family member 6 RNLEYVSVSPTNNTVYASVTHSNRETEIWTPUID8075 1

O60841 EIF5B S 214 0,248222 2 ___1 1 1,33E-87 232,37 218,58 221,86 0,08982 6187200000 Eukaryotic translation initiation factor 5B GQKKNQKNKPGPNIESGNEDDDASFKIKTVAUID461 1

Q9UQ35 SRRM2 S 1102 0,248028 3 ___3 0,79266 3,46E-21 168,93 142,87 44,105 0,20578 747890000 Serine/arginine repetitive matrix protein 2 QSKSQTSPKGGRSRSSSPVTELASRSPIRQDUID22740 2;3;4

Q9Y6G9 DYNC1LI1 S 421 0,24787 2 ___1 0,962144 1,30E-05 89,866 89,866 89,866 0,20922 7915200 Cytoplasmic dynein 1 light intermediate chain 1 PRTPNRSVSSNVASVSPIPAGSKKIDPNMKAUID6828 1

P38919 EIF4A3 S 12 0,247678 2 ___1 0,98535 1,11E-50 215,61 215,61 215,61 -0,0048497 150700000 Eukaryotic initiation factor 4A-III;Eukaryotic initiation factor 4A-III, N-terminally processed____MATTATMATSGSARKRLLKEEDMTKVEUID1434 1

O75362 ZNF217 S 407 0,247429 2 ___1 0,968532 0,00036755 68,809 63,869 54,524 -0,44884 13826000 Zinc finger protein 217 LHSRVHKKDRRAGAESPTMSVDGRQPGTCSPUID528 1

Q7L014 DDX46 S 295 0,247395 3 ___2 0,975665 1,03E-37 140,94 137,58 140,94 0,63963 222080000 Probable ATP-dependent RNA helicase DDX46 KKGELMENDQDAMEYSSEEEEVDLQTALTGYUID11782 2

Q7L014 DDX46 S 296 0,247395 3 ___2 0,975665 1,03E-37 140,94 137,58 140,94 0,63963 222080000 Probable ATP-dependent RNA helicase DDX46 KGELMENDQDAMEYSSEEEEVDLQTALTGYQUID11783 2

O75152 ZC3H11A S 132 0,247307 2 ___1 0,996222 0,00044585 75,89 64,739 52,555 0,050841 38629000 Zinc finger CCCH domain-containing protein 11A QLSVQQNKLSVQSNPSPQLRSVMKVESSENVUID503 1

Q9NSK0 KLC4 S 566 0,247261 2 ___1 0,936188 0,00756294 68,107 48,449 65,232 0,24573 27059000 Kinesin light chain 4 RSGSLGKIRDVLRRSSELLVRKLQGTEPRPSUID5837 1

Q9C0C9 UBE2O S 87 0,247246 2 ___2 1 2,01E-37 138,78 133,87 112,12 0,087308 410000000 E2/E3 hybrid ubiquitin-protein ligase UBE2O GSVHFGLVRLIHGEDSDSEGEEEGRGSSGCSUID13530 2

Q9C0C9 UBE2O S 89 0,247246 2 ___2 1 2,01E-37 138,78 133,87 112,12 0,087308 410000000 E2/E3 hybrid ubiquitin-protein ligase UBE2O VHFGLVRLIHGEDSDSEGEEEGRGSSGCSEAUID13531 2

Q12802 AKAP13 S 1507 0,247198 3 ___1 0,997074 6,69E-06 59,005 59,005 59,005 -0,17866 6329500 A-kinase anchor protein 13 SLSQILKPNRSRDRQSLDGFYSHGMGAEGREUID2263 1

Q04727 TLE4 S 206 0,247198 2 ___1 0,543327 0,00192884 67,456 34,228 67,456 -0,15509 12671000 Transducin-like enhancer protein 4 HDNDHQRDRDSIKSSSVSPSASFRGAEKHRNUID2185 1

Q9UQ35 SRRM2 S 435 0,247005 2 ___3 1 3,18E-09 129,11 125,79 129,11 0,043283 1393500000 Serine/arginine repetitive matrix protein 2 SSPPSPQPTKVSRHASSSPESPKPAPAPGSHUID22665 2;3;4

Q9H6T3 RPAP3 S 110 0,246564 4 ___3 0,567606 2,66E-06 47,429 45,446 41,209 -0,027365 68445000 RNA polymerase II-associated protein 3 KLDVDRILDELDKDDSTHESLSQESESEEDGUID21824 3

Q9H6T3 RPAP3 S 114 0,246564 4 ___3 0,567606 2,66E-06 47,429 45,446 41,209 -0,027365 81915000 RNA polymerase II-associated protein 3 DRILDELDKDDSTHESLSQESESEEDGIHVDUID21825 2;3

Q9H6T3 RPAP3 T 111 0,246564 4 ___3 0,567606 2,66E-06 47,429 45,446 41,209 -0,027365 68445000 RNA polymerase II-associated protein 3 LDVDRILDELDKDDSTHESLSQESESEEDGIUID24001 3

Q96B36 AKT1S1 S 212 0,246469 3 ___2 0,736289 0,00031628 49,094 41,761 49,094 -3,3551 6008700 Proline-rich AKT1 substrate 1 RTEARSSDEENGPPSSPDLDRIAASMRALVLUID12865 2

Q13129 RLF S 632 0,246286 2 ___1 0,650963 4,72E-07 123,02 111,81 123,02 0,017705 37316000 Zinc finger protein Rlf KKLLLKGSQKGICPKSPSAIPEQNHSLNDQAUID2399 1

Q86YV0 RASAL3 S 164 0,246172 3 ___3 0,991747 1,32E-05 53,059 53,059 52,853 -0,087062 47774000 RAS protein activator like-3 LLGGEEEGPRRPRVGSASSEGSIHVAMGNFRUID20205 2;3

Q86YV0 RASAL3 S 170 0,246172 2 ___3 0,982653 1,56E-05 52,853 51,119 51,265 0,33368 28770000 RAS protein activator like-3 EGPRRPRVGSASSEGSIHVAMGNFRDPDRMPUID20208 3

Q86YV0 RASAL3 S 167 0,246172 3 ___3 0,786315 1,32E-05 53,059 53,059 46,362 -0,050392 57342000 RAS protein activator like-3 GEEEGPRRPRVGSASSEGSIHVAMGNFRDPDUID20207 2;3

Q9UQ35 SRRM2 S 952 0,245934 2 ___3 1 3,34E-10 147,26 140,95 147,26 0,019244 1563000000 Serine/arginine repetitive matrix protein 2 SPSRVTSRTTPRRSRSVSPCSNVESRLLPRYUID22698 2;3

Q96C19 EFHD2 S 74 0,245911 2 ___1 0,998328 1,11E-05 94,569 61,304 94,569 0,59665 123730000 EF-hand domain-containing protein D2 LLRRADLNQGIGEPQSPSRRVFNPYTEFKEFUID4789 1

Q9UQ35 SRRM2 S 435 0,245626 2 ___2 1 3,18E-09 129,11 125,79 129,11 0,043283 1393500000 Serine/arginine repetitive matrix protein 2 SSPPSPQPTKVSRHASSSPESPKPAPAPGSHUID14568 2;3;4

O60343 TBC1D4 S 751 0,245617 2 ___2 0,758788 3,10E-13 142,58 130,41 142,58 -0,50632 27433000 TBC1 domain family member 4 TASESSDGEGRKRTSSTCSNESLSVGGTSVTUID8515 2

O94842 TOX4 S 178 0,245577 3 ___3 0,906678 1,76E-09 90,468 90,468 69,152 -0,81856 176420000 TOX high mobility group box family member 4 LPPAQSPEDRLSTTPSPTSSLHEDGVEDFRRUID16836 2;3

O94842 TOX4 S 182 0,245577 3 ___3 0,848208 3,45E-18 103,9 86,108 103,9 -3,2667 425360000 TOX high mobility group box family member 4 QSPEDRLSTTPSPTSSLHEDGVEDFRRQLPSUID16837 2;3

O94842 TOX4 T 176 0,245577 3 ___3 0,600704 1,76E-09 90,468 90,468 90,468 -0,48549 157520000 TOX high mobility group box family member 4 TILPPAQSPEDRLSTTPSPTSSLHEDGVEDFUID23170 2;3

Q96JM3 CHAMP1 S 416 0,245069 2 ___1 1 0,00054067 93,258 48,965 93,258 -0,063853 50174000 Chromosome alignment-maintaining phosphoprotein 1APTLSPEHWKAVPPVSPELRKPGPPLSPEIRUID4927 1

Q5T200 ZC3H13 S 318 0,245014 3 ___3 0,917187 1,68E-10 114,86 96,397 61,102 0,024417 284220000 Zinc finger CCCH domain-containing protein 13 DFERQREKRDKPRSTSPAGQHHSPISSRHHSUID19422 2;3

Q8NE71 ABCF1 S 228 0,24492 2 ___1 1 3,29E-290 354,13 335,3 244,78 0,092833 2630400000 ATP-binding cassette sub-family F member 1 PPKQGKEKAKKAEQGSEEEGEGEEEEEEGGEUID4316 1

Q5T1M5 FKBP15 S 346 0,244816 3 ___1 0,750484 7,58E-07 71,651 66,524 71,651 -0,09029 9697000 FK506-binding protein 15 IPFKSGEPALRTKSNSLSEQLAINTSPDAVKUID3221 1

Q9BRD0 BUD13 T 123 0,244765 3 ___2 0,999039 0,00134353 54,598 54,598 54,598 0,42283 18198000 BUD13 homolog GHNEDLPSNRHFRHDTPDSSPRRVRHGTPDPUID15854 2

Q9BRD0 BUD13 S 126 0,244765 3 ___2 0,535108 0,00134353 54,598 54,598 54,598 0,42283 18198000 BUD13 homolog EDLPSNRHFRHDTPDSSPRRVRHGTPDPSPRUID13327 2

P51991 HNRNPA3 S 358 0,244669 2 ___1 0,99953 1,70E-111 250,94 250,94 250,94 -0,082034 1107900000 Heterogeneous nuclear ribonucleoprotein A3 YGPMKGGSFGGRSSGSPYGGGYGSGGGSGGYUID1835 1;2

Q9Y5A9 YTHDF2 S 39 0,24422 2 ___1 0,999995 3,78E-06 80,638 72,534 72,583 0,52614 17329000 YTH domain-containing family protein 2 HQKDGLNDDDFEPYLSPQARPNNAYTAMSDSUID6763 1

Q56P03 EAPP S 109 0,244156 3 ___2 0,953031 2,59E-05 49,559 49,559 49,559 -0,002123 19999000 E2F-associated phosphoprotein VATAPTRYYDDIYFDSDSEDEDRAVQVTKKKUID11234 2

Q9NVU0 POLR3E S 522 0,244035 4 ___2 0,682485 2,62E-07 51,145 51,145 42,015 -0,27554 24116000 DNA-directed RNA polymerase III subunit RPC5 EEDEEQEAEEEPMDTSPSGLHSKLANGLPLGUID13980 2

O75152 ZC3H11A S 758 0,243919 3 ___2 0,877735 5,41E-11 100,17 90,751 100,17 -0,40663 774130000 Zinc finger CCCH domain-containing protein 11A SGPSSSQMSMKTRRLSSASTGKPPLSVEDDFUID8601 1;2

O75152 ZC3H11A S 761 0,243919 3 ___2 0,778126 5,41E-11 100,17 90,751 100,17 -0,40663 699630000 Zinc finger CCCH domain-containing protein 11A SSSQMSMKTRRLSSASTGKPPLSVEDDFEKLUID8603 2

Q9Y5J1 UTP18 S 121 0,243728 2 ___2 1 4,95E-42 195,46 195,46 164,99 -0,53054 865590000 U3 small nucleolar RNA-associated protein 18 homologLLRRLRGPRVQEHEDSGDSEVENEAKGNFPPUID14870 1;2

Q9Y5J1 UTP18 S 124 0,243728 2 ___2 1 4,95E-42 195,46 195,46 164,99 -0,53054 839370000 U3 small nucleolar RNA-associated protein 18 homologRLRGPRVQEHEDSGDSEVENEAKGNFPPQKKUID14871 2

O15164 TRIM24 S 1025 0,243182 2 ___2 0,999999 1,36E-45 197,72 183,18 197,72 0,11575 88443000 Transcription intermediary factor 1-alpha FPKPEFRNESEDNKFSDDSDDDFVQPRKKRLUID8352 2

O15164 TRIM24 S 1028 0,243182 2 ___2 0,999996 1,36E-45 197,72 183,18 197,72 0,11575 88443000 Transcription intermediary factor 1-alpha PEFRNESEDNKFSDDSDDDFVQPRKKRLKSIUID8353 2

O60841 EIF5B S 137 0,243027 2 ___2 0,992571 2,11E-06 115,31 115,31 115,31 -0,072035 4202900000 Eukaryotic translation initiation factor 5B KSKKTAKPKVEMYSGSDDDDDFNKLPKKAKGUID8560 1;2

O75976 CPD T 1368 0,243007 3 ___2 0,991881 6,56E-10 77,287 77,287 77,287 0,019907 19729000 Carboxypeptidase D TGSKKSLLSHEFQDETDTEEETLYSSKH___UID15064 2

O75976 CPD T 1370 0,243007 3 ___2 0,991881 6,56E-10 77,287 77,287 77,287 0,019907 19729000 Carboxypeptidase D SKKSLLSHEFQDETDTEEETLYSSKH_____UID15065 2

Q8TEM1 NUP210 S 1874 0,242547 2 ___2 0,99998 3,06E-22 167,69 167,69 167,69 -0,072266 35135000 Nuclear pore membrane glycoprotein 210 SSPTSPNALPPARKASPPSGLWSPAYASH__UID12566 1;2

Q12770 SCAP S 838 0,242531 3 ___2 0,995964 9,38E-11 113,32 113,32 113,32 0,30429 44908000 Sterol regulatory element-binding protein cleavage-activating proteinGVGSGLEAQESWERLSDGGKAGPEEPGDSPPUID10349 2

Q12770 SCAP S 822 0,242531 2 ___2 0,992382 9,38E-11 113,32 113,32 43,297 0,1113 57705000 Sterol regulatory element-binding protein cleavage-activating proteinDCLTRIPRPGRQRRDSGVGSGLEAQESWERLUID10348 1;2

Q01831 XPC T 117 0,242508 3 ___2 0,680321 3,63E-09 56,435 56,435 56,435 0,33965 26028000 DNA repair protein complementing XP-C cells FPSDLKKAHHLKRGATMNEDSNEEEEESENDUID15350 2

Q01831 XPC S 122 0,242508 3 ___2 0,666253 3,63E-09 56,435 56,435 48,697 0,22271 26028000 DNA repair protein complementing XP-C cells KKAHHLKRGATMNEDSNEEEEESENDWEEVEUID10216 2



Q01831 XPC S 129 0,242508 3 ___2 0,666253 3,63E-09 56,435 56,435 48,697 0,22271 26028000 DNA repair protein complementing XP-C cells RGATMNEDSNEEEEESENDWEEVEELSEPVLUID10217 2

Q8WWI1 LMO7 S 1423 0,242206 2 ___1 0,920406 2,15E-45 179,74 160,42 179,74 0,66924 12870000 LIM domain only protein 7 EASSGFLPGDRNKSRSTTELDDYSTNKNGNNUID4533 1

O43379 WDR62 S 1070 0,242 3 ___1 0,98451 0,00017931 77,192 73,021 72,321 0,024592 18035000 WD repeat-containing protein 62 EQEKFLRHHFETLTESPCRALGDVEASEAEDUID299 1

Q9H3Z4 DNAJC5 T 11 0,241962 3 ___1 0,552867 9,13E-06 92,812 92,812 92,812 -0,27969 66799000 DnaJ homolog subfamily C member 5 _____MADQRQRSLSTSGESLYHVLGLDKNAUID7793 1

P17096 HMGA1 S 6 0,241718 2 ___2 0,769701 6,16E-06 119,32 119,32 119,32 0,14502 48027000 High mobility group protein HMG-I/HMG-Y __________MSESSSKSSQPLASKQEKDGTUID9142 1;2

P17096 HMGA1 S 5 0,241718 2 ___2 0,755694 0,0127515 53,124 34,452 53,124 0,12319 11561000 High mobility group protein HMG-I/HMG-Y ___________MSESSSKSSQPLASKQEKDGUID9141 2

Q71RC2 LARP4 S 722 0,241688 2 ___1 1 0,00020797 105,17 99,686 105,17 0,15897 20296000 La-related protein 4 GVTRRNGKEQYVPPRSPK_____________UID3655 1

Q9BX95 SGPP1 S 112 0,241656 2 ___1 0,999964 9,34E-30 187 150,56 187 0,25301 206950000 Sphingosine-1-phosphate phosphatase 1 LGPASPRRAGALRRNSLTGEEGQLARVSNWPUID5345 1

O75494 SRSF10 S 133 0,241643 2 ___2 1 0,00017868 136,11 50,902 136,11 0,21823 5017600000 Serine/arginine-rich splicing factor 10 RSRSRSYERRRSRSRSFDYNYRRSYSPRNSRUID8663 1;2;3

Q86X27 RALGPS2 S 329 0,241473 2 ___2 0,999998 5,74E-06 95,073 81,411 78,324 0,25967 58444000 Ras-specific guanine nucleotide-releasing factor RalGPS2KSVAAEGALLPQTPPSPRNLIPHGHRKCHSLUID12057 1;2

Q86X27 RALGPS2 T 326 0,241473 2 ___2 0,999991 5,74E-06 78,324 78,324 78,324 0,25967 46422000 Ras-specific guanine nucleotide-releasing factor RalGPS2SGRKSVAAEGALLPQTPPSPRNLIPHGHRKCUID15681 1;2

Q92538 GBF1 S 347 0,241369 4 ___2 0,676259 1,64E-33 128,82 125,42 128,82 -0,22283 192170000 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1EQPDLQEGTHVEKSQSASVESIPEVLEECTSUID12700 2

Q5VZK9 LRRC16A S 968 0,24123 2 ___1 0,730602 0,00014647 63,709 44,465 61,962 -0,15496 14763000 Leucine-rich repeat-containing protein 16A IEDPPFPSLRQEKRSSGFISELPSEEGKKLEUID3357 1

Q8N720 ZNF655 S 12 0,241144 2 ___1 1 3,21E-05 97,45 92,728 97,45 -0,13427 19577000 Zinc finger protein 655 ____MEEIPAQEAAGSPRVQFQSLETQSECLUID4259 1

Q9NV70 EXOC1 S 501 0,240986 3 ___1 0,981525 5,84E-10 83,213 70,853 65,775 -0,54585 7460400 Exocyst complex component 1 RSQSSSLLDMGNMSASDLDVADRTKFDKIFEUID5874 1

Q9UQ35 SRRM2 S 436 0,24081 2 ___3 1 3,18E-09 129,11 125,79 129,11 0,043283 1354600000 Serine/arginine repetitive matrix protein 2 SPPSPQPTKVSRHASSSPESPKPAPAPGSHRUID22666 2;3;4

Q13459 MYO9B S 716 0,240742 3 ___1 0,499979 6,76E-07 72,583 71,697 72,583 -0,10725 13994000 Unconventional myosin-IXb AGRLRAERAEKAAGMSSPGAQSHPEELPRGAUID2504 1

Q13459 MYO9B S 717 0,240742 3 ___1 0,499979 6,76E-07 72,583 71,697 72,583 -0,10725 13994000 Unconventional myosin-IXb GRLRAERAEKAAGMSSPGAQSHPEELPRGASUID2505 1

Q7L8J4 SH3BP5L S 350 0,240671 3 ___2 0,999911 0,00012917 52,72 52,72 47,392 -0,087962 29863000 SH3 domain-binding protein 5-like LLSLRTVASDLQKCDSVEHLRGLSDHVSLDGUID11805 2

Q7L8J4 SH3BP5L S 343 0,240671 3 ___2 0,957708 0,00012917 52,72 52,72 52,72 -0,1945 29863000 SH3 domain-binding protein 5-like PDTDTLSLLSLRTVASDLQKCDSVEHLRGLSUID11804 2

Q9H410 DSN1 S 27 0,240119 3 ___2 0,573094 5,46E-07 83,395 83,395 83,395 -0,16169 75363000 Kinetochore-associated protein DSN1 homolog EKGPVMSKTHDHQLESSLSPVEVFAKTSASLUID13645 2

Q8NC51 SERBP1 S 234 0,240115 3 ___1 0,983196 1,50E-08 119,52 110,81 96,317 0,18151 71447000 Plasminogen activator inhibitor 1 RNA-binding proteinSGSHNWGTVKDELTESPKYIQKQISYNYSDLUID4273 1

Q9Y2W1 THRAP3 S 243 0,239849 2 ___1 1 5,28E-30 202,05 184,69 182,41 0,05165 1395600000 Thyroid hormone receptor-associated protein 3 YGTGSASRASAVSELSPRERSPALKSPLQSVUID6652 1;2

P33316 DUT S 243 0,239765 3 ___1 0,819958 1,05E-12 69,873 62,998 69,873 -0,14023 14547000 Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrialPEIEEVQALDDTERGSGGFGSTGKN______UID1345 1

Q7L014 DDX46 S 804 0,239692 3 ___1 1 2,57E-25 147,26 147,26 147,26 -0,66866 232340000 Probable ATP-dependent RNA helicase DDX46 NERKKLQKAALGLQDSDDEDAAVDIDEQIESUID3684 1

Q14004 CDK13 S 439 0,239297 2 ___2 0,994567 1,35E-06 127,56 116,07 127,56 0,40747 111260000 Cyclin-dependent kinase 13 SRHRLSRSRSRHSSISPSTLTLKSSLAAELNUID10704 2

P31323 PRKAR2B T 69 0,239273 2 ___1 0,886742 4,81E-07 133,78 124 133,78 0,34206 21668000 cAMP-dependent protein kinase type II-beta regulatory subunitEGRTWGDLGAAAGGGTPSKGVNFAEEPMQSDUID7098 1

Q15154 PCM1 S 386 0,239199 3 ___1 0,602062 0,00050486 68,044 38,554 68,044 -0,24857 18692000 Pericentriolar material 1 protein LSLTREVSQSRKPSASERLPDEKVELFSKMRUID2889 1

Q14676 MDC1 S 372 0,238909 4 ___2 0,666667 1,29E-06 49,199 49,152 49,199 0,22403 145080000 Mediator of DNA damage checkpoint protein 1 GTRGPGAPGLAHLQESQAGSDTDVEEGKAPQUID10822 2

Q16512 PKN1 S 562 0,238873 2 ___1 0,997014 2,19E-73 200,19 128,18 200,19 0,049123 145970000 Serine/threonine-protein kinase N1 DISVEKLNLGTDSDSSPQKSSRDPPSSPSSLUID2988 1

Q7L591 DOK3 S 389 0,238871 4 ___1 0,991338 1,83E-09 54,913 54,913 40,029 0,24949 13693000 Docking protein 3 NDLASGLYASVCKRASGPPGNEHLYENLCVLUID3701 1;2

Q9BUZ4 TRAF4 S 426 0,23862 2 ___1 0,999994 3,29E-05 107,37 100,52 107,37 -0,024776 9599800 TNF receptor-associated factor 4 DPNWKNFQKPGTWRGSLDESSLGFGYPKFISUID5298 1

Q9Y5B6 PAXBP1 S 557 0,238544 3 ___2 0,925463 1,74E-18 119,32 119,32 102,27 0,2944 81851000 PAX3- and PAX7-binding protein 1 AREQTGKMADHLEGLSSDDEETSTDITNFNLUID14864 2

Q9Y5B6 PAXBP1 S 558 0,238544 3 ___2 0,925463 1,74E-18 119,32 119,32 102,27 0,2944 81851000 PAX3- and PAX7-binding protein 1 REQTGKMADHLEGLSSDDEETSTDITNFNLEUID14865 2

Q6NYC8 PPP1R18 S 195 0,238053 3 ___2 1 0,00660738 42,958 33,425 42,958 -0,2589 4865800 Phostensin GDRSSRLSEAWKWRLSPGETPERSLRLAESRUID11585 2

Q6NYC8 PPP1R18 T 199 0,238053 3 ___2 1 0,00660738 42,958 33,425 42,958 -0,2589 4865800 Phostensin SRLSEAWKWRLSPGETPERSLRLAESREQSPUID15592 2

Q9UQ35 SRRM2 S 1101 0,23805 3 ___3 0,954324 6,82E-15 158,91 138,92 76,909 -0,089044 748080000 Serine/arginine repetitive matrix protein 2 LQSKSQTSPKGGRSRSSSPVTELASRSPIRQUID22739 2;3;4

Q9Y6A5 TACC3 S 434 0,238013 2 ___1 0,963106 9,44E-05 103,79 89,33 103,79 0,21021 24716000 Transforming acidic coiled-coil-containing protein 3 GGDTKSGCSEAQPPESPETRLGQPAAEQLHAUID6812 1

Q9NYV4 CDK12 S 1082 0,237686 3 ___1 0,499995 7,14E-15 103,03 103,03 103,03 -0,053114 46951000 Cyclin-dependent kinase 12 RKETTSGTSTEPVKNSSPAPPQPAPGKVESGUID5978 1

Q9NVU0 POLR3E S 503 0,237667 3 ___1 0,999992 5,46E-14 69,019 69,019 69,019 1,0124 104820000 DNA-directed RNA polymerase III subunit RPC5 VPAVPPGVRIKEEPVSEEGEEDEEQEAEEEPUID5882 1;2

O75116 ROCK2 S 1132 0,237619 3 ___2 0,536485 1,79E-14 78,159 74,859 78,159 0,012264 26629000 Rho-associated protein kinase 2 EQLRSQLQALHIGLDSSSIGSGPGDAEADDGUID8578 2

Q9NY27 PPP4R2 S 226 0,237548 2 ___1 0,997161 3,01E-125 261,17 261,17 145,43 0,079883 173790000 Serine/threonine-protein phosphatase 4 regulatory subunit 2NHSDSSTSESEVSSVSPLKNKHPDEDAVEAEUID5938 1

Q99733 NAP1L4 S 12 0,237313 2 ___2 0,903542 6,52E-07 101,39 101,39 101,39 0,15625 66512000 Nucleosome assembly protein 1-like 4 ____MADHSFSDGVPSDSVEAAKNASNTEKLUID13283 1;2

P28749 RBL1 S 1037 0,237107 2 ___2 1 0,00037374 71,344 34,331 71,344 0,68928 35905000 Retinoblastoma-like protein 1 RQGEQRTKKRVIAIDSDAESPAKRVCQENDDUID9377 1;2

P28749 RBL1 S 1041 0,237107 2 ___2 1 3,59E-05 76,151 49,002 71,344 0,68928 44581000 Retinoblastoma-like protein 1 QRTKKRVIAIDSDAESPAKRVCQENDDVLLKUID9378 1;2

Q9UQ35 SRRM2 S 1925 0,236707 3 ___2 0,999999 0,00201282 91,469 65,406 66,299 -0,14156 483860000 Serine/arginine repetitive matrix protein 2 RSRSRASPVSRRRSRSRTPPVTRRRSRSRTPUID14647 2

Q9UQ35 SRRM2 T 1927 0,236707 3 ___2 0,999998 0,00201282 91,469 65,406 66,299 -0,14156 483860000 Serine/arginine repetitive matrix protein 2 RSRASPVSRRRSRSRTPPVTRRRSRSRTPTTUID16040 2

Q86U06 RBM23 S 149 0,236584 3 ___1 0,999999 2,30E-06 81,356 81,356 81,356 -0,034257 23695000 Probable RNA-binding protein 23 GYRYGHSKSPHFREKSPVREPVDNLSPEERDUID3876 1

Q86V48 LUZP1 S 611 0,236512 2 ___1 0,999998 0,0003217 64,407 64,407 64,407 -0,68819 11531000 Leucine zipper protein 1 NSKAPVLSKYPYSCRSQENILQGFSTSHKEGUID3900 1

Q15648 MED1 S 1479 0,236496 3 ___2 0,999174 4,06E-10 83,879 78,879 83,879 -0,039545 61651000 Mediator of RNA polymerase II transcription subunit 1ESESGSSIAEKSYQNSPSSDDGIRPLPEYSTUID11052 2

Q15648 MED1 S 1482 0,236496 3 ___2 0,79868 4,06E-10 83,879 78,879 71,974 -0,08859 61651000 Mediator of RNA polymerase II transcription subunit 1SGSSIAEKSYQNSPSSDDGIRPLPEYSTEKHUID11053 2

Q9UQ35 SRRM2 S 2018 0,236462 3 ___3 1 0,00930686 41,259 41,259 40,724 -0,023101 544940000 Serine/arginine repetitive matrix protein 2 RRRSRSRTSPVTRRRSRSRTPPAIRRRSRSRUID22733 3

Q9UQ35 SRRM2 S 2020 0,236462 3 ___3 1 0,00134918 97,734 78,075 52,693 0,2609 4328400000 Serine/arginine repetitive matrix protein 2 RSRSRTSPVTRRRSRSRTPPAIRRRSRSRTPUID22734 1;2;3

Q9UQ35 SRRM2 T 2022 0,236462 3 ___3 1 0,00134918 97,734 78,075 52,693 0,2609 4328400000 Serine/arginine repetitive matrix protein 2 RSRTSPVTRRRSRSRTPPAIRRRSRSRTPLLUID24134 1;2;3

P36915 GNL1 S 51 0,236401 4 ___1 0,99403 2,98E-07 126,63 119,4 75,797 -0,18605 1079600000 Guanine nucleotide-binding protein-like 1 SRSGSRERREEQTDTSDGESVTHHIRRLNQQUID1400 1;2;3

Q9BRD0 BUD13 S 325 0,236215 2 ___1 1 8,62E-06 116,24 107,93 116,24 -0,42605 31970000 BUD13 homolog LSFPKNSKYEYDPDISPPRKKQAKSHFGDKKUID5237 1

Q8IWZ8 SUGP1 S 485 0,23611 4 ___1 0,98429 5,71E-22 136,49 136,49 136,49 -0,22576 169390000 SURP and G-patch domain-containing protein 1 LLWEKAVQQHQHGYDSDEEVDSELGTWEHQLUID4072 1

Q9Y3L3 SH3BP1 T 548 0,236095 2 ___1 0,620839 7,06E-06 73,404 73,404 54,7 0,51046 21024000 SH3 domain-binding protein 1 RTESEVPPRPASPKVTRSPPETAAPVEDMARUID7978 1

Q9BY11 PACSIN1 S 339 0,235972 3 ___1 0,608839 2,39E-10 88,927 88,927 88,927 0,1694 25792000 Protein kinase C and casein kinase substrate in neurons protein 1EGVALTNATGAVESTSQAGDRGSVSSYDRGQUID5368 1

P21333 FLNA S 1084 0,235843 2 ___1 0,982562 4,50E-05 109,48 101,93 109,48 0,1255 19533000 Filamin-A KVKAFGPGLQGGSAGSPARFTIDTKGAGTGGUID1150 1

P06748 NPM1 S 139 0,235801 2 ___1 0,997829 0,00402165 84,213 44,908 84,213 -0,48409 7601400 Nucleophosmin ESEDEEEEDVKLLSISGKRSAPGGGSKVPQKUID848 1

Q9UQ35 SRRM2 T 1453 0,235727 3 ___3 0,926903 3,02E-06 90,017 90,017 45,126 0,5686 45855000 Serine/arginine repetitive matrix protein 2 RSRSGSSPGLRDGSGTPSRHSLSGSSPGMKDUID24115 2;3

Q9UQ35 SRRM2 S 1458 0,235727 2 ___3 0,873391 3,02E-06 90,017 90,017 90,017 -0,094044 21628000 Serine/arginine repetitive matrix protein 2 SSPGLRDGSGTPSRHSLSGSSPGMKDIPRTPUID22641 3

P33241 LSP1 S 6 0,235482 4 ___1 0,868903 1,74E-42 123,42 123,42 123,42 0,12836 115620000 Lymphocyte-specific protein 1 __________MAEASSDPGAEEREELLGPTAUID1331 1

Q5THK1 PRR14L S 1029 0,234929 2 ___1 0,997009 1,55E-06 86,455 62,073 86,455 -0,61999 14242000 Protein PRR14L DLLVSSGSNNSLPCGSPKKCNLKGAFVKMSGUID3276 1

Q9H6T3 RPAP3 S 116 0,234761 4 ___2 0,968346 5,23E-19 83,088 83,088 80,342 -0,1574 456920000 RNA polymerase II-associated protein 3 ILDELDKDDSTHESLSQESESEEDGIHVDSQUID13729 2;3

Q9H6T3 RPAP3 S 119 0,234761 4 ___2 0,968346 5,23E-19 83,088 83,088 80,342 -0,1574 456920000 RNA polymerase II-associated protein 3 ELDKDDSTHESLSQESESEEDGIHVDSQKALUID13730 2;3

Q56NI9 ESCO2 S 75 0,234686 2 ___1 1 6,84E-06 117,27 100,81 117,27 -0,34966 70448000 N-acetyltransferase ESCO2 LKTTEINRLPSANQGSPFKSALSTVSFYNQNUID3134 1

Q9Y4X0 AMMECR1 S 16 0,234624 3 ___1 0,831639 4,19E-24 135,32 127,42 135,32 -0,27224 86974000 AMME syndrome candidate gene 1 protein MAAGCCGVKKQKLSSSPPSGSGGGGGASSSSUID6750 1

Q8IXQ3 C9orf40 S 67 0,234379 2 ___1 0,556139 0,020735 41,412 31,408 41,412 0,30839 9748500 Uncharacterized protein C9orf40 QHRKRKIDAGTMAEPSASPSKRRDSGDNSAPUID4084

Q14684 RRP1B S 350 0,234011 3 ___1 0,841797 5,33E-16 79,021 79,021 55,541 0,56908 13716000 Ribosomal RNA processing protein 1 homolog B SEGSSISQLSFAEDISADEDDQILSQGKHKKUID2745 1

Q13263 TRIM28 S 50 0,233901 3 ___1 0,826998 1,68E-63 186,5 186,5 173,35 -0,50358 1952600000 Transcription intermediary factor 1-beta APSAAASASASAAASSPAGGGAEALELLEHCUID2446 1

Q9UIG0 BAZ1B S 708 0,233892 3 ___2 0,965729 1,25E-37 141,72 141,72 122,24 -0,091506 461730000 Tyrosine-protein kinase BAZ1B RLCLRRSDVQEESEGSDTDDNKDSAAFEDNEUID14303 2

Q96JM3 CHAMP1 T 403 0,233643 2 ___1 0,664224 0,0223545 56,225 56,225 56,225 0,026382 20339000 Chromosome alignment-maintaining phosphoprotein 1ESWKSGPPELRKTAPTLSPEHWKAVPPVSPEUID7720 1

Q9UI10 EIF2B4 T 86 0,233433 2 ___1 0,999851 0,00354459 71,513 54,302 64,394 0,06569 6821000 Translation initiation factor eIF-2B subunit delta VGPTRELPESGIQLGTPREKVPAGRSKAELRUID7873 1

Q99733 NAP1L4 S 7 0,233424 2 ___2 0,994589 9,28E-08 119,96 111,89 119,46 -0,30044 115220000 Nucleosome assembly protein 1-like 4 _________MADHSFSDGVPSDSVEAAKNASUID13282 1;2

Q9NYV6 RRN3 S 170 0,233275 3 ___2 0,999847 4,54E-07 54,728 54,728 54,728 0,18732 16684000 RNA polymerase I-specific transcription initiation factor RRN3FVPPRVIIKEGDVDVSDSDDEDDNLPANFDTUID14094 2

Q9NYV6 RRN3 S 172 0,233275 3 ___2 0,999847 4,54E-07 54,728 54,728 54,728 0,18732 16684000 RNA polymerase I-specific transcription initiation factor RRN3PPRVIIKEGDVDVSDSDDEDDNLPANFDTCHUID14095 2

O15067 PFAS S 569 0,233236 3 ___1 0,999066 0,0005704 52,172 46,893 52,172 -0,15788 27621000 Phosphoribosylformylglycinamidine synthase IWGAEYQESNALLLRSPNRDFLTHVSARERCUID247 1

Q15773 MLF2 S 238 0,233072 2 ___1 0,923529 8,17E-07 131,69 131,69 131,69 0,14856 74088000 Myeloid leukemia factor 2 RAEGPPRLAIQGPEDSPSRQSRRYDW_____UID2977 1

Q9GZY6 LAT2 S 106 0,232622 3 ___1 0,9965 1,70E-07 69,133 66,564 69,133 -0,39305 10833000 Linker for activation of T-cells family member 2 ASSRYQNFSKGSRHGSEEAYIDPIAMEYYNWUID5456 1

Q8NHV4 NEDD1 S 516 0,232447 2 ___1 0,961088 5,96E-22 157,85 142,32 157,85 -0,10601 45910000 Protein NEDD1 AKLVTSGAESGNLNTSPSSNQTRNSEKFEKPUID4377 1

Q9UQ35 SRRM2 T 1177 0,232157 2 ___1 0,918839 1,59E-05 81,619 75,378 81,619 0,10486 17719000 Serine/arginine repetitive matrix protein 2 AESKEKMALPPQEDATASPPRQKDKFSPFPVUID7930 1

O76021 RSL1D1 T 358 0,231856 2 ___1 0,591544 1,17E-07 133,86 133,86 133,86 0,029847 255960000 Ribosomal L1 domain-containing protein 1 HGKKKRGRGKAQVKATNESEDEIPQLVPIGKUID6970 1

Q9NVF7 FBXO28 S 344 0,231736 2 ___1 0,998161 6,71E-17 103,41 86,296 103,41 -0,34552 26875000 F-box only protein 28 ESAVGNSSGSGQNEESPRKRKKATEAIDSLRUID5875 1

P42696 RBM34 S 28 0,231725 3 ___1 1 4,44E-10 110,31 110,31 110,31 0,4244 88207000 RNA-binding protein 34 RSVQEGENPDDGVRGSPPEDYRLGQVASSLFUID1519 1;2

Q8IWI9 MGA S 56 0,231678 3 ___1 0,627826 2,34E-11 77,917 77,917 77,917 -0,23251 18977000 MAX gene-associated protein LVTNQDACALASSVSSPVKSKGKICLPADCTUID4053 1

P32519 ELF1 S 163 0,231624 2 ___2 0,999912 2,48E-08 115,68 108,83 115,68 0,27838 66327000 ETS-related transcription factor Elf-1 PEVMETQQVQEKYADSPGASSPEQPKRKKGRUID9424 2

P32519 ELF1 S 187 0,231414 3 ___2 0,907543 1,26E-05 72,184 57,029 48,547 0,09228 149460000 ETS-related transcription factor Elf-1 PKRKKGRKTKPPRPDSPATTPNISVKKKNKDUID9422 1;2

Q05D32 CTDSPL2 S 134 0,231064 2 ___1 0,795338 4,53E-05 93,494 62,308 87,498 0,63887 14331000 CTD small phosphatase-like protein 2 HVKQNGKLEDNPSSGSPPRTTLLGTIFSPVFUID2198 1

Q96JM3 CHAMP1 S 87 0,230941 3 ___1 1 0,00090351 58,071 53,417 58,071 -0,034028 6651400 Chromosome alignment-maintaining phosphoprotein 1KMYSNVYYHITSKHASPDKWNDKPKNQLNKEUID4937 1

Q9BTA9 WAC S 523 0,230818 3 ___2 0,709838 1,74E-20 83,815 78,329 45,269 -0,21689 34707000 WW domain-containing adapter protein with coiled-coilEPVSPRSLQRSSSQRSPSPGPNHTSNSSNASUID13359 1;2

Q9NR30 DDX21 S 71 0,230802 2 ___1 1 1,30E-39 199,65 110,94 199,65 0,067504 680950000 Nucleolar RNA helicase 2 KQVKKKAEPSEVDMNSPKSKKAKKKEEPSQNUID5791 1

Q9BW71 HIRIP3 S 330 0,230582 2 ___3 0,999786 5,85E-08 81,839 81,839 73,11 0,20902 318080000 HIRA-interacting protein 3 RKSEDRTQLKGGKRLSGSSEDEEDSGKGEPTUID21520 3

Q9BW71 HIRIP3 S 332 0,230582 3 ___3 0,999266 5,85E-08 81,839 81,839 81,839 0,031347 318080000 HIRA-interacting protein 3 SEDRTQLKGGKRLSGSSEDEEDSGKGEPTAKUID21521 3

Q9BW71 HIRIP3 S 333 0,230582 3 ___3 0,999266 5,85E-08 81,839 81,839 81,839 0,031347 318080000 HIRA-interacting protein 3 EDRTQLKGGKRLSGSSEDEEDSGKGEPTAKGUID21522 3

O14578 CIT S 1939 0,230572 2 ___1 0,499974 0,00036522 51,939 44,372 51,939 -1,231 3479100 Citron Rho-interacting kinase RGPPTYNEHITKRVASSPAPPEGPSHPREPSUID144 1

O14578 CIT S 1940 0,230572 2 ___1 0,499974 0,00036522 51,939 44,372 51,939 -1,231 3479100 Citron Rho-interacting kinase GPPTYNEHITKRVASSPAPPEGPSHPREPSTUID145 1

Q92619 HMHA1 S 592 0,230563 4 ___2 0,995164 1,18E-13 75,758 75,758 75,758 -0,24239 87619000 Minor histocompatibility protein HA-1;Minor histocompatibility antigen HA-1SSFNVSDVARPEAAGSPPEEGGCTEGTPAKDUID12772 2

Q12906 ILF3 T 592 0,230332 2 ___1 1 0,00069963 87,498 63,73 58,21 0,014261 18446000 Interleukin enhancer-binding factor 3 KAYAALAALEKLFPDTPLALDANKKKRAPVPUID7293 1

Q8IYB3 SRRM1 S 463 0,230094 2 ___2 1 1,51E-130 272,96 272,96 104,41 -0,1345 7886900000 Serine/arginine repetitive matrix protein 1 RESPSPAPKPRKVELSESEEDKGGKMAAADSUID12229 1;2

Q8IYB3 SRRM1 S 465 0,230094 2 ___2 1 1,99E-21 169,94 162,54 104,41 -0,1345 7591300000 Serine/arginine repetitive matrix protein 1 SPSPAPKPRKVELSESEEDKGGKMAAADSVQUID12230 2

Q9NWV8 BABAM1 S 8 0,23008 3 ___2 0,940908 1,05E-17 124,8 124,8 124,8 -0,099953 163810000 BRISC and BRCA1-A complex member 1 ________MEVAEPSSPTEEEEEEEEHSAEPUID14013 1

Q9NWV8 BABAM1 S 7 0,23008 4 ___2 0,896337 0,00031666 55,588 46,716 49,25 -0,1007 7631300 BRISC and BRCA1-A complex member 1 _________MEVAEPSSPTEEEEEEEEHSAEUID14012

Q99590 SCAF11 S 802 0,229886 3 ___2 0,996489 6,50E-13 146,19 140,09 146,19 0,26836 238120000 Protein SCAF11 PRTRRSRFHSPSTTWSPNKDTPQEKKRPQSPUID13251 2

Q9UQ35 SRRM2 S 1382 0,229832 2 ___3 0,992874 6,02E-31 180,02 180,02 180,02 -0,086146 524750000 Serine/arginine repetitive matrix protein 2 PSLDMKEQSTRSSGHSSSELSPDAVEKAGMSUID22746 2;3

Q9UQ35 SRRM2 S 1384 0,229832 2 ___3 0,639487 0,00047685 57,499 49,695 57,499 -0,020621 19065000 Serine/arginine repetitive matrix protein 2 LDMKEQSTRSSGHSSSELSPDAVEKAGMSSNUID22748 3

Q9UQ35 SRRM2 S 1379 0,229832 2 ___3 0,534132 0,00047685 57,499 49,695 57,499 -0,020621 19065000 Serine/arginine repetitive matrix protein 2 ETDPSLDMKEQSTRSSGHSSSELSPDAVEKAUID22745 3

Q9UQ35 SRRM2 S 543 0,229711 2 ___2 1 9,34E-05 89,992 65,462 40,025 -0,26496 661330000 Serine/arginine repetitive matrix protein 2 PQRRGRSRSPQRPGWSRSRNTQRRGRSRSARUID14623 2;3

Q92667 AKAP1 S 150 0,229588 2 ___1 0,5 0,00133816 63,283 53,596 63,283 1,1336 3907100 A-kinase anchor protein 1, mitochondrial LTGGEAKSIPLECPLSSPKGVLFSSKSAEVCUID4684 1

Q92667 AKAP1 S 151 0,229588 2 ___1 0,5 0,00133816 63,283 53,596 63,283 1,1336 3907100 A-kinase anchor protein 1, mitochondrial TGGEAKSIPLECPLSSPKGVLFSSKSAEVCKUID4685 1

P08238 HSP90AB1 S 226 0,229342 3 ___1 1 9,03E-21 165,49 146,66 43,761 0,061538 35779000 Heat shock protein HSP 90-beta YPITLYLEKEREKEISDDEAEEEKGEKEEEDUID875 1

Q96JM3 CHAMP1 S 284 0,228973 3 ___2 0,706241 4,55E-10 85,982 80,078 51,025 -0,084573 66052000 Chromosome alignment-maintaining phosphoprotein 1KSARTTSPEPRKPSPSESPEPWKPFPAVSPEUID13042 2;3

O60231 DHX16 S 103 0,228953 2 ___2 1 1,87E-53 207,4 197,48 201,3 0,099078 179240000 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16RALLEKNRSYRLLEDSEESSEETVSRAGSSLUID8465 2;3

O60231 DHX16 S 106 0,228953 2 ___2 0,99747 1,87E-53 207,4 197,48 57,836 -0,51937 179240000 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16LEKNRSYRLLEDSEESSEETVSRAGSSLQKKUID8466 2;3

Q86XP3 DDX42 S 185 0,22893 3 ___1 0,999168 8,58E-38 143,36 136,7 97,613 -0,32143 1007600000 ATP-dependent RNA helicase DDX42 AGVVQEEEEDNLEYDSDGNPIAPTKKIIDPLUID3971 1

O75064 DENND4B S 1092 0,228847 2 ___1 0,999955 0,00104361 84,476 71,849 84,476 -0,591 5160400 DENN domain-containing protein 4B PPPELPPDLPPPARRSPMDSLLHPRERPGSTUID479 1

Q53F19 C17orf85 S 415 0,228835 2 ___1 0,999925 0,00318714 89,679 56,416 73,655 0,8661 90631000 Uncharacterized protein C17orf85 DEMDYDLELKMISTPSPKKSMKMTMYADEVEUID3120 1;2

Q14687 GSE1 S 909 0,228729 2 ___1 0,834026 8,40E-20 136,01 123,39 119,45 -0,047473 12714000 Genetic suppressor element 1 KQKALSAAVADSLTNSPRDSPAVSLSEPATQUID2758 1

Q15459 SF3A1 S 329 0,228675 2 ___1 1 2,58E-111 244,88 244,88 244,88 0,071334 1066700000 Splicing factor 3A subunit 1 YEKFGESEEVEMEVESDEEDDKQEKAEEPPSUID2935 1

Q5VYV7 SLX4IP S 396 0,228603 2 ___1 0,755005 0,00148249 78,324 63,542 78,324 0,22043 11577000 Protein SLX4IP TGLATNTERLSTIQNSPTKKRKKYERGH___UID3344 1

Q9ULU4 ZMYND8 S 425 0,228595 2 ___1 0,802071 0,00410308 66,595 46,292 66,595 -0,31587 24845000 Protein kinase C-binding protein 1 LMSKPVLSGGTGRRISLSDMPRSPMSTNSSVUID6342 1

P49841 GSK3B;GSK3A S 215 0,22848 2 ___1 0,627361 3,73E-09 142,43 130,79 142,43 -0,26385 456120000 Glycogen synthase kinase-3 beta;Glycogen synthase kinase-3 alphaDFGSAKQLVRGEPNVSYICSRYYRAPELIFGUID1769 1

P18887 XRCC1 S 226 0,228475 3 ___1 0,696476 3,74E-10 64,148 64,148 47,97 0,21894 19702000 DNA repair protein XRCC1 YAAATLQASSAASSASPVSRAIGSTSKPQESUID1101 1

Q06265 EXOSC9 S 384 0,228357 3 ___2 0,604042 7,17E-07 48,388 48,388 48,388 -0,63144 22163000 Exosome complex component RRP45 DGIKMDTGVEVSDIGSQDAPIILSDSEEEEMUID10300 2

Q06265 EXOSC9 S 392 0,228357 3 ___2 0,604042 7,17E-07 48,388 48,388 48,388 -0,63144 22163000 Exosome complex component RRP45 VEVSDIGSQDAPIILSDSEEEEMIILEPDKNUID10301 2

Q06265 EXOSC9 S 394 0,228357 3 ___2 0,604042 7,17E-07 48,388 48,388 48,388 -0,63144 22163000 Exosome complex component RRP45 VSDIGSQDAPIILSDSEEEEMIILEPDKNPKUID10302 2

Q9UQ35 SRRM2 S 1854 0,228111 2 ___3 0,999264 0,00010569 112,84 112,84 96,82 -0,22109 3379800000 Serine/arginine repetitive matrix protein 2 RGRSRTPPTSRKRSRSRTSPAPWKRSRSRASUID22736 1;2;3

Q9UQ35 SRRM2 S 1852 0,228111 2 ___3 0,994317 0,00163648 58,754 58,754 58,754 -0,2711 83452000 Serine/arginine repetitive matrix protein 2 RRRGRSRTPPTSRKRSRSRTSPAPWKRSRSRUID22735 3

Q9UQ35 SRRM2 T 1856 0,228111 2 ___3 0,884347 0,0040559 96,82 96,82 96,82 -0,22109 2372000000 Serine/arginine repetitive matrix protein 2 RSRTPPTSRKRSRSRTSPAPWKRSRSRASPAUID24135 2;3

P33241 LSP1 S 111 0,227932 2 ___2 1 9,60E-55 188,96 188,96 176,17 0,15462 3874800000 Lymphocyte-specific protein 1 GAQGALDSGEPPQCRSPEGEQEDRPGLHAYEUID9434 1;2

Q99733 NAP1L4 S 5 0,227741 2 ___1 0,998884 2,15E-44 190,18 190,18 72,446 -0,43056 126780000 Nucleosome assembly protein 1-like 4 ___________MADHSFSDGVPSDSVEAAKNUID5184 1;2

Q9BTC0 DIDO1 T 151 0,227371 3 ___3 0,987812 0,00011853 49,865 40,67 42,973 0,47611 36862000 Death-inducer obliterator 1 PASSEKVKGGDDHDDTSDSDSDGLTLKELQNUID23953 3

Q9BTC0 DIDO1 S 152 0,227371 3 ___3 0,979882 0,00011853 49,865 40,67 42,973 0,47611 36862000 Death-inducer obliterator 1 ASSEKVKGGDDHDDTSDSDSDGLTLKELQNRUID21464 3

Q9BTC0 DIDO1 S 154 0,227371 2 ___3 0,928105 0,00011853 49,865 40,67 41,621 -0,22605 36862000 Death-inducer obliterator 1 SEKVKGGDDHDDTSDSDSDGLTLKELQNRLRUID21465 3

Q9P270 SLAIN2 S 413 0,227256 2 ___1 1 0,00584991 95,502 36,521 95,502 0,015021 30013000 SLAIN motif-containing protein 2 DLQTSNVKNEEKLRRSLPNLSRTSNTQVDSVUID6065 1

Q3KQU3 MAP7D1 S 123 0,227248 3 ___3 0,619199 4,14E-10 92,238 80,216 92,238 -0,025998 37950000 MAP7 domain-containing protein 1 PPRRSSQPSPTAVPASDSPPTKQEVKKAGERUID19263 3

Q8NCD3 HJURP S 642 0,227023 2 ___1 0,902275 0,001736 90,108 63,506 77,379 -1,0308 27531000 Holliday junction recognition protein LNPDPHFQGFQKLPSSPLGCRKSLLGSTAIEUID4282 1

Q9UQ35 SRRM2 T 848 0,226878 3 ___2 0,802288 2,13E-14 98,398 98,398 42,865 -0,11992 1748100000 Serine/arginine repetitive matrix protein 2 QSHSSSSPHPKVKSGTPPRQGSITSPQANEQUID16033 2;3;4

Q14677 CLINT1 S 299 0,226849 4 ___1 0,847913 6,43E-25 129,84 129,84 112,72 0,21744 137160000 Clathrin interactor 1 TIDLGAAAHYTGDKASPDQNASTHTPQSSVKUID2737 1

Q9NTZ6 RBM12 S 420 0,226755 3 ___2 0,999985 1,84E-05 89,011 89,011 67,11 -0,12763 171810000 RNA-binding protein 12 PQTLPRSKSPSGQKRSRSRSPHEAGFCVYLKUID13959 2;3

P55884 EIF3B S 117 0,226535 2 ___1 0,624576 1,43E-12 145,05 130,63 145,05 0,30865 115210000 Eukaryotic translation initiation factor 3 subunit B PAQGEAPGEQARDERSDSRAQAVSEDAGGNEUID1919 1

P06400 RB1 S 794 0,226049 2 ___1 0,569812 1,63E-05 108,59 108,59 108,59 0,039218 31008000 Retinoblastoma-associated protein LSPIPHIPRSPYKFPSSPLRIPGGNIYISPLUID831 1;2

Q9Y6X9 MORC2 S 777 0,22599 2 ___2 1 4,15E-58 209,25 187,06 209,25 0,19375 601840000 MORC family CW-type zinc finger protein 2 GRFVVKEEKKDSNELSDSAGEEDSADLKRAQUID14954 2

Q9Y6X9 MORC2 S 779 0,22599 2 ___2 1 4,15E-58 209,25 187,06 192,6 0,0010454 601840000 MORC family CW-type zinc finger protein 2 FVVKEEKKDSNELSDSAGEEDSADLKRAQKDUID14955 2

Q9BQG0 MYBBP1A S 1290 0,225877 2 ___1 0,999991 0,00538218 84,083 25,396 84,083 -0,1158 24716000 Myb-binding protein 1A KQHQKALPKKGVLGKSPLSALARKKARLSLVUID5222 1

Q9Y618 NCOR2 S 2058 0,225768 3 ___2 0,694066 8,68E-13 65,624 65,624 65,624 -0,11558 17183000 Nuclear receptor corepressor 2 SSYSPEGVEPVSPVSSPSLTHDKGLPKHLEEUID14904 2

Q13428 TCOF1 S 171 0,225737 3 ___1 0,923982 1,79E-18 81,18 81,18 50,499 0,4583 135960000 Treacle protein SPRKSAEPSANTTLVSETEEEGSVPAFGAAAUID2483 1;2

Q9UQ35 SRRM2 S 1112 0,225607 2 ___2 0,984517 8,28E-07 111,56 106,95 102,5 0,36253 419600000 Serine/arginine repetitive matrix protein 2 GRSRSSSPVTELASRSPIRQDRGEFSASPMLUID14646 2;3;4

Q96F63 CCDC97 S 337 0,225468 3 ___1 0,999989 1,18E-09 65,775 62,895 65,775 -0,15398 18651000 Coiled-coil domain-containing protein 97 EEERYFDEEEPEDAPSPELDGD_________UID4865 1

Q6VMQ6 ATF7IP S 477 0,225398 3 ___1 0,858663 6,37E-08 78,975 68,072 78,975 0,14172 24175000 Activating transcription factor 7-interacting protein 1 ETNPDLEEKMESSFGSPSKQESSESLPKEAFUID3586 1

Q99543 DNAJC2 S 60 0,225246 4 ___3 1 8,80E-21 87,676 87,676 43,256 -0,068975 173020000 DnaJ homolog subfamily C member 2;DnaJ homolog subfamily C member 2, N-terminally processedNASASFQELEDKKELSEESEDEELQLEEFPMUID21333 2;3;4

Q99543 DNAJC2 S 63 0,225246 4 ___3 1 8,80E-21 87,676 87,676 43,256 -0,068975 173020000 DnaJ homolog subfamily C member 2;DnaJ homolog subfamily C member 2, N-terminally processedASFQELEDKKELSEESEDEELQLEEFPMLKTUID21334 2;3;4

Q92608 DOCK2 T 1786 0,224606 3 ___1 0,552485 0,00087344 48,053 48,053 46,621 -0,22274 9813600 Dedicator of cytokinesis protein 2 IPGLDEANTSPRLSQTFLQLSDGDKKTLTRKUID7674 1

Q9UBC2 EPS15L1 S 49 0,224534 2 ___1 0,993629 0,00659887 54,259 44,671 54,259 0,22145 5174200 Epidermal growth factor receptor substrate 15-like 1 VGASEAALFLKKSGLSDIILGKIWDLADPEGUID6099 1

Q9NYV4 CDK12 S 323 0,224319 2 ___2 0,725476 0,00039938 59,607 44,464 59,607 0,087813 52730000 Cyclin-dependent kinase 12 RRSSSYERSGSYSGRSPSPYGRRRSSSPFLSUID14089 2

P49756 RBM25 S 677 0,224177 2 ___1 1 3,75E-63 227,92 194,02 227,92 0,30107 1539100000 RNA-binding protein 25 HRPKIGLSLKLGASNSPGQPNSVKRKKLPVDUID1712 1;2

Q15365 PCBP1 S 189 0,224164 3 ___1 0,555298 1,64E-10 82,849 82,849 82,849 -0,14107 24064000 Poly(rC)-binding protein 1 PQGRVMTIPYQPMPASSPVICAGGQDRCSDAUID2912 1

P53667 LIMK1 S 310 0,223917 2 ___1 0,795768 2,26E-06 127,57 116,25 127,57 0,84788 15806000 LIM domain kinase 1 RSCSIDRSPGAGSLGSPASQRKDLGRSESLRUID1876 1

Q9UQ35 SRRM2 S 1320 0,223762 3 ___3 0,999999 2,85E-18 157,73 149,54 157,73 -0,20351 773840000 Serine/arginine repetitive matrix protein 2 WGGPHFSPEHKELSNSPLRENSFGSPLEFRNUID22645 1;2;3

Q8N6F7 GCSAM S 99 0,223621 3 ___1 0,913329 3,06E-10 88,222 88,222 72,22 -0,71644 205860000 Germinal center-associated signaling and motility proteinLCYTLINHRVLCTRPSGNSAEEYYENVPCKAUID4251 1;2

Q9H7N4 SCAF1 S 965 0,223571 2 ___1 0,999251 4,23E-06 120,84 105,47 120,84 -0,13901 21326000 Splicing factor, arginine/serine-rich 19 CSQAAGTKGAEETSWSGEERAAKVPSTPPPKUID5659 1

Q9UQ35 SRRM2 S 1102 0,223568 3 ___2 0,79266 3,46E-21 168,93 142,87 44,105 0,20578 747890000 Serine/arginine repetitive matrix protein 2 QSKSQTSPKGGRSRSSSPVTELASRSPIRQDUID14643 2;3;4

Q9UQ35 SRRM2 S 2449 0,223453 2 ___1 0,999915 8,03E-13 128,36 96,766 128,36 0,085256 279230000 Serine/arginine repetitive matrix protein 2 APSQSLLPPAQDQPRSPVPSAFSDQSRCLIAUID6486 1

Q8TDD1 DDX54 S 41 0,223346 3 ___2 0,999998 2,30E-15 113,65 109,84 112,13 0,077542 249420000 ATP-dependent RNA helicase DDX54 LRKRRGAASQARGSDSEDGEFEIQAEDDARAUID12547 2

Q8TDD1 DDX54 S 39 0,223346 3 ___2 0,998613 2,30E-15 113,65 109,84 112,13 0,077542 249420000 ATP-dependent RNA helicase DDX54 KGLRKRRGAASQARGSDSEDGEFEIQAEDDAUID12546 2

P32519 ELF1 S 167 0,223336 2 ___2 0,578316 3,05E-05 115,68 108,83 115,68 0,27838 53139000 ETS-related transcription factor Elf-1 ETQQVQEKYADSPGASSPEQPKRKKGRKTKPUID9425 2

Q13610 PWP1 S 50 0,223118 2 ___1 1 5,52E-35 165,75 154,14 165,75 -0,39845 624270000 Periodic tryptophan protein 1 homolog LIAEAKEKLQEEGGGSDEEETGSPSEDGMQSUID2582 1;2

Q9HCG8 CWC22 S 39 0,222928 3 ___3 0,999996 6,02E-06 78,272 78,272 78,272 0,028794 169870000 Pre-mRNA-splicing factor CWC22 homolog QRNSSPEDRYEEQERSPRDRDYFDYSRSDYEUID21916 2;3

Q9HCG8 CWC22 S 27 0,222928 3 ___3 0,999697 6,02E-05 61,345 61,345 47,371 0,2184 110930000 Pre-mRNA-splicing factor CWC22 homolog SGHDRRENLNSYQRNSSPEDRYEEQERSPRDUID21914 2;3

Q9HCG8 CWC22 S 28 0,222928 3 ___3 0,99878 6,02E-06 78,272 78,272 47,371 0,2184 116160000 Pre-mRNA-splicing factor CWC22 homolog GHDRRENLNSYQRNSSPEDRYEEQERSPRDRUID21915 2;3

Q9BX63 BRIP1 S 1031 0,222557 2 ___1 0,529879 7,72E-05 53,21 43,778 53,21 0,65863 14292000 Fanconi anemia group J protein IPKATPELGSSENSASSPPRFKTEKMESKTVUID5344 1

Q16637 SMN1 T 25 0,222479 2 ___1 0,817936 7,10E-07 119,38 119,38 101,47 -0,090623 96262000 Survival motor neuron protein GGVPEQEDSVLFRRGTGQSDDSDIWDDTALIUID7418 1;2



Q9NQS7 INCENP S 831 0,222298 3 ___3 0,920474 2,80E-05 48,229 47,151 47,499 -0,29897 53338000 Inner centromere protein KINPDNYGMDLNSDDSTDDEAHPRKPIPTWAUID21964 3

Q9NQS7 INCENP S 828 0,222298 3 ___3 0,920181 2,80E-05 48,229 47,151 48,229 -0,44159 53338000 Inner centromere protein APPKINPDNYGMDLNSDDSTDDEAHPRKPIPUID21963 3

Q9NQS7 INCENP Y 822 0,222298 3 ___3 0,909727 3,38E-05 47,499 47,499 47,499 -0,29897 53338000 Inner centromere protein TPQGHRAPPKINPDNYGMDLNSDDSTDDEAHUID24279 3

Q9UQ35 SRRM2 S 954 0,222209 2 ___3 1 3,34E-10 147,26 140,95 147,26 0,019244 1648500000 Serine/arginine repetitive matrix protein 2 SRVTSRTTPRRSRSVSPCSNVESRLLPRYSHUID22699 2;3

O75592 MYCBP2 S 2789 0,221896 3 ___1 1 3,07E-06 127,03 127,03 115,38 0,12579 312910000 E3 ubiquitin-protein ligase MYCBP2 SDAAKLRSDSHSRSLSPNHNTLQTLKSDGRMUID580 1;2

P46821 MAP1B S 1400 0,221889 3 ___2 1 7,72E-28 154,42 154,42 154,42 0,27586 187110000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1PDSESPIEKVLSPLRSPPLIGSESAYESFLSUID9720 1;2

P46821 MAP1B S 1396 0,221889 3 ___2 1 7,72E-28 154,42 154,42 154,42 0,27586 168760000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1DEPVPDSESPIEKVLSPLRSPPLIGSESAYEUID9733 2

Q01804 OTUD4 S 1023 0,221858 2 ___2 1 1,29E-30 178,08 170,21 178,08 -0,31665 312480000 OTU domain-containing protein 4 GANSVDSRVQRPKEESSEDENEVSNILRSGRUID10208 2

Q01804 OTUD4 S 1024 0,221858 2 ___2 1 1,29E-30 178,08 170,21 178,08 -0,31665 312480000 OTU domain-containing protein 4 ANSVDSRVQRPKEESSEDENEVSNILRSGRSUID10209 2

Q9H4L7 SMARCAD1 S 124 0,221713 3 ___2 0,999533 6,00E-19 109,65 101,75 100,28 0,076972 108870000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1TVQEKTFNKDTVIIVSEPSEDEESQGLPTMAUID13669 2

Q9H4L7 SMARCAD1 S 127 0,221713 3 ___2 0,998634 6,00E-19 109,65 101,75 104,06 0,043291 108870000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1EKTFNKDTVIIVSEPSEDEESQGLPTMARRNUID13670 2

Q96PU5 NEDD4L S 448 0,221619 2 ___1 0,895237 1,98E-20 140,84 125,3 140,84 0,001353 74730000 E3 ubiquitin-protein ligase NEDD4-like NNHLIEPQIRRPRSLSSPTVTLSAPLEGAKDUID5010 1

Q8WYP5 AHCTF1 S 2222 0,221506 2 ___2 1 3,33E-05 83,692 67,427 83,692 -0,012744 7701300 Protein ELYS KESAWSPPPIEIRLISPLASPADGVKSKPRKUID12671 2

Q8WYP5 AHCTF1 S 2226 0,221506 2 ___2 1 3,33E-05 83,692 67,427 83,692 -0,012744 7701300 Protein ELYS WSPPPIEIRLISPLASPADGVKSKPRKTTEVUID12672 2

P19105 MYL12A;MYL12B;MYL9S 19 0,221242 2 ___1 0,851276 8,65E-07 111,4 111,4 60,157 -0,43248 29753000 Myosin regulatory light chain 12A;Myosin regulatory light chain 12B;Myosin regulatory light polypeptide 9KRTKTKTKKRPQRATSNVFAMFDQSQIQEFKUID198 1

P14859 POU2F1 S 448 0,220781 2 ___1 0,929797 1,05E-14 149,37 113,03 141,82 -0,065513 385580000 POU domain, class 2, transcription factor 1 KEKRINPPSSGGTSSSPIKAIFPSPTSLVATUID990 1

Q9UIG0 BAZ1B S 705 0,220693 3 ___2 0,997051 1,25E-37 141,72 141,72 122,24 -0,091506 592080000 Tyrosine-protein kinase BAZ1B ELVRLCLRRSDVQEESEGSDTDDNKDSAAFEUID14302 2

Q92614 MYO18A S 2043 0,220454 2 ___1 0,99247 9,25E-08 127,71 116,27 101,78 -0,59698 294240000 Unconventional myosin-XVIIIa DNTSRPRYSHSYLSDSDTEAKLTETNA____UID4664 1;2

Q8IV63 VRK3 S 59 0,220206 2 ___1 0,951091 1,71E-12 155,86 149,42 155,86 0,5155 15353000 Inactive serine/threonine-protein kinase VRK3 SFQGSKRGLNSSFETSPKKVKWSSTVTSPRLUID4034 1

P08575 PTPRC S 975 0,220031 2 ___1 1 2,00E-110 258,91 258,91 258,91 -0,2134 3382300000 Receptor-type tyrosine-protein phosphatase C QHIGNQEENKSKNRNSNVIPYDYNRVPLKHEUID888 1

O14617 AP3D1 S 827 0,219958 2 ___1 0,531863 1,95E-05 55,344 55,344 55,344 0,024529 9080200 AP-3 complex subunit delta-1 DSEKLPIQKHRNTETSKSPEKDVPMVEKKSKUID149

Q9UIG0 BAZ1B S 1468 0,219811 2 ___1 1 1,31E-162 297,49 285,62 297,49 0,17331 857550000 Tyrosine-protein kinase BAZ1B KRKKFPDRLAEDEGDSEPEAVGQSRGRRQKKUID6202 1

Q9NYZ3 GTSE1 S 575 0,219702 2 ___2 1 2,17E-05 93,111 35,151 82,645 -0,857 129610000 G2 and S phase-expressed protein 1 TRESNRKTDSRLVDVSPDRGSPPSRVPQALNUID14097 1;2

Q9NYZ3 GTSE1 S 580 0,219702 2 ___2 0,933914 0,00042116 53,278 53,278 50,158 0,37365 88773000 G2 and S phase-expressed protein 1 RKTDSRLVDVSPDRGSPPSRVPQALNFSPEEUID14098 2

O15213 WDR46 S 41 0,219611 3 ___1 0,983118 3,09E-06 56,562 52,21 56,562 0,36952 18798000 WD repeat-containing protein 46 RRYWEEETVPTTAGASPGPPRNKKNRELRPQUID259 1

P15884 TCF4 S 515 0,219334 3 ___1 0,833092 2,31E-06 47,522 47,522 47,522 -0,14087 34695000 Transcription factor 4 GLQGQSVSSGSSEIKSDDEGDENLQDTKSSEUID1013 1

Q9UQ35 SRRM2 S 437 0,219254 2 ___3 1 3,18E-09 129,11 125,79 129,11 0,043283 1478400000 Serine/arginine repetitive matrix protein 2 PPSPQPTKVSRHASSSPESPKPAPAPGSHREUID22667 2;3;4

Q86YS7 C2CD5 S 295 0,219215 2 ___1 0,959077 0,00148249 78,324 67,714 78,324 0,44534 20935000 C2 domain-containing protein 5 SSGPSTPLKNQTYSFSPSKSYSRQSSSSDTDUID3991 1

Q5VT52 RPRD2 S 930 0,219215 4 ___2 0,696877 1,91E-10 54,361 52,167 54,361 0,29177 30206000 Regulation of nuclear pre-mRNA domain-containing protein 2AFSVRGNEPGSDRSPSPSKNDSFFTPDSNHNUID11399 2

Q9Y2X3 NOP58 T 350 0,219215 3 ___1 0,688051 2,50E-05 76,143 67,208 40,941 -0,00229 31917000 Nucleolar protein 58 TPKYGLIYHASLVGQTSPKHKGKISRMLAAKUID7971 1

Q8IWA0 WDR75 S 779 0,219188 3 ___2 0,999999 7,13E-15 101,86 101,86 101,86 -0,62242 708200000 WD repeat-containing protein 75 AKEIPEDVDMEEEKESEDSDEENDFTEKVQDUID12142 2

Q8IWA0 WDR75 S 782 0,219188 3 ___2 0,999956 7,13E-15 101,86 101,86 55,895 -0,40232 708200000 WD repeat-containing protein 75 IPEDVDMEEEKESEDSDEENDFTEKVQDTSNUID12143 2

Q9BUJ2 HNRNPUL1 S 512 0,218782 2 ___1 0,999998 4,50E-05 115,82 115,82 115,82 0,58296 20293000 Heterogeneous nuclear ribonucleoprotein U-like protein 1RKKRNYILDQTNVYGSAQRRKMRPFEGFQRKUID5291 1

Q9NPF5 DMAP1 T 445 0,218656 2 ___1 0,958872 4,28E-14 148,7 148,7 148,7 -0,022378 10923000 DNA methyltransferase 1-associated protein 1 PDPKDTIIDVVGAPLTPNSRKRRESASSSSSUID7825 1

Q9UQ35 SRRM2 S 954 0,218611 2 ___2 1 3,34E-10 147,26 140,95 147,26 0,019244 1648500000 Serine/arginine repetitive matrix protein 2 SRVTSRTTPRRSRSVSPCSNVESRLLPRYSHUID14602 2;3

P63165 SUMO1 S 2 0,218458 2 ___1 1 3,01E-101 248,1 229,69 248,1 0,26121 3849800000 Small ubiquitin-related modifier 1 ______________MSDQEAKPSTEDLGDKKUID1994 1

A8CG34 POM121C;POM121B;POM121S 412 0,218381 2 ___1 0,857083 0,00028798 56,482 56,482 56,482 -0,001957 9845800 Nuclear envelope pore membrane protein POM 121C;Putative nuclear envelope pore membrane protein POM 121B;Nuclear envelope pore membrane protein POM 121TRGISQLWKRNGPSSSPFSSPASSRSQTPERUID44 1

Q99638 RAD9A S 277 0,218238 4 ___1 0,998996 2,93E-24 141,13 141,13 141,13 0,14217 98960000 Cell cycle checkpoint control protein RAD9A LATLSDTDSHSQDLGSPERHQPVPQLQAHSTUID5170 1

Q5VZK9 LRRC16A S 967 0,218104 3 ___1 0,578678 9,27E-06 78,088 78,088 78,088 -0,46247 20634000 Leucine-rich repeat-containing protein 16A HIEDPPFPSLRQEKRSSGFISELPSEEGKKLUID3356 1

Q6PKG0 LARP1 T 785 0,217803 3 ___2 1 0,00018509 80,116 61,585 41,088 0,050053 858310000 La-related protein 1 TVPESPNYRNTRTPRTPRTPQLKDSSQTSRFUID15611 2;3

Q9Y487 ATP6V0A2 S 695 0,217479 3 ___2 0,999996 1,51E-37 175,46 164,94 152,34 -0,10187 142820000 V-type proton ATPase 116 kDa subunit a isoform 2 CFGVNRSGYTLIRKDSEEEVSLLGSQDIEEGUID14813 1;2

Q9Y487 ATP6V0A2 S 700 0,217479 4 ___2 0,999559 7,19E-15 91,354 86,593 91,354 -0,35049 12769000 V-type proton ATPase 116 kDa subunit a isoform 2 RSGYTLIRKDSEEEVSLLGSQDIEEGNHQVEUID14814 2

O95602 POLR1A S 1429 0,217231 4 ___1 0,540215 1,51E-24 122,66 117,94 122,66 -0,017729 26224000 DNA-directed RNA polymerase I subunit RPA1 DAKRKEKQEEEVDYESEEEEEREGEENDDEDUID735 1

P55197 MLLT10 S 689 0,217163 2 ___1 0,997959 0,00746771 61,765 42,405 61,765 -0,47935 13904000 Protein AF-10 LVGRGSSPRGSLSPRSPVSSLQIRYDQPGNSUID1911 1

Q9Y5S9 RBM8A S 24 0,217054 3 ___1 1 4,83E-15 88,395 88,395 70,833 0,28459 121550000 RNA-binding protein 8A EAGGEDFAMDEDGDESIHKLKEKAKKRKGRGUID6786 1

Q32MZ4 LRRFIP1 S 120 0,217043 2 ___1 1 2,08E-140 278,07 278,07 265,63 0,20227 483620000 Leucine-rich repeat flightless-interacting protein 1 AATLASLGGTSSRRGSGDTSISIDTEASIREUID3054 1

Q96RS0 TGS1 S 438 0,216982 3 ___1 0,785217 3,58E-05 42,894 37,574 42,894 -1,3506 4627900 Trimethylguanosine synthase KLKRSHELDIDENPASDFDDSGSLLGFKYGSUID5046 1

Q96P16 RPRD1A S 156 0,216982 3 ___1 0,682153 8,44E-22 110,08 110,08 107,45 -0,026636 54109000 Regulation of nuclear pre-mRNA domain-containing protein 1AEQIKVDENENCSSLGSPSEPPQTLDLVRALQUID4993 1

Q6P0Q8 MAST2 S 74 0,216933 2 ___1 0,999323 0,00230145 47,545 41,012 47,037 0,47047 5600100 Microtubule-associated serine/threonine-protein kinase 2QDVVTGVSPLLFRKLSNPDIFSSTGKVKLQRUID3504 1

P35269 GTF2F1 S 224 0,216817 3 ___3 1 6,36E-15 88,518 83,896 47,281 -0,25244 310050000 General transcription factor IIF subunit 1 DLEDDLEMSSDASDASGEEGGRVPKAKKKAPUID17563 3;4

O14497 ARID1A S 1604 0,21661 2 ___2 0,955267 0,0028447 73,834 53,407 73,834 1,2852 12958000 AT-rich interactive domain-containing protein 1A APLPRPMENRTSPSKSPFLHSGMKMQKAGPPUID8230 2

Q5T200 ZC3H13 T 317 0,216416 2 ___3 0,978087 1,68E-10 114,86 96,397 114,86 0,073898 240320000 Zinc finger CCCH domain-containing protein 13 RDFERQREKRDKPRSTSPAGQHHSPISSRHHUID23652 2;3

Q5T200 ZC3H13 S 316 0,216416 2 ___3 0,971068 8,48E-09 114,86 96,397 114,86 0,073898 240320000 Zinc finger CCCH domain-containing protein 13 GRDFERQREKRDKPRSTSPAGQHHSPISSRHUID19421 2;3

Q14676 MDC1 S 453 0,215986 2 ___2 0,958472 6,68E-39 175,86 164,39 175,86 -0,16465 352220000 Mediator of DNA damage checkpoint protein 1 RVVLLQRSQTTTERDSDTDVEEEELPVENREUID10833 1;2

P46100 ATRX S 677 0,215812 3 ___1 0,999907 1,88E-39 167,1 160,67 167,1 -0,15292 120960000 Transcriptional regulator ATRX TPLRRPTETNPVTSNSDEECNETVKEKQKLSUID1583 1

Q96L91 EP400 S 941 0,215553 4 ___2 0,886501 9,77E-48 135,13 135,13 126,76 0,22211 95152000 E1A-binding protein p400 ESSLDSGMSGRKRKASISLTDDEVDDEEETIUID13072 2

Q13523 PRPF4B S 366 0,215258 2 ___2 1 7,41E-07 106,79 70,785 59,13 -0,20606 2189500000 Serine/threonine-protein kinase PRP4 homolog KRRSLSPKPRDKSRRSRSPLLNDRRSKQSKSUID10641 2

Q13523 PRPF4B S 368 0,215258 2 ___2 1 7,41E-07 106,79 70,785 59,13 -0,20606 2189500000 Serine/threonine-protein kinase PRP4 homolog RSLSPKPRDKSRRSRSPLLNDRRSKQSKSPSUID10642 2

Q9UKV3 ACIN1 T 254 0,215257 2 ___1 0,807638 9,94E-06 99,413 81,276 60,528 -0,18248 19109000 Apoptotic chromatin condensation inducer in the nucleusLSEGSQPAEEEEDQETPSRNLRVRADRNLKTUID7886 1

Q9H6F5 CCDC86 T 42 0,214943 3 ___1 0,943471 6,24E-39 177,6 169,14 177,6 0,30572 430920000 Coiled-coil domain-containing protein 86 RTRRALVEFESNPEETREPGSPPSVQRAGLGUID7804 1

Q9UQ35 SRRM2 S 1878 0,214873 2 ___3 1 6,19E-05 141,1 53,946 141,1 -0,12271 2567300000 Serine/arginine repetitive matrix protein 2 RSRSRASPATHRRSRSRTPLISRRRSRSRTSUID22730 2;3

Q9UQ35 SRRM2 T 1880 0,214873 2 ___3 1 6,19E-05 141,1 53,946 141,1 -0,12271 2567300000 Serine/arginine repetitive matrix protein 2 RSRASPATHRRSRSRTPLISRRRSRSRTSPVUID24132 2;3

Q9UQ35 SRRM2 S 1876 0,214873 2 ___3 0,999993 0,00116742 74,216 61,079 74,216 -0,15395 1856000000 Serine/arginine repetitive matrix protein 2 WKRSRSRASPATHRRSRSRTPLISRRRSRSRUID22729 3

Q9Y5N6 ORC6 T 195 0,214823 3 ___1 1 2,73E-07 93,006 80,525 48,229 0,80195 28558000 Origin recognition complex subunit 6 EKIGQQVDREPGDVATPPRKRKKIVVEAPAKUID7995 1

P67809 YBX1 S 167 0,214498 3 ___1 0,951332 3,86E-149 261,81 255,39 261,81 0,33569 902710000 Nuclease-sensitive element-binding protein 1 RGPPRNYQQNYQNSESGEKNEGSESAPEGQAUID1997 1;2

Q86YP4 GATAD2A S 340 0,214425 3 ___1 0,833435 1,98E-18 82,453 82,453 82,453 0,10555 41318000 Transcriptional repressor p66-alpha NSTPTSVASVVTSAESPASRQAAAKLALRKQUID3979 1

Q99700 ATXN2 S 624 0,214249 2 ___1 0,999544 0,00072183 69,716 60,762 69,716 1,2049 9637000 Ataxin-2 STMPKRMSSEGPPRMSPKAQRHPRNHRVSAGUID5181 1

P25205 MCM3 T 713 0,214249 3 ___2 0,936712 1,80E-07 65,038 59,134 62,833 0,058818 121990000 DNA replication licensing factor MCM3 DAKDGDSYDPYDFSDTEEEMPQVHTPKTADSUID15179 2;3

O96019 ACTL6A S 233 0,214162 2 ___1 1 8,56E-05 92,191 78,421 92,191 0,4632 47912000 Actin-like protein 6A VPPYMIASKEAVREGSPANWKRKEKLPQVTRUID775 1

O60293 ZFC3H1 S 809 0,214125 2 ___2 0,974027 7,92E-06 82,248 46,834 63,918 -0,13644 10764000 Zinc finger C3H1 domain-containing protein IKSDQLKTSSSSPANSDVEIDGIGRIAMVTKUID8488 2

P29692 EEF1D S 162 0,214093 3 ___2 1 2,73E-129 252,17 252,17 145,37 0,59799 1,5094E+10 Elongation factor 1-delta TPAEDDEDDDIDLFGSDNEEEDKEAAQLREEUID9390 1;2

P29692 EEF1D T 147 0,214093 3 ___2 1 2,73E-129 252,17 252,17 145,37 0,59799 2640400000 Elongation factor 1-delta VSPMRQVEPPAKKPATPAEDDEDDDIDLFGSUID15192 2

P06748 NPM1 S 125 0,214015 4 ___1 0,999999 8,47E-39 142,72 142,72 142,72 -0,29334 170680000 Nucleophosmin HISGQHLVAVEEDAESEDEEEEDVKLLSISGUID847 1

Q9UPT8 ZC3H4 S 1269 0,214009 2 ___1 0,99318 3,66E-24 136,79 136,79 110,6 0,30918 410480000 Zinc finger CCCH domain-containing protein 4 TLFGTVKQTPKTGSGSPFAGNSPAREGEQDAUID6422 1;2

O94782 USP1 S 475 0,213876 3 ___1 0,84352 2,40E-13 73,765 63,343 73,765 -0,16171 29213000 Ubiquitin carboxyl-terminal hydrolase 1 VQEDELSKVEESSEISPEPKTEMKTLRWAISUID629 1

Q96B54 ZNF428 S 99 0,213713 2 ___1 0,999962 8,59E-05 96,464 89,774 75,483 -0,1575 22186000 Zinc finger protein 428 RAAQPPAQPCQLCGRSPLGEAPPGTPPCRLCUID4771 1

P18669 PGAM1 S 14 0,213627 2 ___1 1 2,14E-05 101,39 85,187 101,39 0,29113 12101000 Phosphoglycerate mutase 1 __MAAYKLVLIRHGESAWNLENRFSGWYDADUID1087 1

Q7Z6E9 RBBP6 S 861 0,213607 2 ___1 1 0,00274053 121,05 19,618 114,2 0,0068291 69909000 E3 ubiquitin-protein ligase RBBP6 AAGAQPRPSANRENFSPERFLPLNIRNSPFTUID3821 1

Q14684 RRP1B S 513 0,213409 2 ___1 0,997492 3,30E-13 160,67 160,67 89,403 -0,15466 203400000 Ribosomal RNA processing protein 1 homolog B SQSGPSGSHPQGPRGSPTGGAQLLKRKRKLGUID2743 1

Q5T200 ZC3H13 S 875 0,212964 2 ___2 0,999999 7,90E-07 121,01 110,18 121,01 0,058569 180730000 Zinc finger CCCH domain-containing protein 13 KHRLLSQVVRPQESRSLSPSHLTEDRQGRWKUID11344 2

Q5T200 ZC3H13 S 877 0,212964 2 ___2 0,999925 7,06E-07 126,76 105,92 121,01 0,058569 512760000 Zinc finger CCCH domain-containing protein 13 RLLSQVVRPQESRSLSPSHLTEDRQGRWKEEUID11345 1;2

Q92538 GBF1 S 1318 0,212911 2 ___1 0,995949 9,49E-23 167,61 148,52 167,61 -0,016226 736260000 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1PSYHQNDVSLDRGYTSDSEVYTDHGRPGKIHUID4601 1

Q9UGU5 HMGXB4 S 497 0,212764 2 ___1 0,99472 0,00119503 60,196 53,046 50,806 -0,18792 29913000 HMG domain-containing protein 4 SEGSMKVKASSVGVLSPQKKSPPTTMLLPASUID6151 1

Q29RF7 PDS5A S 1305 0,21253 2 ___1 1 3,22E-23 173,36 159,07 50,077 -0,45548 182740000 Sister chromatid cohesion protein PDS5 homolog A KPINKGRKRAAVGQESPGGLEAGNAKAPKLQUID3024 1

Q8WWK9 CKAP2 T 579 0,212507 3 ___2 0,98478 1,99E-05 78,987 65,256 78,987 -0,094094 14494000 Cytoskeleton-associated protein 2 KEQDNKTKDPTHDVKTPNTETRTSCLIKYNVUID15758 2

Q8WWK9 CKAP2 T 582 0,212507 3 ___2 0,983261 1,99E-05 78,987 65,256 78,987 -0,094094 14494000 Cytoskeleton-associated protein 2 DNKTKDPTHDVKTPNTETRTSCLIKYNVSTTUID15759 2

Q9UQ35 SRRM2 S 2123 0,212297 2 ___2 0,98829 3,07E-05 99,86 93,956 60,255 -0,22147 346570000 Serine/arginine repetitive matrix protein 2 ALNSSRMSCFSRPSMSPTPLDRCRSPGMLEPUID14587 1;2

Q9NZM3 ITSN2 S 884 0,212009 3 ___1 0,998429 3,40E-10 113,6 113,6 99,135 0,11547 190280000 Intersectin-2 VNTSWQKKSAFTRTVSPGSVSPIHGQGQVVEUID6016 1;2

Q2TBE0 CWF19L2 S 479 0,211945 3 ___1 0,884269 1,94E-08 87,102 64,075 87,102 0,14897 43108000 CWF19-like protein 2 PKKEHLRDTKSTFAGSPERESIHILSVDEKNUID3046 1

P32519 ELF1 T 191 0,211939 2 ___2 0,862743 1,26E-05 72,184 57,029 72,184 -0,28215 115830000 ETS-related transcription factor Elf-1 KGRKTKPPRPDSPATTPNISVKKKNKDGKGNUID15197 2

Q5VTL8 PRPF38B S 320 0,211541 3 ___2 1 0,00130954 121,8 61,778 70,889 -0,26295 409030000 Pre-mRNA-splicing factor 38B EREAKEREKERRRSRSIDRGLERRRSRSRERUID11409 1;2

Q5VTL8 PRPF38B S 318 0,211541 3 ___2 1 0,00130954 70,889 60,365 70,889 -0,26295 154960000 Pre-mRNA-splicing factor 38B RLEREAKEREKERRRSRSIDRGLERRRSRSRUID11410 2

Q96T58 SPEN S 2126 0,21148 3 ___2 0,787674 8,45E-15 92,49 88,835 92,49 0,0064207 242980000 Msx2-interacting protein ERESGVVAVSPEKSESPQKEDGLSSQLKSDPUID13210 2

Q15154 PCM1 S 1765 0,211448 3 ___3 1 1,14E-14 109,02 105,68 98,538 0,1892 234980000 Pericentriolar material 1 protein QTQTSEVYDGPKNVRSDISDQEEDEESEGCPUID19085 2;3

Q15154 PCM1 S 1768 0,211448 3 ___3 1 1,14E-14 109,02 105,68 98,538 0,1892 234980000 Pericentriolar material 1 protein TSEVYDGPKNVRSDISDQEEDEESEGCPVSIUID19086 2;3

Q15154 PCM1 S 1776 0,211448 3 ___3 0,999509 1,14E-14 98,538 93,849 98,538 0,1892 70196000 Pericentriolar material 1 protein KNVRSDISDQEEDEESEGCPVSINLSKAETQUID19087 3

Q6P0N0 MIS18BP1 S 135 0,211261 2 ___1 0,840564 0,00655428 63,624 48,185 63,624 0,11453 11249000 Mis18-binding protein 1 EKVLRDKQEQPSRNSSLLEPQKSGNNETFTPUID3501 1

Q14690 PDCD11 S 1493 0,211012 3 ___1 0,538594 0,00016414 46,702 36,044 46,702 0,6811 6248800 Protein RRP5 homolog SEQERVSKKPKKAGLSEEDDSLVDVYYREGKUID2763 1

Q9UPN7 PPP6R1 S 635 0,210389 3 ___1 0,999988 5,57E-10 61,941 60,527 61,941 -0,24725 66016000 Serine/threonine-protein phosphatase 6 regulatory subunit 1FDDDEEEEDEEEAQGSGESDGEDGAWQGSQLUID6397 1;2

Q9UPN7 PPP6R1 S 638 0,210389 3 ___1 0,999988 5,57E-10 61,941 60,527 61,941 -0,24725 66016000 Serine/threonine-protein phosphatase 6 regulatory subunit 1DEEEEDEEEAQGSGESDGEDGAWQGSQLARGUID6398 1;2

Q6UWZ7 FAM175A S 404 0,210389 2 ___1 0,578727 0,0023164 60,255 54,022 58,511 -0,071235 8260900 BRCA1-A complex subunit Abraxas ETDEEIEKMKGFGEYSRSPTF__________UID3581 1

O60841 EIF5B S 135 0,210246 2 ___2 0,968897 7,34E-07 115,31 115,31 115,31 -0,072035 3171600000 Eukaryotic translation initiation factor 5B DSKSKKTAKPKVEMYSGSDDDDDFNKLPKKAUID8559 2

Q9H6F5 CCDC86 S 18 0,210235 2 ___1 0,99968 5,36E-06 87,772 74,831 66,152 0,1351 260110000 Coiled-coil domain-containing protein 86 TPLRRSRRLGGLRPESPESLTSVSRTRRALVUID5612 1;2

P61244 MAX S 2 0,210232 2 ___2 1 5,96E-84 241,32 241,32 241,32 0,012861 42320000 Protein max ______________MSDNDDIEVESDEEQPRUID10055 2

P61244 MAX S 11 0,210232 2 ___2 1 5,96E-84 241,32 241,32 241,32 0,012861 42320000 Protein max _____MSDNDDIEVESDEEQPRFQSAADKRAUID10056 1;2

O15541 RNF113A S 253 0,210176 3 ___1 0,999974 1,15E-09 90,545 90,545 90,545 -0,92176 164740000 RING finger protein 113A EGRYGVYEDENYEVGSDDEEIPFKCFICRQSUID276 1

Q9GZR7 DDX24 S 295 0,210139 3 ___2 0,858068 1,30E-13 71,068 64,907 40,064 0,11413 249400000 ATP-dependent RNA helicase DDX24 EAGAETRSPGKAEAESDALPDDTVIESEALPUID13549 1;2

Q9GZR7 DDX24 S 287 0,210139 3 ___2 0,816383 4,70E-06 44,898 39,69 40,064 0,11413 33268000 ATP-dependent RNA helicase DDX24 APPGETRTEAGAETRSPGKAEAESDALPDDTUID13548 1;2

Q03164 KMT2A;IREB2 S 279 0,209907 2 ___1 1 0,0023758 94,465 46,863 94,465 0,035168 14984000 Histone-lysine N-methyltransferase 2A;MLL cleavage product N320;MLL cleavage product C180;Iron-responsive element-binding protein 2FQQATKIKKLRAGKLSPLKSKFKTGKLQIGRUID2150 1

Q5QJE6 DNTTIP2 S 141 0,20989 2 ___1 0,940524 2,19E-07 101,49 101,49 53,278 0,064721 112530000 Deoxynucleotidyltransferase terminal-interacting protein 2PKVTPTKESYTEEIVSEAESHVSGISRIVLPUID3190 1;2;3

P23497 SP100 S 362 0,20964 4 ___1 0,949563 1,11E-06 46,05 46,05 46,05 -0,28819 9144900 Nuclear autoantigen Sp-100 APRSEPVINNDNPLESNDEKEGQEATCSRPQUID1188 1

Q99880 HIST1H2BL;HIST1H2BH;HIST1H2BN;HIST1H2BC;HIST1H2BD;HIST1H2BK;HIST2H2BF;HIST1H2BM;H2BFSS 37 0,20964 2 ___1 0,947587 0,00166035 73,632 57,75 73,632 -0,47646 9928300 Histone H2B type 1-L;Histone H2B type 1-H;Histone H2B type 1-N;Histone H2B type 1-C/E/F/G/I;Histone H2B type 1-D;Histone H2B type 1-K;Histone H2B type 2-F;Histone H2B type 1-M;Histone H2B type F-SAQKKDGKKRKRSRKESYSVYVYKVLKQVHPDUID446 1

Q99590 SCAF11 S 1169 0,20964 2 ___1 0,606654 0,0029144 55,567 47,054 55,567 0,41561 2125500 Protein SCAF11 LPADVQNYYSRRGRNSSGPQSGWMKQEEETSUID5160 1

P35568 IRS1 S 1078 0,209424 2 ___1 1 0,00133149 130,28 78,543 90,709 0,46579 20254000 Insulin receptor substrate 1 PQGPGGMSAFTRVNLSPNRNQSAKVIRADPQUID1376 1

Q9ULW0 TPX2 T 369 0,20941 2 ___1 0,999994 0,000111 82,171 61,842 82,171 -0,38522 44107000 Targeting protein for Xklp2 LPSKSSVTKICRDPQTPVLQTKHRARAVTCKUID7898 1

Q9NTI5 PDS5B S 1182 0,209254 4 ___1 0,992904 2,18E-14 94,261 94,261 68,326 0,26195 121240000 Sister chromatid cohesion protein PDS5 homolog B PGRIKGRLDSSEMDHSENEDYTMSSPLPGKKUID5852 1;2

Q96KR1 ZFR S 1054 0,209144 3 ___1 1 1,30E-08 129,77 129,77 129,77 0,014248 78619000 Zinc finger RNA-binding protein SQRFNIHNNRKRRRDSDGVDGFEAEGKKDKKUID4971 1

O00567 NOP56 S 563 0,208767 2 ___2 1 1,39E-05 52,612 52,612 52,612 -0,24949 219200000 Nucleolar protein 56 EEAGHRSGSKKKRKFSKEEPVSSGPEEAVGKUID8200 2;3

Q7Z6I6 ARHGAP30 S 630 0,208767 2 ___2 1 1,52E-06 129,76 121,83 83 0,074891 149570000 Rho GTPase-activating protein 30 DLSPLLGPKPPIWKGSGSLEGEAAGCGRQALUID11929 1;2

Q7Z6I6 ARHGAP30 S 632 0,208767 2 ___2 1 0,00010996 83 75,794 83 0,074891 18078000 Rho GTPase-activating protein 30 SPLLGPKPPIWKGSGSLEGEAAGCGRQALGQUID11930 2

P02545 LMNA S 390 0,208701 2 ___2 0,998846 2,20E-05 104,24 104,24 104,24 -0,11837 206450000 Prelamin-A/C;Lamin-A/C AYRKLLEGEEERLRLSPSPTSQRSRGRASSHUID8876 2

P02545 LMNA S 392 0,208701 2 ___2 0,987323 2,20E-05 104,24 104,24 75,102 -0,34152 206450000 Prelamin-A/C;Lamin-A/C RKLLEGEEERLRLSPSPTSQRSRGRASSHSSUID8877 2

Q9UBF8 PI4KB S 428 0,208689 2 ___1 1 2,04E-22 173,36 155,61 173,36 -0,19595 658650000 Phosphatidylinositol 4-kinase beta SVPARIPENRIRSTRSVENLPECGITHEQRAUID6106 1

Q9Y2D5 AKAP2 S 465 0,208642 2 ___1 0,992666 2,49E-16 145,05 145,05 145,05 -0,099535 17915000 A-kinase anchor protein 2 DDHGILDQFSRSVNVSLTQEELDSGLDELSVUID6605 1

O60341 KDM1A S 131 0,20861 2 ___2 0,933793 3,34E-59 219,66 219,66 219,66 -0,37821 141100000 Lysine-specific histone demethylase 1A AKVEYREMDESLANLSEDEYYSEEERNAKAEUID8500 2

Q9BZE9 ASPSCR1 S 275 0,208599 2 ___1 0,820696 0,00165208 55,261 39,371 55,261 0,56752 14900000 Tether containing UBX domain for GLUT4 RPLTSSSAKLPKSLSSPGGPSKPKKSKSGQDUID5393 1

P27448 MARK3 S 400 0,208554 3 ___2 0,647607 8,38E-06 58,92 55,532 58,92 -0,041705 18409000 MAP/microtubule affinity-regulating kinase 3 AKVRPSSDLNNSTGQSPHHKVQRSVSSSQKQUID9343 2

P27448 MARK3 S 391 0,208554 3 ___2 0,529231 3,62E-06 62,611 56,768 50,783 -0,042761 18409000 MAP/microtubule affinity-regulating kinase 3 SSSSSNLSLAKVRPSSDLNNSTGQSPHHKVQUID9341 2

Q6Y7W6 GIGYF2 S 30 0,208517 2 ___2 0,970746 2,46E-06 63,46 56,486 63,46 0,3481 7796400 PERQ amino acid-rich with GYF domain-containing protein 2LRALSSGGSITSPPLSPALPKYKLADYRYGRUID11698 2

Q6Y7W6 GIGYF2 S 20 0,208517 2 ___2 0,578527 2,46E-06 63,46 56,486 63,46 0,3481 7796400 PERQ amino acid-rich with GYF domain-containing protein 2TQTLNFGPEWLRALSSGGSITSPPLSPALPKUID11697 2

Q9UQ35 SRRM2 S 1110 0,20847 3 ___2 0,656244 9,34E-07 111,11 111,11 88,239 0,045045 1073000000 Serine/arginine repetitive matrix protein 2 KGGRSRSSSPVTELASRSPIRQDRGEFSASPUID14645 2;3

Q96AG3 SLC25A46 S 34 0,208392 3 ___2 0,658577 1,53E-09 73,758 73,758 73,758 -0,0011314 3003900 Solute carrier family 25 member 46 RDEQGFGGAFPARSFSTGSDLGHWVTTPPDIUID12854 2

Q96AG3 SLC25A46 S 37 0,208392 3 ___2 0,658577 1,53E-09 73,758 73,758 73,758 -0,0011314 3003900 Solute carrier family 25 member 46 QGFGGAFPARSFSTGSDLGHWVTTPPDIPGSUID12855 2

Q96AG3 SLC25A46 T 35 0,208392 3 ___2 0,658577 1,53E-09 73,758 73,758 73,758 -0,0011314 3003900 Solute carrier family 25 member 46 DEQGFGGAFPARSFSTGSDLGHWVTTPPDIPUID15792 2

Q9UDY2 TJP2 S 130 0,208385 2 ___1 1 3,97E-06 61,222 61,222 59,261 -0,17163 27954000 Tight junction protein ZO-2 VVKRPRKVQVAALQASPPLDQDDRAFEVMDEUID6119 1

Q9UJX5 ANAPC4 S 779 0,208216 3 ___1 1 1,51E-12 65,377 65,377 45,125 0,080845 78089000 Anaphase-promoting complex subunit 4 ASNKPVKIKEEVLSESEAENQQAGAAALAPEUID6231 1;2

O95684 FGFR1OP S 160 0,208147 3 ___2 1 9,71E-22 135,45 119,31 135,45 0,27336 486040000 FGFR1 oncogene partner GEGALDLSDVHSPPKSPEGKTSAQTTPSKIPUID8845 2

O95684 FGFR1OP S 156 0,208147 3 ___2 0,999807 9,71E-22 135,45 119,31 135,45 0,27336 486040000 FGFR1 oncogene partner GPTTGEGALDLSDVHSPPKSPEGKTSAQTTPUID8844 2

Q562F6 SGOL2 S 1150 0,208143 3 ___1 0,551574 7,16E-06 55,228 50,702 55,228 0,3166 10136000 Shugoshin-like 2 AFRSLSEIHSPNIQDSSFDSVREGLVPLSVSUID3133 1

Q14966 ZNF638 S 1401 0,208099 2 ___1 0,859441 4,55E-06 98,048 81,121 90,15 0,32628 109040000 Zinc finger protein 638 DVSSSKPSIKAVIVSSPKAKATVSKTENQKSUID2801 1

Q9H6T3 RPAP3 S 119 0,207634 4 ___3 0,968346 5,23E-19 83,088 83,088 80,342 -0,1574 456920000 RNA polymerase II-associated protein 3 ELDKDDSTHESLSQESESEEDGIHVDSQKALUID21827 2;3

Q9H6T3 RPAP3 S 121 0,207634 4 ___3 0,962993 5,90E-19 81,36 81,36 80,342 -0,1574 326270000 RNA polymerase II-associated protein 3 DKDDSTHESLSQESESEEDGIHVDSQKALVLUID21828 2;3

Q6JBY9 RCSD1 S 216 0,207624 2 ___1 0,999961 1,77E-18 161,24 161,24 153,95 0,24185 704430000 CapZ-interacting protein EDGDEVLPSKSKAPGSPLSSEGAAGEGVRTLUID3459 1;2

Q92974 ARHGEF2 S 151 0,207439 3 ___1 0,875522 2,05E-07 97,509 97,509 97,509 0,20868 50012000 Rho guanine nucleotide exchange factor 2 GSRRGRSSLSLAKSVSTTNIAGHFNDESPLGUID4737 1

Q9UIG0 BAZ1B S 1342 0,207393 2 ___1 1 0,00138622 100,79 30,858 100,79 0,058353 71192000 Tyrosine-protein kinase BAZ1B VDELVLQTKRSSRRQSLELQKCEEILHKIVKUID6204 1

P46013 MKI67 S 1815 0,207376 2 ___1 1 3,71E-05 90,412 69,749 85,271 0,47541 115760000 Antigen KI-67 GTPVQKLDQPGNLPGSNRRLQTRKEKAQALEUID1554 1

O75420 GIGYF1 S 862 0,206893 2 ___1 0,499995 1,89E-07 128,96 120,87 128,96 0,8712 16839000 PERQ amino acid-rich with GYF domain-containing protein 1SGGSLVRGLGLKNSRSSPSLSDSYSHLSGRPUID552 1

Q13523 PRPF4B T 847 0,20682 2 ___1 0,561079 3,05E-15 139,65 139,65 139,65 -0,20192 54818000 Serine/threonine-protein kinase PRP4 homolog LCDFGSASHVADNDITPYLVSRFYRAPEIIIUID7330 1

Q66K74 MAP1S S 731 0,206631 3 ___2 0,999989 1,87E-08 92,532 92,532 79,236 0,11113 193140000 Microtubule-associated protein 1S;MAP1S heavy chain;MAP1S light chainGLSLPLRGPRARRSASPHDVDLCLVSPCEFEUID11488 1;2

Q66K74 MAP1S S 729 0,206631 3 ___2 0,999988 1,87E-08 79,236 79,236 79,236 0,11113 199370000 Microtubule-associated protein 1S;MAP1S heavy chain;MAP1S light chainEAGLSLPLRGPRARRSASPHDVDLCLVSPCEUID11487 1;2

Q13242 SRSF9 S 211 0,206453 2 ___1 1 6,20E-13 155,24 155,24 155,24 -0,24536 3031400000 Serine/arginine-rich splicing factor 9 RSGSRGRDSPYQSRGSPHYFSPFRPY_____UID2418 1;2

O75179 ANKRD17 S 2045 0,206102 2 ___2 0,580257 2,75E-29 161,86 161,86 107,65 0,33907 18139000 Ankyrin repeat domain-containing protein 17 PMPTAKEHYPVSSPSSPSPPAQPGGVSRNSPUID8619 2

Q9HCG8 CWC22 S 28 0,206018 3 ___2 0,99878 6,02E-06 78,272 78,272 47,371 0,2184 116160000 Pre-mRNA-splicing factor CWC22 homolog GHDRRENLNSYQRNSSPEDRYEEQERSPRDRUID13818 2;3

Q7Z4V5 HDGFRP2 S 454 0,206013 3 ___1 1 4,48E-05 121,21 121,21 91,28 -0,44336 203300000 Hepatoma-derived growth factor-related protein 2 KQQAKPVKVERTRKRSEGFSMDRKVEKKKEPUID3793 1

P62753 RPS6 S 240 0,205503 2 ___2 0,965966 5,26E-31 181,52 181,52 181,52 -0,078021 5045000000 40S ribosomal protein S6 QEQIAKRRRLSSLRASTSKSESSQK______UID10073 1;2;3

Q9UK61 FAM208A S 694 0,205393 3 ___2 0,998011 6,11E-05 91,584 84,416 60,564 -0,095703 24338000 Protein FAM208A DRVKELINLIQCRKKSVGGDSDTEDMRSKTVUID14335 1;2

Q9UK61 FAM208A S 699 0,205393 3 ___2 0,97144 0,00022312 60,564 60,564 60,564 -0,095703 16967000 Protein FAM208A LINLIQCRKKSVGGDSDTEDMRSKTVLKRKLUID14336 1;2

P49792 RANBP2 T 1396 0,205306 3 ___2 0,868309 2,79E-27 149,84 136,5 118,68 0,032035 126590000 E3 SUMO-protein ligase RanBP2 SNKELVGPPLAETVFTPKTSPENVQDRFALVUID15277 2

P49792 RANBP2 S 1400 0,205306 3 ___2 0,757586 2,79E-27 149,84 136,5 149,84 0,14788 99410000 E3 SUMO-protein ligase RanBP2 LVGPPLAETVFTPKTSPENVQDRFALVTPKKUID9834 2

Q5T9S5 CCDC18 S 1355 0,204935 2 ___1 0,995422 0,00515315 59,418 36,732 59,418 0,23656 4412000 Coiled-coil domain-containing protein 18 FHTSFSKCTKLRRSISASDLTFKIHGDEDLSUID3267 1

Q12802 AKAP13 S 1647 0,204926 2 ___2 0,999575 3,19E-07 109,35 96,152 109,35 0,31634 27713000 A-kinase anchor protein 13 HPFSGEERVDSLVSLSEEDLESDQREHRMFDUID10380 1;2

Q6F5E8 RLTPR S 1315 0,204767 3 ___1 0,979711 3,19E-05 49,25 49,25 49,25 0,086868 5496400 Leucine-rich repeat-containing protein 16C LRSRGWGQQDGPGPPSPGQSPSPCRTSPSPDUID3430 1

Q6P0N0 MIS18BP1 S 772 0,204516 3 ___3 0,882208 0,00011226 45,126 35,793 45,126 -0,069349 17378000 Mis18-binding protein 1 QVAMSFYKHQSSPDLSSEESETEKEIKRKAEUID19691 3

Q6P0N0 MIS18BP1 S 773 0,204516 3 ___3 0,882208 0,00011226 45,126 35,793 45,126 -0,069349 17378000 Mis18-binding protein 1 VAMSFYKHQSSPDLSSEESETEKEIKRKAEVUID19692 3

Q6P0N0 MIS18BP1 S 776 0,204516 3 ___3 0,599909 0,00011226 45,126 35,793 45,126 -0,069349 17378000 Mis18-binding protein 1 SFYKHQSSPDLSSEESETEKEIKRKAEVKKTUID19693 3

P40222 TXLNA S 18 0,20432 3 ___1 0,5 8,21E-29 96,024 96,024 96,024 0,26037 81300000 Alpha-taxilin NQDKKNGAAKQSNPKSSPGQPEAGPEGAQERUID1444 1

P40222 TXLNA S 19 0,20432 3 ___1 0,5 8,21E-29 96,024 96,024 96,024 0,26037 81300000 Alpha-taxilin QDKKNGAAKQSNPKSSPGQPEAGPEGAQERPUID1445 1

Q96AP0 ACD S 435 0,20413 2 ___2 0,942447 3,56E-05 106,57 93,821 97,081 -0,045199 28090000 Adrenocortical dysplasia protein homolog SRTPSSPLQSCTPSLSPRSHVPSPHQALVTRUID12860 2

Q96AP0 ACD S 425 0,20413 2 ___2 0,558291 3,56E-05 106,57 93,821 97,081 -0,045199 28090000 Adrenocortical dysplasia protein homolog ATLTPRSPHASRTPSSPLQSCTPSLSPRSHVUID12859 2

Q92609 TBC1D5 S 541 0,204028 2 ___1 0,988931 5,84E-05 114,31 104,88 114,31 -0,20586 45507000 TBC1 domain family member 5 QLNKGLSSKNISSSPSVESLPGGREFTGSPPUID4643 1

P41236 PPP1R2;PPP1R2P3S 121 0,203746 2 ___2 1 1,20E-57 212,92 212,92 190,37 -0,25098 2363900000 Protein phosphatase inhibitor 2;Protein phosphatase inhibitor 2-like protein 3AAEGLEPKYRIQEQESSGEEDSDLSPEEREKUID9569 1;2

P41236 PPP1R2;PPP1R2P3S 122 0,203746 2 ___2 1 4,99E-46 202,53 202,53 190,37 -0,25098 2269900000 Protein phosphatase inhibitor 2;Protein phosphatase inhibitor 2-like protein 3AEGLEPKYRIQEQESSGEEDSDLSPEEREKKUID9570 2

Q5T200 ZC3H13 S 204 0,20364 2 ___2 0,668728 0,00026782 100,73 76,918 100,73 -0,25951 88549000 Zinc finger CCCH domain-containing protein 13 EEIIIKKEVSPEVVRSKLSPSPSLRKSSKSPUID11341 2



Q9ULR0 ISY1 S 222 0,203389 4 ___1 0,782253 9,49E-31 96,97 96,97 96,97 0,038076 23776000 Pre-mRNA-splicing factor ISY1 homolog EEEEEINIYAVTEEESDEEGSQEKGGDDSQQUID6331 1

Q9NRF2 SH2B1 S 125 0,203389 3 ___1 0,5 1,05E-14 105,17 105,17 105,17 0,42305 7548300 SH2B adapter protein 1 SCRVGGPLAVLGPSRSSEDLAGPLPSSVSSSUID5802 1

Q9NRF2 SH2B1 S 126 0,203389 3 ___1 0,5 1,05E-14 105,17 105,17 105,17 0,42305 7548300 SH2B adapter protein 1 CRVGGPLAVLGPSRSSEDLAGPLPSSVSSSSUID5803 1

Q96T58 SPEN S 1380 0,203139 3 ___2 0,999808 1,66E-10 83,236 83,236 49,199 -0,058242 173730000 Msx2-interacting protein LRKRSVRDLEPGEVPSDSDEDGEHKSHSPRAUID13204 2;3

Q96T58 SPEN S 1382 0,203139 3 ___2 0,999595 1,66E-10 83,236 83,236 49,199 -0,058242 173730000 Msx2-interacting protein KRSVRDLEPGEVPSDSDEDGEHKSHSPRASAUID13205 2;3

Q9UBF8 PI4KB S 511 0,203039 3 ___1 0,999908 0,00023324 56,817 51,912 56,817 0,2229 9086300 Phosphatidylinositol 4-kinase beta KEPVFIAAGDIRRRLSEQLAHTPTAFKRDPEUID6104 1

Q9HCK8 CHD8 S 2519 0,203007 2 ___1 0,868144 3,00E-08 121,79 121,79 121,79 -0,090812 18058000 Chromodomain-helicase-DNA-binding protein 8 HHHHHPGLRAPGYPSSPVTTASGTTLRLPPLUID5724 1

Q9NX31 OSER1 S 82 0,202888 3 ___2 1 0,00978292 42,209 42,209 42,209 -0,26236 7534000 Oxidative stress-responsive serine-rich protein 1 RKSSRGAVRTQRRRRSKSPVLHPPKFIHCSTUID14017 2

Q9NX31 OSER1 S 84 0,202888 3 ___2 1 0,00978292 42,209 42,209 42,209 -0,26236 7534000 Oxidative stress-responsive serine-rich protein 1 SSRGAVRTQRRRRSKSPVLHPPKFIHCSTIAUID14018 2

Q6ZSS7 MFSD6 T 726 0,202805 3 ___1 0,703678 4,93E-10 82,593 66,651 82,593 0,30463 33135000 Major facilitator superfamily domain-containing protein 6LTRDNRASEIQPLQGTNENRENSPAGRAQPVUID7526 1

Q9BQP7 MGME1 S 343 0,202762 2 ___1 0,999987 0,00222903 82,171 65,917 82,171 -0,79223 8101400 Mitochondrial genome maintenance exonuclease 1 YTEKKKNQNIQKPEYSE______________UID5223 1

O60341 KDM1A S 137 0,202522 2 ___2 1 3,34E-59 219,66 219,66 191,64 -0,55522 193750000 Lysine-specific histone demethylase 1A EMDESLANLSEDEYYSEEERNAKAEKEKKLPUID8501 2

O94842 TOX4 S 182 0,202386 3 ___2 0,848208 3,45E-18 103,9 86,108 103,9 -3,2667 425360000 TOX high mobility group box family member 4 QSPEDRLSTTPSPTSSLHEDGVEDFRRQLPSUID8740 2;3

Q13085 ACACA S 29 0,202015 2 ___1 0,999991 8,40E-126 260,96 260,96 260,96 0,14226 227030000 Acetyl-CoA carboxylase 1;Biotin carboxylase NQHSRFIIGSVSEDNSEDEISNLVKLDLLEEUID2384 1;2

Q96JM3 CHAMP1 S 459 0,201959 2 ___1 0,978724 2,20E-06 125,61 106,11 125,61 0,40087 92594000 Chromosome alignment-maintaining phosphoprotein 1GSPDLWKLSPDQRKTSPASLDFPESQKSSRGUID4948 1

P46019 PHKA2 S 1015 0,201918 3 ___1 0,999987 1,67E-10 85,745 82,863 85,745 -0,36765 9408400 Phosphorylase b kinase regulatory subunit alpha, liver isoformINRLRSEMKQMTRRFSADEQFFSVGQAASSSUID1563 1

P49792 RANBP2;RGPD4;RGPD3;RGPD1;RGPD2;RGPD5;RGPD8S 2454 0,201885 2 ___1 1 0,00015876 112,94 97,556 89,43 -0,023717 166720000 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4;RanBP2-like and GRIP domain-containing protein 3;RANBP2-like and GRIP domain-containing protein 1;RANBP2-like and GRIP domain-containing protein 2;RANBP2-like and GRIP domain-containing protein 5/6;RANBP2-like and GRIP domain-containing protein 8AKTAQEKDSLITPHVSRSSTPRESPCGKIAVUID1736 1;2

Q7Z591 AKNA S 410 0,201383 3 ___2 0,999555 0,00017681 41,53 41,53 41,53 0,09849 5336200 AT-hook-containing transcription factor LIFKSPAEIVQEVLLSSGEAALAKDTPPAHPUID11899 2

Q7Z591 AKNA S 411 0,201383 3 ___2 0,999555 0,00017681 41,53 41,53 41,53 0,09849 5336200 AT-hook-containing transcription factor IFKSPAEIVQEVLLSSGEAALAKDTPPAHPIUID11900 2

Q9NU22 MDN1 S 4752 0,201102 3 ___2 1 1,11E-14 83,022 77,867 76,259 -0,28391 93108000 Midasin MHDGELEEQEEDDEKSDSEGGDLDKHMGDLNUID13961 2

Q9NU22 MDN1 S 4754 0,201102 3 ___2 1 1,11E-14 83,022 77,867 76,259 -0,28391 93108000 Midasin DGELEEQEEDDEKSDSEGGDLDKHMGDLNGEUID13962 2

Q14676 MDC1 T 301 0,201011 4 ___2 0,999939 1,05E-21 114,08 114,08 96,77 0,019599 1087500000 Mediator of DNA damage checkpoint protein 1 GVILERSQPPGEDSDTDVDDDSRPPGRPAEVUID15465 2;3

P06748 NPM1 T 75 0,201006 4 ___1 0,538064 2,80E-11 77,065 77,065 77,065 -0,28282 22682000 Nucleophosmin VEAEAMNYEGSPIKVTLATLKMSVQPTVSLGUID7015 1

Q9H0E3 SAP130 S 855 0,200936 3 ___2 0,964071 5,30E-16 117,08 117,08 117,08 -0,29083 264150000 Histone deacetylase complex subunit SAP130 QHVISTEEGDMMETNSTDDEKSTAKSLLVKAUID13571 2

Q9H0E3 SAP130 T 856 0,200936 3 ___2 0,964071 5,30E-16 117,08 117,08 117,08 -0,29083 264150000 Histone deacetylase complex subunit SAP130 HVISTEEGDMMETNSTDDEKSTAKSLLVKAEUID15879 2

Q92769 HDAC2 S 422 0,200831 2 ___2 1 6,23E-18 149,86 137,1 45,257 1,9023 1748700000 Histone deacetylase 2 SIRASDKRIACDEEFSDSEDEGEGGRRNVADUID12789 1;2

Q92769 HDAC2 S 424 0,200831 2 ___2 1 6,23E-18 149,86 137,1 45,257 1,9023 1704700000 Histone deacetylase 2 RASDKRIACDEEFSDSEDEGEGGRRNVADHKUID12790 2

Q8WXH0 SYNE2 S 4108 0,20063 2 ___1 0,642201 1,70E-07 92,492 92,492 48,616 0,059243 6581800 Nesprin-2 VAERDASERKLNRRGSMSYLAAVEEEVEESSUID4558 1

P43007 SLC1A4 S 521 0,200512 3 ___1 0,889129 1,68E-05 42,582 30,028 41,914 0,8988 28733000 Neutral amino acid transporter A TSPLVTHQNPAGPVASAPELESKESVL____UID1527 1

O00193 SMAP S 17 0,200438 2 ___1 0,989403 4,85E-202 303,34 303,34 301,97 -0,31898 2043800000 Small acidic protein SAARESHPHGVKRSASPDDDLGSSNWEAADLUID71 1;2

Q9UQ35 SRRM2 S 2740 0,200391 2 ___2 1 0,00112994 83,652 83,652 83,652 -0,25323 427440000 Serine/arginine repetitive matrix protein 2 GDSRSPSHKRRRETPSPRPMRHRSSRSP___UID14596 2

Q9UQ35 SRRM2 T 2738 0,200391 2 ___2 1 0,00112994 83,652 83,652 83,652 -0,25323 427440000 Serine/arginine repetitive matrix protein 2 QRGDSRSPSHKRRRETPSPRPMRHRSSRSP_UID16032 2

O95785 WIZ S 1134 0,200374 2 ___2 0,999998 0,00020128 77,776 66,14 77,776 0,034751 15429000 Protein Wiz PGSSLEARSPSDLHISPLAKKLPPPPGSPLGUID8860 2

O95785 WIZ S 1129 0,200374 2 ___2 0,665443 0,00020128 77,776 66,14 77,776 0,034751 15429000 Protein Wiz MGGAGPGSSLEARSPSDLHISPLAKKLPPPPUID8859 2

Q9NZ63 C9orf78 S 24 0,199744 2 ___2 0,993355 8,44E-45 197,28 197,28 197,28 -0,40071 62971000 Uncharacterized protein C9orf78 RRRRGDSESEEDEQDSEEVRLKLEETREVQNUID14101 2

Q6KC79 NIPBL S 318 0,199723 2 ___1 1 4,76E-06 84,753 84,753 82,55 0,4344 10320000 Nipped-B-like protein PCSSPRDVPPDILLDSPERKQKKQKKMKLGKUID3472 1

P43307 SSR1 S 268 0,199625 3 ___1 0,998504 9,25E-06 42,756 40,217 42,756 -0,5564 26797000 Translocon-associated protein subunit alpha MSWIPQETLNQINKASPRRLPRKRAQKRSVGUID1536 1

Q86T82 USP37 S 650 0,199618 3 ___1 0,961817 2,81E-06 83,776 83,776 83,776 0,10352 5569800 Ubiquitin carboxyl-terminal hydrolase 37 KFTFKSKSSLALCLDSDSEDELKRSVALSQRUID3855 1

Q96T37 RBM15 T 568 0,199593 2 ___1 1 5,35E-18 180,66 145,31 180,66 -0,41095 175130000 Putative RNA-binding protein 15 FGHRAPDPLRGARDRTPPLLYRDRDRDLYPDUID7736 1

O43318 MAP3K7 S 439 0,199481 2 ___1 0,999999 4,81E-45 200,94 179,1 168,69 0,27437 128620000 Mitogen-activated protein kinase kinase kinase 7 VPEIVISGNGQPRRRSIQDLTVTGTEPGQVSUID293 1;2

Q14993 COL19A1 S 81 0,199427 2 ___1 1 0,0141591 60,91 25,465 60,91 -0,31325 6544400 Collagen alpha-1(XIX) chain RRAFCESDKTCFKLGSALLIRDTIKIFPKGLUID2816 1

O14545 TRAFD1 S 327 0,199282 2 ___1 0,902151 4,59E-50 212,69 212,69 212,69 0,01457 115070000 TRAF-type zinc finger domain-containing protein 1 CNPSRALPSLNTGSSSPRGVEEPDVIFQNFLUID141 1

O60841 EIF5B Y 134 0,199267 2 ___2 0,745814 2,11E-06 100,41 100,41 100,41 -0,10886 2967300000 Eukaryotic translation initiation factor 5B KDSKSKKTAKPKVEMYSGSDDDDDFNKLPKKUID16117 2

Q5T200 ZC3H13 S 242 0,19911 2 ___1 0,996064 3,42E-09 138,2 130,56 138,02 0,04686 82160000 Zinc finger CCCH domain-containing protein 13 SSSASKKDRKTSAVSSPLLDQQRNSKTNQSKUID3235 1

Q14186 TFDP1 S 23 0,198992 2 ___1 1 3,41E-09 142,91 131,81 127,37 0,41519 23664000 Transcription factor Dp-1 IEANGELKVFIDQNLSPGKGVVSLVAVHPSTUID2681 1

Q96FF9 CDCA5 S 21 0,198933 2 ___1 0,999979 0,00044437 106,2 95,326 106,2 0,41856 128700000 Sororin TRSGGAAQRSGPRAPSPTKPLRRSQRKSGSEUID4868 1

O00767 SCD S 198 0,198902 2 ___1 0,976842 9,70E-06 77,746 55,753 72,175 0,11518 8778000 Acyl-CoA desaturase GWLLVRKHPAVKEKGSTLDLSDLEAEKLVMFUID117 1

P33241 LSP1 S 193 0,198415 2 ___2 0,874635 5,88E-11 117,03 108,2 103,4 0,33497 353640000 Lymphocyte-specific protein 1 PLVLEGTIEQSSPPLSPTTKLIDRTESLNRSUID9439 2;3

P17096 HMGA1 S 99 0,19827 2 ___3 1 8,89E-18 148,52 145,73 60,364 0,22692 1682700000 High mobility group protein HMG-I/HMG-Y RGRPKKLEKEEEEGISQESSEEEQ_______UID17234 2;3

P17096 HMGA1 S 102 0,19827 2 ___3 1 1,08E-125 264,38 249,96 60,364 0,22692 9943900000 High mobility group protein HMG-I/HMG-Y PKKLEKEEEEGISQESSEEEQ__________UID17235 1;2;3

P17096 HMGA1 S 103 0,19827 2 ___3 1 2,85E-89 244,18 244,18 60,364 0,22692 9532900000 High mobility group protein HMG-I/HMG-Y KKLEKEEEEGISQESSEEEQ___________UID17236 1;2;3

P49736 MCM2 S 108 0,198229 3 ___1 0,99559 1,09E-37 168,55 157,56 122,81 0,23726 965600000 DNA replication licensing factor MCM2 EGLALDDEDVEELTASQREAAERAMRQRDREUID1700 1

Q13435 SF3B2 S 307 0,198149 2 ___1 0,999409 3,77E-26 174,68 174,68 174,68 0,22847 415550000 Splicing factor 3B subunit 2 EEEEMETDARSSLGQSASETEEDTVSVSKKEUID2493 1;2;3

P25205 MCM3 S 711 0,198038 3 ___1 0,988148 5,44E-28 159,47 159,47 136,3 -0,28605 1557400000 DNA replication licensing factor MCM3 QPDAKDGDSYDPYDFSDTEEEMPQVHTPKTAUID1225 1;2;3

Q9NP66 HMG20A S 105 0,197984 3 ___1 0,998439 5,93E-05 74,428 74,428 74,428 -0,14587 21505000 High mobility group protein 20A GRKRKKPLRDSNAPKSPLTGYVRFMNERREQUID5736 1

O14578 CIT S 440 0,197764 2 ___1 0,999126 5,12E-05 93,478 82,649 93,478 -0,12627 17371000 Citron Rho-interacting kinase LGILGRSESVVSGLDSPAKTSSMEKKLLIKSUID143 1

Q8WWN9 IPCEF1;CNKSR3 S 429 0,197614 2 ___1 0,638388 0,0007452 67,952 67,952 67,952 -0,010737 7407700 Interactor protein for cytohesin exchange factors 1 PDDTDDTPQELKKSPSSPSVENSI_______UID61 1

P49792 RANBP2 S 2668 0,197595 2 ___1 1 5,73E-30 174,2 150,64 174,2 -0,32308 133510000 E3 SUMO-protein ligase RanBP2 LPPTFFCYKNRPDYVSEEEEDDEDFETAVKKUID1746 1

Q9BRS2 RIOK1 S 22 0,197575 2 ___1 0,783404 5,37E-68 219,95 205,08 219,95 0,17845 74100000 Serine/threonine-protein kinase RIO1 LMSRVVPGQFDDADSSDSENRDLKTVKEKDDUID5249 1

Q9ULX3 NOB1 S 184 0,19755 4 ___1 1 1,18E-06 47,784 47,784 41,205 -0,40077 22114000 RNA-binding protein NOB1 HELQELLIDRGEDVPSEEEEEEENGFEDRKDUID6355 1

P49792 RANBP2 S 1160 0,197503 4 ___1 0,975768 8,15E-21 88,635 88,635 88,635 0,21752 178480000 E3 SUMO-protein ligase RanBP2 PTLETANKNHETDGGSAHGDDDDDGPHFEPVUID1745 1

P04049 RAF1 S 259 0,197352 3 ___1 0,724628 2,92E-07 85,35 85,35 85,35 -0,12252 36010000 RAF proto-oncogene serine/threonine-protein kinase SPSSEGSLSQRQRSTSTPNVHMVSTTLPVDSUID788 1

Q12872 SFSWAP S 283 0,197348 3 ___1 0,976 1,84E-19 133,95 133,95 133,95 -0,51333 177070000 Splicing factor, suppressor of white-apricot homolog LAENKSDEKKKSGVSSDNEDDDDEEDGNYLHUID2293 1

Q9UGU0 TCF20 S 1522 0,19711 2 ___1 0,994666 5,85E-21 162,29 151,98 162,29 0,32591 11812000 Transcription factor 20 ANPKAEEKENDTVTISPKQEGFPPKGYFPSGUID6140 1

Q9Y4E5 ZNF451 T 1036 0,196985 3 ___1 0,582025 3,77E-05 47,745 47,745 47,745 0,31099 3778300 Zinc finger protein 451 TTKECDSDDNMGAKNTSIGEEFISTEDVELEUID7984 1

P33241 LSP1 S 193 0,196846 2 ___3 0,874635 5,88E-11 117,03 108,2 103,4 0,33497 353640000 Lymphocyte-specific protein 1 PLVLEGTIEQSSPPLSPTTKLIDRTESLNRSUID17536 2;3

O43318 MAP3K7 S 389 0,196607 2 ___1 0,999812 0,00106074 74,46 74,46 74,46 0,45376 6784000 Mitogen-activated protein kinase kinase kinase 7 SSVESLPPTSEGKRMSADMSEIEARIAATTAUID292 1

Q8TEU7 RAPGEF6 S 1094 0,196503 2 ___1 0,998038 0,0007606 115 76,2 108,4 0,23037 76549000 Rap guanine nucleotide exchange factor 6 LDVQGGAHKKRARRSSLLNAKKLYEDAQMARUID4482 1

P52948 NUP98 S 934 0,196448 3 ___1 0,804467 1,16E-05 73,296 65,513 48,315 -0,86585 28002000 Nuclear pore complex protein Nup98-Nup96;Nuclear pore complex protein Nup98;Nuclear pore complex protein Nup96QMALNGKPAPPPQSQSPEVEQLGRVVELDSDUID1866 1

Q86X27 RALGPS2 S 296 0,196377 3 ___1 0,790078 3,29E-10 108,8 108,8 107,17 0,10264 163410000 Ras-specific guanine nucleotide-releasing factor RalGPS2SLKIEPGTSTPRSAASREDLVGPEVGASPQSUID3955 1;2

P11171 EPB41 T 559 0,196355 3 ___1 0,516257 2,20E-07 58,382 52,541 58,382 0,28156 18524000 Protein 4.1 DGAAAVDSADRSPRPTSAPAITQGQVAEGGVUID7028 1

Q9H6F5 CCDC86 S 58 0,196292 3 ___3 1 1,99E-12 141,74 141,74 46,704 0,2795 840840000 Coiled-coil domain-containing protein 86 REPGSPPSVQRAGLGSPERPPKTSPGSPRLQUID21802 1;2;3

Q9H6F5 CCDC86 S 69 0,196292 2 ___3 0,999973 1,99E-12 141,74 141,74 141,74 -0,040134 1416300000 Coiled-coil domain-containing protein 86 AGLGSPERPPKTSPGSPRLQQGAGLESPQGQUID21804 2;3

Q9H6F5 CCDC86 T 65 0,196292 2 ___3 0,882397 1,99E-12 141,74 141,74 102,57 -0,22495 1066500000 Coiled-coil domain-containing protein 86 SVQRAGLGSPERPPKTSPGSPRLQQGAGLESUID23997 2;3

Q9NQG7 HPS4 S 355 0,19598 2 ___1 0,855471 5,46E-05 100,19 87,951 100,19 0,17521 12196000 Hermansky-Pudlak syndrome 4 protein GLHNSARGEVLGLSSSLGKELVFLQEELDLSUID5764 1

Q15036 SNX17 S 434 0,195977 2 ___2 0,663304 0,00051789 77,42 77,42 77,42 -0,091612 13838000 Sorting nexin-17 LESPDATRESMVKLSSKLSAVSLRGIGSPSTUID10955 2

Q8NI27 THOC2 S 1393 0,195706 3 ___2 0,999518 5,25E-06 86,182 86,182 86,182 -0,056315 78768000 THO complex subunit 2 NVKGGEKTPVSGSLKSPVPRSDIPEPEREQKUID12482 1;2

Q9H0D6 XRN2 S 499 0,195585 2 ___2 1 5,43E-55 216,26 216,26 157,74 0,041124 2019100000 5'-3' exoribonuclease 2 GSPSPLGGIKRKAEDSDSEPEPEDNVRLWEAUID13564 1;2

Q9H0D6 XRN2 S 501 0,195585 2 ___2 1 5,43E-55 216,26 216,26 157,74 0,041124 2006500000 5'-3' exoribonuclease 2 PSPLGGIKRKAEDSDSEPEPEDNVRLWEAGWUID13565 2

Q13625 TP53BP2 S 480 0,195404 2 ___1 0,846048 0,00111259 79,974 69,987 78,342 -0,029077 45281000 Apoptosis-stimulating of p53 protein 2 QSNAPPSFGTLRKNQSSEDILRDAQVANKNVUID2592 1

Q9Y6X9 MORC2 S 615 0,195403 2 ___1 1 0,00049468 110,88 90,012 44,318 -0,34267 407660000 MORC family CW-type zinc finger protein 2 RPSTEEPVRRPQRPRSPPLPAVIRNAPSRPPUID6863 1

Q8WXI9 GATAD2B S 135 0,195348 3 ___1 0,920925 7,91E-22 152,31 147,44 152,31 0,13862 207500000 Transcriptional repressor p66-beta TPSPDIIVLSDNEASSPRSSSRMEERLKAANUID4563 1;2;3;4

Q8WXI9 GATAD2B S 134 0,195348 3 ___1 0,597832 5,56E-07 87,676 87,676 55,366 0,31354 29115000 Transcriptional repressor p66-beta LTPSPDIIVLSDNEASSPRSSSRMEERLKAAUID4562 1;2;3

Q9H2P0 ADNP S 98 0,195347 2 ___1 1 0,00017021 111,63 88,989 100,69 0,18945 80414000 Activity-dependent neuroprotector homeobox protein SKFFSAYKSHFRNVHSEDFENRILLNCPYCTUID5520 1

Q9H7L9 SUDS3 S 53 0,19503 4 ___3 0,992685 3,09E-20 129,61 126,07 129,61 -0,33916 457370000 Sin3 histone deacetylase corepressor complex component SDS3RSCRGRESDEDTEDASETDLAKHDEEDYVEMUID21841 2;3

Q8N5P1 ZC3H8 S 77 0,194906 3 ___1 0,999118 2,17E-17 146,25 146,25 146,25 0,074222 144420000 Zinc finger CCCH domain-containing protein 8 SSLHRKSRSKDYDVYSDNDICSQESEDNFAKUID4242 1

Q13442 PDAP1 S 57 0,194844 2 ___2 0,835152 7,29E-106 251,04 229,48 251,04 0,058305 89119000 28 kDa heat- and acid-stable phosphoprotein EGGDGAAGDPKKEKKSLDSDESEDEEDDYQQUID10594 2

Q5BKZ1 ZNF326 S 270 0,194765 2 ___1 0,988389 3,48E-05 134,38 54,893 96,756 0,039841 165830000 DBIRD complex subunit ZNF326 KPKLAKPMEKISLSKSPTKTDPKNEEEEKRRUID3141 1

Q2NKX8 ERCC6L S 1069 0,194706 2 ___1 1 3,32E-05 145,9 95,431 142,92 -0,24746 99335000 DNA excision repair protein ERCC-6-like SSVKQFDASTPKNDISPPGRFFSSQIPSSVNUID3036 1

P14598 NCF1;NCF1C;NCF1BS 345 0,19469 2 ___2 1 1,66E-14 155,57 143,78 94,487 -0,14795 79556000 Neutrophil cytosol factor 1;Putative neutrophil cytosol factor 1C;Putative neutrophil cytosol factor 1BRFLQQRRRQARPGPQSPGSPLEEERQTQRSKUID8131 1;2

P14598 NCF1;NCF1C;NCF1BS 348 0,19469 2 ___2 1 4,60E-10 146 133,12 94,487 -0,14795 90988000 Neutrophil cytosol factor 1;Putative neutrophil cytosol factor 1C;Putative neutrophil cytosol factor 1BQQRRRQARPGPQSPGSPLEEERQTQRSKPQPUID8132 1;2

Q9C0J8 WDR33 S 7 0,194646 2 ___1 1 0,00036602 120,09 109,34 120,09 0,033752 41493000 pre-mRNA 3' end processing protein WDR33 _________MATEIGSPPRFFHMPRFQHQAPUID5441 1

Q96E09 FAM122A S 76 0,194639 2 ___1 1 3,10E-05 103,34 103,34 103,34 0,1412 13441000 Protein FAM122A NSTTFPSRHGLLLPASPVRMHSSRLHQIKQEUID4837 1

P30050 RPL12 S 38 0,194555 2 ___1 1 0,00129569 94,767 54,271 67,08 -0,27511 25186000 60S ribosomal protein L12 GATSALAPKIGPLGLSPKKVGDDIAKATGDWUID1297 1

Q8WU79 SMAP2 S 219 0,194553 2 ___1 0,804636 5,44E-07 121,32 121,32 114,06 0,15231 36112000 Stromal membrane-associated protein 2 SNTLEKDLDLLASVPSPSSSGSRKVVGSMPTUID4495 1

Q9UPN7 PPP6R1 S 667 0,194465 3 ___2 0,75 1,68E-09 63,361 61,195 53,844 0,13256 18905000 Serine/threonine-protein phosphatase 6 regulatory subunit 1RGARLGQPPGVRSGGSTDSEDEEEEDEEEEEUID14499 2;3

Q9UPN7 PPP6R1 S 670 0,194465 3 ___2 0,75 1,68E-09 63,361 61,195 53,844 0,13256 18905000 Serine/threonine-protein phosphatase 6 regulatory subunit 1RLGQPPGVRSGGSTDSEDEEEEDEEEEEDEEUID14500 2;3

Q9UPN7 PPP6R1 T 668 0,194465 3 ___2 0,75 1,68E-09 63,361 61,195 53,844 0,13256 18905000 Serine/threonine-protein phosphatase 6 regulatory subunit 1GARLGQPPGVRSGGSTDSEDEEEEDEEEEEDUID16005 2;3

Q9H7L9 SUDS3 T 49 0,194401 4 ___3 1 3,09E-20 129,61 126,07 129,61 -0,33916 464110000 Sin3 histone deacetylase corepressor complex component SDS3EDDERSCRGRESDEDTEDASETDLAKHDEEDUID24003 2;3

Q9H2Y7 ZNF106 T 1372 0,194364 3 ___2 0,999465 3,11E-06 56,72 56,72 56,72 0,64996 30905000 Zinc finger protein 106 KKKSLRAAHVPENSDTEQDVLTVKPVRKVKAUID15887 2

Q9H2Y7 ZNF106 S 1370 0,194364 3 ___2 0,999454 3,11E-06 56,72 56,72 56,72 0,64996 30905000 Zinc finger protein 106 LRKKKSLRAAHVPENSDTEQDVLTVKPVRKVUID13623 2

Q9UQ35 SRRM2 S 2115 0,194339 3 ___2 0,890179 2,09E-05 88,071 88,071 88,071 -0,57817 18863000 Serine/arginine repetitive matrix protein 2 SGSRTPPVALNSSRMSCFSRPSMSPTPLDRCUID14584 2

Q9Y2K2 SIK3 S 551 0,193897 3 ___1 1 6,54E-07 86,761 86,761 86,761 0,014015 13399000 Serine/threonine-protein kinase SIK3 TLQLLNGMGPLGRRASDGGANIQLHAQQLLKUID6618 1

P08238 HSP90AB1;HSP90AB2PS 255 0,193798 2 ___1 1 2,46E-120 259,53 238,14 70,783 0,097861 2,4049E+10 Heat shock protein HSP 90-beta;Putative heat shock protein HSP 90-beta 2EDKDDEEKPKIEDVGSDEEDDSGKDKKKKTK;ENKDDEEKPKIEDVGSDEEDDSGKDKKKKTKUID876 1;2

Q13542 EIF4EBP2 T 37 0,193692 3 ___2 0,75176 3,52E-29 143,5 143,5 143,5 -0,26049 793970000 Eukaryotic translation initiation factor 4E-binding protein 2VAISDAAQLPHDYCTTPGGTLFSTTPGGTRIUID15434 2

Q12912 LRMP S 131 0,193596 3 ___1 0,996852 2,68E-161 277,07 277,07 193,75 -0,13435 1945500000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinDRNSLCKKEEDTRSASPTIEAQGTSPAHDNIUID2359 1;2

Q8NAV1 PRPF38A S 193 0,193583 3 ___3 1 5,16E-22 142,59 142,59 142,59 0,24945 1952100000 Pre-mRNA-splicing factor 38A EPRVSALEEDMDDVESSEEEEEEDEKLERVPUID20461 2;3

Q8NAV1 PRPF38A S 194 0,193583 3 ___3 1 5,16E-22 142,59 142,59 142,59 0,24945 1952100000 Pre-mRNA-splicing factor 38A PRVSALEEDMDDVESSEEEEEEDEKLERVPSUID20462 2;3

Q8NAV1 PRPF38A S 209 0,193583 4 ___3 0,999981 3,66E-09 55,48 55,48 55,48 -0,10318 92190000 Pre-mRNA-splicing factor 38A SEEEEEEDEKLERVPSPDHRRRSYRDLDKPRUID20463 3

P25205 MCM3 T 722 0,193571 2 ___2 1 4,17E-45 188,86 184,62 188,86 -0,53135 978300000 DNA replication licensing factor MCM3 PYDFSDTEEEMPQVHTPKTADSQETKESQKVUID15180 2;3

O95218 ZRANB2 S 188 0,193204 3 ___2 0,999996 2,40E-49 194,77 182,04 129,88 -0,19661 402680000 Zinc finger Ran-binding domain-containing protein 2 EDEDDADLSKYNLDASEEEDSNKKKSNRRSRUID8792 1;2

O95218 ZRANB2 S 181 0,193204 3 ___2 0,735054 2,83E-09 61,608 61,608 61,608 0,015233 14262000 Zinc finger Ran-binding domain-containing protein 2 KYKLDEDEDEDDADLSKYNLDASEEEDSNKKUID8791 2

Q5UIP0 RIF1 S 782 0,193145 2 ___1 0,992631 0,00104235 54,524 54,524 54,524 0,30309 9689200 Telomere-associated protein RIF1 IDFSPYNIKYQPKVKSPQRPSDWSKKKNEPLUID3298 1

Q7KZI7 MARK2 S 486 0,193083 2 ___1 0,999763 0,00054004 97,779 83,105 73,435 0,02585 65788000 Serine/threonine-protein kinase MARK2 STNSVLSTSTNRSRNSPLLERASLGQASIQNUID3680 1

Q9NQT8 KIF13B S 1382 0,193078 3 ___1 0,540887 0,00263916 54,7 39,498 54,7 0,023184 3714000 Kinesin-like protein KIF13B EQLTGKGKLSRRSISSPNVNRLSGSRQDLIPUID5779 1

O75376 NCOR1 S 172 0,193023 3 ___2 0,922342 1,36E-10 97,592 97,592 97,592 -0,3457 127910000 Nuclear receptor corepressor 1 SSPISGQPCGDDQNASPSKLSKEELIQSMDRUID8629 2

Q56P03 EAPP S 111 0,19286 3 ___2 0,951967 4,09E-06 55,621 50,247 49,559 -0,002123 36056000 E2F-associated phosphoprotein TAPTRYYDDIYFDSDSEDEDRAVQVTKKKKKUID11235 2

Q86UE4 MTDH S 568 0,192825 2 ___1 0,999993 0,00139607 93,258 86,598 93,258 0,24322 9248900 Protein LYRIC NSVPPSQTKSETSWESPKQIKKKKKARRET_UID3888 1

Q6UN15 FIP1L1 S 259 0,192786 2 ___1 0,980409 8,10E-06 116,54 107,63 116,54 -0,028755 26401000 Pre-mRNA 3'-end-processing factor FIP1 SEKETALPSTKAEFTSPPSLFKTGLPPSRNSUID3575 1

P49736 MCM2 T 25 0,192699 3 ___1 0,774815 0,00033114 75,89 44,705 61,732 -0,011186 58536000 DNA replication licensing factor MCM2 MASSPAQRRRGNDPLTSSPGRSSRRTDALTSUID7174 1

Q9P1Y6 PHRF1 S 915 0,192692 3 ___1 0,997785 1,71E-14 103,27 89,539 47,159 -0,66573 194970000 PHD and RING finger domain-containing protein 1 SAMSKLRGAVAAEGASDTEREEPTESQGLAAUID6035 1;2

Q86YV5 SGK223 S 696 0,192557 2 ___1 0,994814 7,29E-06 103,88 87,743 69,721 0,24982 31095000 Tyrosine-protein kinase SgK223 SGQNSKVGTGMSKSASFAFEFPKDRSGIETFUID4022 1

P27708 CAD S 1859 0,192501 4 ___1 1 1,28E-09 135,23 121,82 50,776 -0,12879 914640000 CAD protein;Glutamine-dependent carbamoyl-phosphate synthase;Aspartate carbamoyltransferase;DihydroorotaseLPDGRFHLPPRIHRASDPGLPAEEPKEKSSRUID1251 1

Q86X29 LSR S 643 0,192442 2 ___2 1 3,62E-05 96,171 96,171 71,888 0,22762 60791000 Lipolysis-stimulated lipoprotein receptor SQASRERRLKKNLALSRESLVV_________UID12060 1;2

Q86X29 LSR S 646 0,192442 2 ___2 1 3,62E-05 96,171 96,171 71,888 0,22762 57342000 Lipolysis-stimulated lipoprotein receptor SRERRLKKNLALSRESLVV____________UID12061 1;2

Q8TEM1 NUP210 S 1881 0,192194 3 ___2 0,980911 0,00041148 44,641 44,641 44,641 -0,13592 5234400 Nuclear pore membrane glycoprotein 210 ALPPARKASPPSGLWSPAYASH_________UID12568 2

Q14669 TRIP12 S 312 0,192068 3 ___2 0,999998 6,55E-05 91,245 81,457 63,578 0,0074762 100590000 E3 ubiquitin-protein ligase TRIP12 AKLASLRKSTKKRSESPPAELPSLRRSTRQKUID10808 1;2

Q14669 TRIP12 S 310 0,192068 3 ___2 0,999997 0,00024778 63,578 44,255 63,578 0,0074762 24475000 E3 ubiquitin-protein ligase TRIP12 LQAKLASLRKSTKKRSESPPAELPSLRRSTRUID10807 1;2

Q9NZT2 OGFR S 378 0,191649 3 ___1 1 2,05E-18 148,53 139,93 83,834 0,40028 349940000 Opioid growth factor receptor GDEAGGHGEDRPEPLSPKESKKRKLELSRREUID6026 1;2

Q8WUI4 HDAC7 S 155 0,191596 2 ___1 0,999009 0,00173521 101,46 65,013 101,46 -0,46906 35116000 Histone deacetylase 7 LPSDPPEHFPLRKTVSEPNLKLRYKPKKSLEUID4507 1

Q92797 SYMPK S 494 0,191184 3 ___1 0,9525 7,56E-06 40,819 40,819 40,819 -0,070378 5037400 Symplekin EKVVKTESVLIKRRLSAQGQAISVVGSLSSMUID4703 1

O75592 MYCBP2 T 3508 0,190931 3 ___1 0,678366 0,00632351 42,633 36,738 42,633 -0,42649 4794200 E3 ubiquitin-protein ligase MYCBP2 ARVKAIPRRRVNSGDTEVGSSLLRHPSPELSUID6962 1

P49023 PXN S 85 0,190926 3 ___1 0,767846 8,02E-07 71,148 71,148 71,148 0,21185 29423000 Paxillin QPSSSRFIHQQPQSSSPVYGSSAKTSSVSNPUID1669 1

O95466 FMNL1 S 1031 0,190788 3 ___1 0,999999 1,23E-14 85 85 85 0,47299 54461000 Formin-like protein 1 AGADTPGKGEPPAPKSPPKARRPQMDLISELUID729 1

P49815 TSC2 S 1452 0,190678 3 ___2 0,822243 5,39E-05 47,38 47,38 47,38 0,31011 10454000 Tuberin SRGQPEGPLPSSSPRSPSGLRPRGYTISDSAUID9861 2

Q9Y232 CDYL S 201 0,190676 2 ___1 1 0,00415076 68,893 61,48 68,893 0,085664 22584000 Chromodomain Y-like protein NMDLAKSGIKILVPKSPVKSRTAVDGFQSESUID6595 1

Q2KHR3 QSER1 S 1230 0,190415 3 ___2 0,968503 3,93E-10 91,128 91,128 91,128 -0,010558 36592000 Glutamine and serine-rich protein 1 KVDNELKNLEHLSSFSSDEDDPGYSQDAYKSUID11125 2

Q2KHR3 QSER1 S 1231 0,190415 3 ___2 0,968503 3,93E-10 91,128 91,128 91,128 -0,010558 36592000 Glutamine and serine-rich protein 1 VDNELKNLEHLSSFSSDEDDPGYSQDAYKSVUID11126 2

P31323 PRKAR2B S 114 0,190406 2 ___1 1 2,32E-131 261,54 261,54 261,54 -0,16659 722720000 cAMP-dependent protein kinase type II-beta regulatory subunitGAFNAPVINRFTRRASVCAEAYNPDEEEDDAUID1311 1

Q92619 HMHA1 S 582 0,190299 4 ___2 0,735301 2,93E-21 100,68 100,68 75,758 -0,24239 59807000 Minor histocompatibility protein HA-1;Minor histocompatibility antigen HA-1AWSPVMRARKSSFNVSDVARPEAAGSPPEEGUID12771 1;2

Q9H2Y7 ZNF106 S 1026 0,190142 2 ___2 0,998098 5,18E-05 71,555 55,664 71,555 0,034409 25628000 Zinc finger protein 106 GQSIRKKRRATGDGSSPELPSLERKNKRRKIUID13625 2

Q9H2Y7 ZNF106 S 1025 0,190142 2 ___2 0,997698 5,18E-05 71,555 55,664 71,555 0,034409 25628000 Zinc finger protein 106 DGQSIRKKRRATGDGSSPELPSLERKNKRRKUID13624 2

Q9Y6I3 EPN1 S 419 0,189919 2 ___1 0,710917 2,62E-10 83,063 83,063 83,063 -0,16116 7646100 Epsin-1 FSDFDRLRTALPTSGSSAGELELLAGEVPARUID6831 1

Q92598 HSPH1 S 809 0,189899 3 ___1 1 0,00076956 128,35 32,314 47,559 -0,45616 1257500000 Heat shock protein 105 kDa NTCEPVVTQPKPKIESPKLERTPNGPNIDKKUID4633 1

Q15648 MED1 S 1207 0,189748 2 ___2 1 5,00E-06 87,323 80,092 87,323 -0,18593 31080000 Mediator of RNA polymerase II transcription subunit 1SPSHSRPPGGSDKLASPMKPVPGTPPSSKAKUID11045 2

Q15648 MED1 T 1215 0,189748 2 ___2 0,99263 5,00E-06 87,323 80,092 87,323 -0,18593 31080000 Mediator of RNA polymerase II transcription subunit 1GGSDKLASPMKPVPGTPPSSKAKSPISSGSGUID15499 2

P18858 LIG1 S 141 0,189728 2 ___1 1 1,98E-105 247,46 233,21 247,46 0,74692 902760000 DNA ligase 1 KQLPKRTIQEVLEEQSEDEDREAKRKKEEEEUID1095 1

Q5VWN6 FAM208B T 2011 0,189666 2 ___1 0,841772 0,0262048 42,095 42,095 42,095 -0,067149 3021300 Protein FAM208B QHSASSANVFPKESPTQISIGAFPSTKISEAUID7474

Q9NZI8 IGF2BP1 S 181 0,18954 2 ___1 1 0,0508342 42,426 18,672 42,426 -0,29858 34577000 Insulin-like growth factor 2 mRNA-binding protein 1 GRRGGFGSRGQPRQGSPVAAGAPAKQQQVDIUID6007

Q86U06 RBM23 Y 137 0,189333 3 ___2 0,955593 0,0148523 44,616 41,907 44,616 -0,084244 27050000 Probable RNA-binding protein 23 DRVHYRSPPLATGYRYGHSKSPHFREKSPVRUID16165 2

Q9H4L7 SMARCAD1 S 213 0,189287 3 ___3 0,713101 5,08E-22 151,19 151,19 150,22 0,17052 327310000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1FGDAGGGPRKRKLSSSSEPYEEDEFNDDQSIUID21774 2;3

Q96ST2 IWS1 S 69 0,189153 4 ___3 1 4,97E-15 100,59 100,59 83,293 -0,20128 491220000 Protein IWS1 homolog SDREDGLPKGHHVTDSENDEPLNLNASDSESUID21267 3;4

Q96ST2 IWS1 S 80 0,189153 3 ___3 0,998066 4,97E-15 100,59 100,59 85,412 0,045673 503770000 Protein IWS1 homolog HVTDSENDEPLNLNASDSESEELHRQKDSDSUID21268 2;3;4

Q86YP4 GATAD2A S 113 0,188986 2 ___2 0,743233 1,74E-07 103,95 76,085 80,412 -0,24497 18863000 Transcriptional repressor p66-alpha PPSPDVIVLSDNEQPSSPRVNGLTTVALKETUID12081 1;2;3

Q9UQ35 SRRM2 T 2409 0,188983 3 ___1 0,999697 3,88E-05 109,44 92,78 80,026 0,39395 885070000 Serine/arginine repetitive matrix protein 2 SGRTSPPLLDRARSRTPPSAPSQSRMTSERAUID7919 1;2

Q6ICG6 KIAA0930 S 362 0,188896 2 ___1 0,999967 0,0163891 57,859 35,773 57,859 0,62191 10019000 Uncharacterized protein KIAA0930 LRSRSLSGTGRSLVGSWLKLNRADGNFLLYAUID3448 1

Q86WB0 ZC3HC1 S 344 0,188895 2 ___1 0,999998 1,01E-16 139,72 139,72 60,167 -0,16787 317690000 Nuclear-interacting partner of ALK SQDATFSPGSEQAEKSPGPIVSRTRSWDSSSUID3943 1;2

Q9HCM7 FBRSL1 S 1034 0,188643 3 ___1 0,966233 0,00018246 62,94 56,36 46,131 -1,8652 25864000 Fibrosin-1-like protein TTPLGGLGPGEARDYSPSRNPPEVEAR____UID5729 1

P40425 PBX2 S 151 0,188475 3 ___1 0,988532 6,49E-21 96,368 96,368 96,368 -0,43507 82867000 Pre-B-cell leukemia transcription factor 2 SAAAAAAAAASGGGVSPDNSIEHSDYRSKLAUID1448 1

Q12802 AKAP13 S 2398 0,188401 3 ___1 0,812701 7,90E-08 74,579 69,962 74,579 -1,0481 15603000 A-kinase anchor protein 13 FRDMAECSTPLPEDCSPTHSPRVLFRSNTEEUID2262 1

Q00839 HNRNPU S 4 0,188246 2 ___1 0,985987 0,00071575 91,867 68,547 91,867 -0,067087 4729600000 Heterogeneous nuclear ribonucleoprotein U ____________MSSSPVNVKKLKVSELKEEUID2073 1;2

Q8IWW6 ARHGAP12 S 240 0,187768 3 ___2 0,940623 7,07E-05 45,992 41,83 45,992 0,21952 22642000 Rho GTPase-activating protein 12 EQIRATTPPNQGRPDSPVYANLQELKISQSAUID12159 2

Q8IWW6 ARHGAP12 T 230 0,187768 3 ___2 0,534476 7,07E-05 45,992 41,83 45,992 0,21952 22642000 Rho GTPase-activating protein 12 SGDELSSSSTEQIRATTPPNQGRPDSPVYANUID15695 2

Q13469 NFATC2 S 859 0,187757 3 ___1 0,871602 4,19E-07 92,932 92,932 92,932 0,29215 45225000 Nuclear factor of activated T-cells, cytoplasmic 2 PGPPPVSQGQRLSPGSYPTVIQQQNATSQRAUID2517 1

P62750 RPL23A T 42 0,187514 2 ___1 0,499988 0,00210706 131,52 82,722 131,52 -0,023098 55560000 60S ribosomal protein L23a AVLKGVHSHKKKKIRTSPTFRRPKTLRLRRQUID7224 1

O75475 PSIP1 S 271 0,187411 3 ___2 0,540218 9,29E-50 195,78 195,78 84,035 -0,10998 164540000 PC4 and SFRS1-interacting protein EVESKRKNLAKTGVTSTSDSEEEGDDQEGEKUID8658 2

Q9UBB9 TFIP11 S 98 0,18739 4 ___1 1 6,07E-84 217,87 217,87 54,311 -0,41722 420590000 Tuftelin-interacting protein 11 AGLKKGAAEEAELEDSDDEEKPVKQDDFPKDUID6096 1

Q8NDX5 PHC3 S 263 0,187333 3 ___1 0,999763 7,44E-07 85,932 73,647 85,932 0,27822 31788000 Polyhomeotic-like protein 3 NKTTVTSSKISQRDPSPESNKKGESPSLESRUID4312 1

Q14164 IKBKE S 664 0,187134 2 ___2 0,99957 3,73E-05 50,397 46,793 42,708 -0,88851 10797000 Inhibitor of nuclear factor kappa-B kinase subunit epsilonLSHQLLQDRAKGAQASPPPIAPYPSPTRKDLUID10770 1;2

Q14164 IKBKE S 673 0,187134 2 ___2 0,8413 3,73E-05 50,397 46,793 50,397 0,15886 5305700 Inhibitor of nuclear factor kappa-B kinase subunit epsilonAKGAQASPPPIAPYPSPTRKDLLLHMQELCEUID10771 2

Q8WWM7 ATXN2L S 594 0,18709 2 ___1 0,982119 8,12E-58 204,94 196,15 171 0,072672 202800000 Ataxin-2-like protein KEKEVDGLLTSEPMGSPVSSKTESVSDKEDKUID4534 1

O60759 CYTIP S 66 0,187089 2 ___1 0,996989 2,85E-05 116,24 100,97 116,24 0,039617 26535000 Cytohesin-interacting protein TLPRGRKQLALTRSSSLSDFSWSQRKLVTVEUID441 1

Q14980 NUMA1 S 1757 0,187056 2 ___1 0,959362 1,35E-17 149,95 149,95 149,95 0,03662 273650000 Nuclear mitotic apparatus protein 1 PRTQPDGTSVPGEPASPISQRLPPKVESLESUID2815 1



Q9Y5J1 UTP18 S 210 0,187035 2 ___2 1 3,59E-222 324,9 324,9 324,9 0,51614 785110000 U3 small nucleolar RNA-associated protein 18 homologAWAETTKRKTSSDDESEEDEDDLLQRTGNFIUID14869 2;3

P10809 HSPD1 S 70 0,186937 2 ___1 0,999999 6,53E-56 218,5 172,58 218,5 0,098359 83334000 60 kDa heat shock protein, mitochondrial MGPKGRTVIIEQSWGSPKVTKDGVTVAKSIDUID924 1

Q9UBB9 TFIP11 S 210 0,18644 3 ___1 0,999998 3,58E-13 132,45 128,05 111,81 -0,017867 83018000 Tuftelin-interacting protein 11 SERTTQSMQDFPVVDSEEEAEEEFQKELSQWUID6098 1

P04183 TK1 S 13 0,18612 2 ___1 0,889886 1,14E-06 90,707 81,753 90,707 0,033958 5585300 Thymidine kinase, cytosolic ___MSCINLPTVLPGSPSKTRGQIQVILGPMUID791 1

Q9UQ88 CDK11A Y 582 0,185983 3 ___2 0,665233 1,99E-05 51,834 48,499 51,503 0,34385 21220000 Cyclin-dependent kinase 11A GDFGLAREYGSPLKAYTPVVVTQWYRAPELLUID16192 2

Q13112 CHAF1B S 410 0,185741 2 ___1 0,989385 2,45E-05 105,31 90,048 105,31 -0,043274 562840000 Chromatin assembly factor 1 subunit B PDTAKKTKSQTHRGSSPGPRPVEGTPASRTQUID2397 1

Q5SW79 CEP170;CEP170P1S 1529 0,18574 3 ___2 0,972034 8,70E-10 74,274 74,274 74,274 0,16793 90800000 Centrosomal protein of 170 kDa;Cep170-like protein PSPPKQKSSPVNNHHSPGQTPTLGQPEARALUID11314 1;2

Q5SW79 CEP170;CEP170P1S 1522 0,18574 3 ___2 0,61666 2,85E-06 52,169 52,169 52,169 -0,27972 65827000 Centrosomal protein of 170 kDa;Cep170-like protein GFPSAMLPSPPKQKSSPVNNHHSPGQTPTLGUID11313 2

Q5SW79 CEP170;CEP170P1S 1521 0,18574 3 ___2 0,616578 2,85E-06 52,169 52,169 52,169 -0,27972 65827000 Centrosomal protein of 170 kDa;Cep170-like protein MGFPSAMLPSPPKQKSSPVNNHHSPGQTPTLUID11312 2

Q7Z460 CLASP1 S 797 0,185529 2 ___1 0,866921 1,81E-16 160,47 160,47 160,47 0,19479 51357000 CLIP-associating protein 1 GRIPGSVNAMRVLSTSTDLEAAVADALKKPVUID3780 1

Q9Y5B6 PAXBP1 S 262 0,185359 3 ___1 1 7,24E-07 101,92 101,92 101,92 0,18856 9877100 PAX3- and PAX7-binding protein 1 EPGKGRLVREDENDASDDEDDDEKRRIVFSVUID6766 1

Q9UKA4 AKAP11 S 1337 0,185359 3 ___1 0,737741 1,20E-07 71,601 71,601 71,601 -0,10497 4096100 A-kinase anchor protein 11 LPPSSCMSGLMYKYPSCESVTDEYAGHLIQIUID6249 1

Q9H6F5 CCDC86 S 66 0,185346 3 ___3 0,536276 1,99E-12 141,74 141,74 58,758 -0,084 462660000 Coiled-coil domain-containing protein 86 VQRAGLGSPERPPKTSPGSPRLQQGAGLESPUID21803 2;3

Q8TBZ3 WDR20 S 357 0,185282 3 ___2 0,988021 1,86E-05 85,636 85,636 56,936 -0,17382 141350000 WD repeat-containing protein 20 RDRANSTQSRLSKRNSTDSRPVSVTYRFGSVUID12524 1;2

O00567 NOP56 S 519 0,185245 2 ___2 0,999979 1,76E-12 123,55 112,08 108,17 0,22975 641150000 Nucleolar protein 56 SKPKKKKSFSKEELMSSDLEETAGSTSIPKRUID8196 1;2

O00567 NOP56 S 520 0,185245 2 ___2 0,999979 6,29E-25 165,8 165,8 108,17 0,22975 1158200000 Nucleolar protein 56 KPKKKKSFSKEELMSSDLEETAGSTSIPKRKUID8197 1;2

Q9H4L4 SENP3 S 169 0,185099 3 ___2 1 1,86E-09 124,39 115,68 124,39 -0,65611 275860000 Sentrin-specific protease 3 HRGRRRGLAHPKNHLSPQQGGATPQVPSPCCUID13659 1;2

Q9H4L4 SENP3 S 181 0,185099 3 ___2 0,999991 6,25E-08 111,97 107,62 111,97 -0,21795 181550000 Sentrin-specific protease 3 NHLSPQQGGATPQVPSPCCRFDSPRGPPPPRUID13660 1;2

O60763 USO1 S 942 0,184757 4 ___1 1 4,04E-38 142,77 142,77 142,77 0,37195 635550000 General vesicular transport factor p115 LKDLGHPVEEEDELESGDQEDEDDESEDPGKUID444 1

Q13838 DDX39B T 172 0,184732 2 ___1 1 0,0103644 61,11 53,982 57,804 -0,19464 5439100 Spliceosome RNA helicase DDX39B DEEVLKKNCPHIVVGTPGRILALARNKSLNLUID7345 1

Q6P2E9 EDC4 S 723 0,184344 3 ___1 0,786748 2,56E-13 70,605 70,605 70,605 -0,011918 39304000 Enhancer of mRNA-decapping protein 4 SLELQEVEPLGLPQASPSRTRSPDVISSASTUID3514 1

O60271 SPAG9 S 733 0,184217 2 ___1 0,998653 6,08E-22 166,64 138,73 166,64 0,26492 509510000 C-Jun-amino-terminal kinase-interacting protein 4 GLDTEGSKQRSASQSSLDKLDQELKEQQKELUID378 1;2

Q8N122 RPTOR S 877 0,184212 3 ___1 0,999889 3,44E-18 128,35 128,35 85,866 -0,14421 156880000 Regulatory-associated protein of mTOR ASPTNKGVHIHQAGGSPPASSTSSSSLTNDVUID4179 1;2

Q2TB10 ZNF800 S 334 0,18412 3 ___1 0,59113 2,20E-07 63,491 63,491 63,491 -0,020628 10398000 Zinc finger protein 800 TPDIATKPGQPLFLDSISPKKSFKTRKQKSSUID3043 1

Q9BW71 HIRIP3 S 159 0,184065 2 ___2 0,998341 2,78E-07 82,069 81,428 82,069 -0,38338 49356000 HIRA-interacting protein 3 DEERQRDLPAQRGEESSEEEEKGYKGKTRKKUID13419 2

Q9BW71 HIRIP3 S 160 0,184065 2 ___2 0,998341 2,78E-07 82,069 80,905 82,069 -0,38338 49356000 HIRA-interacting protein 3 EERQRDLPAQRGEESSEEEEKGYKGKTRKKPUID13420 2

Q6GYQ0 RALGAPA1 S 775 0,183963 3 ___1 0,572691 3,24E-14 93,093 93,093 93,093 -0,098426 18650000 Ral GTPase-activating protein subunit alpha-1 AQILPRSTRVRHFSQSEETGNEVFGALNEEQUID3438 1

P15056 BRAF S 750 0,183899 2 ___1 1 3,93E-07 124,92 124,92 124,92 -0,23193 22441000 Serine/threonine-protein kinase B-raf RAGFQTEDFSLYACASPKTPIQAGGYGAFPVUID997 1

Q13303 KCNAB2 S 5 0,183709 2 ___1 0,628144 0,00019626 87,363 66,523 87,363 0,045729 17960000 Voltage-gated potassium channel subunit beta-2 ___________MYPESTTGSPARLSLRQTGSUID2454 1

O60271 SPAG9 S 185 0,183709 3 ___1 0,546568 0,0001663 47,808 47,808 47,808 -0,088126 32980000 C-Jun-amino-terminal kinase-interacting protein 4 YMEHLERTKLHQLSGSDQLESTAHSRIRKERUID374 1

Q9Y5J1 UTP18 S 206 0,183699 2 ___2 0,964263 3,59E-222 324,9 324,9 199,41 -0,37627 685900000 U3 small nucleolar RNA-associated protein 18 homologGGVPAWAETTKRKTSSDDESEEDEDDLLQRTUID14868 2;3

Q96T58 SPEN S 1392 0,183455 3 ___3 0,709466 1,78E-05 49,199 49,199 49,199 -0,058242 58047000 Msx2-interacting protein EVPSDSDEDGEHKSHSPRASALYESSRLSFLUID21304 3

Q8NDT2 RBM15B S 552 0,183455 2 ___1 0,66417 0,00217231 53,034 53,034 53,034 0,052159 5265300 Putative RNA-binding protein 15B LYSDRDRTFLEGDWTSPSKSSDRRNSLEGYSUID4309 1

Q9UQ35 SRRM2 S 1541 0,183426 3 ___1 0,741137 5,68E-09 111,33 92,961 60,521 -1,175 80331000 Serine/arginine repetitive matrix protein 2 KTVARTPLGQRSRSGSSQELDVKPSASPQERUID6514 1;2

Q9BXP5 SRRT S 4 0,183328 2 ___1 1 3,03E-21 183,85 183,85 183,85 0,032156 176370000 Serrate RNA effector molecule homolog ____________MGDSDDEYDRRRRDKFRREUID5358 1

P49916 LIG3 S 210 0,183196 2 ___1 0,945735 3,10E-06 124,45 124,45 121,56 0,31353 148730000 DNA ligase 3 KAVVQAKLTTTGQVTSPVKGASFVTSTNPRKUID1774 1

Q15021 NCAPD2 T 586 0,182937 2 ___1 0,541103 0,00045286 60,434 53,744 52,265 -0,39433 20017000 Condensin complex subunit 1 KGPAASTQEKNPRESTGNMVTGQTVCKNKPNUID7385 1

Q16543 CDC37 S 13 0,182865 3 ___1 1 1,81E-171 273,72 273,72 273,72 -0,12259 173090000 Hsp90 co-chaperone Cdc37;Hsp90 co-chaperone Cdc37, N-terminally processed___MVDYSVWDHIEVSDDEDETHPNIDTASLUID2995 1

P48551 IFNAR2 S 400 0,182819 3 ___1 0,999982 9,77E-07 57,347 50,394 57,347 -0,63532 5761100 Interferon alpha/beta receptor 2 PQQLELLSGPCERRKSPLQDPFPEEDYSSTEUID1644 1

O94826 TOMM70A S 91 0,182792 3 ___1 1 1,35E-27 154,26 147,78 154,26 -0,33505 2164600000 Mitochondrial import receptor subunit TOM70 GLKRNSERKTPEGRASPAPGSGHPEGPGAHLUID641 1

Q96ST2 IWS1 S 82 0,182671 3 ___3 0,958353 4,97E-15 100,59 100,59 87,372 -0,022853 503770000 Protein IWS1 homolog TDSENDEPLNLNASDSESEELHRQKDSDSESUID21269 2;3;4

Q96D71 REPS1 S 540 0,182439 3 ___2 0,953654 2,00E-28 160,57 152,3 160,57 -0,21968 508970000 RalBP1-associated Eps domain-containing protein 1 QIGSNVTRQRSHSGTSPDNTAPPPPPPRPQPUID12912 1;2;3

Q1KMD3 HNRNPUL2 S 226 0,1822 5 ___1 0,549243 4,46E-38 142,22 142,22 94,642 0,064726 304230000 Heterogeneous nuclear ribonucleoprotein U-like protein 2GRAYYEFREEAYHSRSKSPLPPEEEAKDEEEUID3021 1

Q9BWU0 SLC4A1AP S 82 0,182057 2 ___1 1 0,00104489 71,806 71,806 71,806 0,045295 6093300 Kanadaptin SQDLSGDFKKPALPVSPAARSKAPASSSSNPUID5342 1

Q9UIG0 BAZ1B T 710 0,181929 3 ___2 0,639847 1,32E-33 132,94 132,94 106,02 -0,025479 153410000 Tyrosine-protein kinase BAZ1B CLRRSDVQEESEGSDTDDNKDSAAFEDNEVQUID15972 2

Q9Y6D5 ARFGEF2 S 614 0,181675 3 ___2 0,650383 7,47E-05 61,911 59,335 61,911 0,23716 19289000 Brefeldin A-inhibited guanine nucleotide-exchange protein 2QEIGDGKGLDMARRCSVTSMESTVSSGTQTTUID14916 2

Q7Z6E9 RBBP6 S 1277 0,181635 3 ___1 0,99105 1,30E-14 96,068 96,068 90,363 0,34798 37986000 E3 ubiquitin-protein ligase RBBP6 SSTLVDYTSTSSTGGSPVRKSEEKTDTKRTVUID3825 1

Q8WYP5 AHCTF1 S 1944 0,181548 2 ___1 0,960206 0,0188075 54,549 20,163 54,549 0,53615 18408000 Protein ELYS QLRIKHVRRVRGREVSPSDVREDSNLESSQLUID4572 1

P57764 GSDMD S 181 0,181363 3 ___2 0,748731 5,87E-07 53,747 53,747 49,525 -0,58578 34229000 Gasdermin-D TQKEVEVTRTHKREGSGRFSLPGATCLQGEGUID10030 2

P57764 GSDMD S 185 0,181363 3 ___2 0,748729 8,72E-06 49,525 40,545 49,525 -0,58578 34229000 Gasdermin-D VEVTRTHKREGSGRFSLPGATCLQGEGQGHLUID10031 2

P57764 GSDMD T 190 0,181363 3 ___2 0,691971 5,87E-07 53,747 53,747 53,747 -0,40712 34229000 Gasdermin-D THKREGSGRFSLPGATCLQGEGQGHLSQKKTUID15315 2

Q96T58 SPEN S 1918 0,181225 4 ___1 0,999671 3,87E-11 93,147 93,147 93,147 0,3885 69749000 Msx2-interacting protein NVRSVYATMGDHENRSPVKEPVEQPRVTRKRUID5129 1

O75420 GIGYF1 S 863 0,181127 2 ___1 0,616979 1,89E-07 128,96 120,87 105,46 0,39363 29087000 PERQ amino acid-rich with GYF domain-containing protein 1GGSLVRGLGLKNSRSSPSLSDSYSHLSGRPIUID553 1

Q76FK4 NOL8 S 890 0,18106 3 ___2 1 1,73E-30 178,67 160,09 100,39 -0,15917 210180000 Nucleolar protein 8 TDDRFRMDSRFLETDSEEEQEEVNEKKTAEEUID11754 2

Q76FK4 NOL8 T 888 0,18106 3 ___2 1 1,73E-30 178,67 160,09 100,39 -0,15917 210180000 Nucleolar protein 8 FGTDDRFRMDSRFLETDSEEEQEEVNEKKTAUID15630 2

Q99590 SCAF11 S 796 0,180984 3 ___2 0,999887 6,50E-13 146,19 140,09 146,19 0,26836 505970000 Protein SCAF11 IDKTKKPRTRRSRFHSPSTTWSPNKDTPQEKUID13249 1;2

Q96EB6 SIRT1 S 14 0,180837 2 ___1 0,985987 5,46E-23 161,35 148,79 161,35 0,21911 160740000 NAD-dependent protein deacetylase sirtuin-1;SirtT1 75 kDa fragment__MADEAALALQPGGSPSAAGADREAASSPAUID4846 1;2

Q9H4L4 SENP3 S 75 0,180672 3 ___2 0,962459 7,32E-21 86,785 82,023 81,487 0,57643 145430000 Sentrin-specific protease 3 ARRLPVPRPSFDASASEEEEEEEEEEDEDEEUID13658 2

O00418 EEF2K S 470 0,180668 2 ___2 0,997429 2,21E-05 95,409 95,409 95,409 0,015159 52295000 Eukaryotic elongation factor 2 kinase EPREHGHSYSNRKYESDEDSLGSSGRVCVEKUID8181 1;2

O00418 EEF2K S 474 0,180668 2 ___2 0,990911 2,21E-05 95,409 95,409 95,409 0,015159 52295000 Eukaryotic elongation factor 2 kinase HGHSYSNRKYESDEDSLGSSGRVCVEKWNLLUID8182 2

O00567 NOP56 S 570 0,180479 2 ___1 1 1,08E-09 143,25 131,76 52,612 -0,24949 1696800000 Nucleolar protein 56 GSKKKRKFSKEEPVSSGPEEAVGKSSSKKKKUID102 1;2;3

Q12802 AKAP13 S 1929 0,180148 2 ___1 0,988128 5,44E-33 194,06 194,06 194,06 0,19502 247890000 A-kinase anchor protein 13 GNDENMSNTWKFLSHSTDSLNKISKVNESTEUID2264 1;2

Q7L9B9 EEPD1 S 173 0,180133 2 ___1 1 0,00301209 103,74 49,582 99,139 -0,34545 63147000 Endonuclease/exonuclease/phosphatase family domain-containing protein 1ALSIVDFRREHGPFRSVEDLVRMDGINAAFLUID3711 1

Q96FV9 THOC1 S 2 0,179956 2 ___1 0,939148 5,32E-05 81,865 81,865 81,865 -0,32788 6666800 THO complex subunit 1 ______________MSPTPPLFSLPEARTRFUID4879 1

O15014 ZNF609 S 467 0,179944 2 ___1 0,721525 0,00128104 43,544 40,981 43,544 -0,11667 9374200 Zinc finger protein 609 SSSEDSKGSKRVRTNSMGSATGPLPGTKVEPUID216 1

Q92540 SMG7 S 781 0,179938 3 ___1 0,959755 4,58E-07 75,064 75,064 72,145 0,0027595 50069000 Protein SMG7 QQQQSPTKAVPALGKSPPHHSGFQQYQQADAUID4606 1

O94953 KDM4B S 622 0,179764 2 ___1 0,998857 0,0358207 57,59 12,508 57,59 -0,5559 11377000 Lysine-specific demethylase 4B IKKSRRHPLGRPPTRSPLSVVKQEASSDEEAUID670 1

O75494 SRSF10 S 133 0,179734 2 ___1 1 0,00017868 136,11 50,902 136,11 0,21823 5017600000 Serine/arginine-rich splicing factor 10 RSRSRSYERRRSRSRSFDYNYRRSYSPRNSRUID566 1;2;3

Q9NYP9 MIS18A S 233 0,179702 2 ___1 0,992127 0,00982317 62,408 54,482 62,408 -0,26245 5677700 Protein Mis18-alpha KLWEAESKLSFATCKS_______________UID5975 1

Q9NRY4 ARHGAP35 S 975 0,179671 3 ___2 0,99921 7,46E-15 111,66 111,66 83,332 0,16462 49148000 Rho GTPase-activating protein 35 ACSTTEEVFNSPRAGSPLCNSNLQDSEEDIEUID13910 1;2

Q9UBB9 TFIP11 S 59 0,179656 4 ___1 0,994519 8,82E-10 70,213 65,661 57,351 -0,35372 85365000 Tuftelin-interacting protein 11 QTKEEATYGVWAERDSDDERPSFGGKRARDYUID6095 1

O94913 PCF11 S 494 0,179594 2 ___2 1 3,72E-06 112,68 87,829 103,08 0,77097 887400000 Pre-mRNA cleavage complex 2 protein Pcf11 RSRSRSPKSRSPIIHSPKRRDRRSPKRRQRSUID8754 1;2

Q9H6T3 RPAP3 S 116 0,179513 4 ___3 0,968346 5,23E-19 83,088 83,088 80,342 -0,1574 456920000 RNA polymerase II-associated protein 3 ILDELDKDDSTHESLSQESESEEDGIHVDSQUID21826 2;3

Q9UQ35 SRRM2 T 1071 0,179284 2 ___3 0,983002 1,47E-07 77,969 72,69 77,969 0,25614 353310000 Serine/arginine repetitive matrix protein 2 QLKGQSQTSPDHRSDTSSPEVRQSHSESPSLUID24121 3;4

Q96MH2 HEXIM2 S 81 0,179217 2 ___2 0,999576 4,19E-05 73,279 67,739 64,507 0,74482 10004000 Protein HEXIM2 GWNSRSPRTQSPGGCSAEAVLARKKHRRRPSUID13078 2

Q96MH2 HEXIM2 S 76 0,179217 2 ___2 0,974118 4,19E-05 95,428 83,274 73,279 0,40856 39721000 Protein HEXIM2 AVGGLGWNSRSPRTQSPGGCSAEAVLARKKHUID13077 1;2

P61313 RPL15 T 197 0,179042 3 ___1 1 0,0114826 50,292 23,619 50,292 -0,59926 5967100 60S ribosomal protein L15 HTIGGSRRAAWRRRNTLQLHRYR________UID7221 1

Q15751 HERC1 S 1428 0,179033 4 ___1 0,825448 1,14E-13 132,85 132,85 56,914 -0,16811 46977000 Probable E3 ubiquitin-protein ligase HERC1 RADDPPPQSQQERRVSTDLPEGQDVYTAACNUID2969 1

Q7Z6I6 ARHGAP30 S 1086 0,179001 2 ___1 0,850856 0,00067374 68,847 55,443 47,189 -0,302 10389000 Rho GTPase-activating protein 30 REPQVPDPLLSSQRRSYAFETQANPGKGEGLUID3836 1

Q7Z2W4 ZC3HAV1 S 275 0,178957 3 ___1 0,999887 1,89E-14 99,372 99,372 95,067 -0,055532 289870000 Zinc finger CCCH-type antiviral protein 1 FLASASASAERSCTPSPDQISHRASLEDAPVUID3722 1;2;3

Q06265 EXOSC9 S 306 0,178909 2 ___1 0,974913 1,63E-12 156,14 156,14 156,14 0,20145 33798000 Exosome complex component RRP45 QRITAFKMEKAPIDTSDVEEKAEEIIAEAEPUID2202 1

Q8IYB3 SRRM1 S 874 0,178871 3 ___1 1 5,04E-140 280,64 244,2 168,64 0,20594 4469200000 Serine/arginine repetitive matrix protein 1 QEEPVAAPEPKKETESEAEDNLDDLEKHLREUID4123 1;2

Q6PKG0 LARP1 T 526 0,178735 2 ___1 1 9,77E-06 127,76 88,547 127,76 0,059478 254850000 La-related protein 1 YQKETESAPGSPRAVTPVPTKTEEVSNLKTLUID7510 1

Q6PJG2 ELMSAN1 S 461 0,178483 3 ___1 1 2,52E-05 97,904 97,904 89,669 -0,21998 67593000 ELM2 and SANT domain-containing protein 1 LRGGVIQSTRRRRRASQEANLLTLAQKAVELUID3540 1

Q9UQ35 SRRM2 S 351 0,178439 2 ___2 0,999676 4,97E-17 114,87 103,72 114,87 0,071536 783890000 Serine/arginine repetitive matrix protein 2 EDKDKDKKEKSATRPSPSPERSSTGPEPPAPUID14605 2;3

Q99700 ATXN2 S 772 0,178396 2 ___1 0,815006 1,10E-10 119,96 101,22 119,96 0,3685 29478000 Ataxin-2 NSPAGNKENIKPNETSPSFSKAENKGISPVVUID5179 1

Q12802 AKAP13 S 1932 0,178394 2 ___2 0,994673 1,71E-05 105,66 93,423 105,66 -0,028688 64649000 A-kinase anchor protein 13 ENMSNTWKFLSHSTDSLNKISKVNESTESLTUID10362 2

Q12802 AKAP13 S 1929 0,178394 2 ___2 0,988128 5,44E-33 194,06 194,06 194,06 0,19502 247890000 A-kinase anchor protein 13 GNDENMSNTWKFLSHSTDSLNKISKVNESTEUID10361 1;2

Q7Z3D4 LYSMD3 S 55 0,178237 3 ___2 0,908764 0,00022508 51,089 51,089 44,816 -0,024846 16116000 LysM and putative peptidoglycan-binding domain-containing protein 3YELRSRGKEKVRRSTSRDRLDDIIVLTKDIQUID11845 2

Q7Z3D4 LYSMD3 T 54 0,178237 3 ___2 0,568182 0,00022508 51,089 51,089 44,816 -0,024846 16116000 LysM and putative peptidoglycan-binding domain-containing protein 3VYELRSRGKEKVRRSTSRDRLDDIIVLTKDIUID15651 2

Q7Z3D4 LYSMD3 S 53 0,178237 3 ___2 0,333332 0,00022508 51,089 51,089 51,089 0,88941 16116000 LysM and putative peptidoglycan-binding domain-containing protein 3EVYELRSRGKEKVRRSTSRDRLDDIIVLTKDUID11844 2

Q14671 PUM1 S 709 0,178216 2 ___1 0,999632 5,91E-10 119,77 82,593 82,069 -0,11196 202710000 Pumilio homolog 1 TAVANSNTGSGSRRDSLTGSSDLYKRTSSSLUID2714 1

Q8TBF4 ZCRB1 S 155 0,177997 3 ___1 0,998506 4,02E-29 96,024 96,024 96,024 0,61685 97980000 Zinc finger CCHC-type and RNA-binding motif-containing protein 1KKAPEPEEEIEEVEESEDEGEDPALDSLSQAUID4423 1

P49792 RANBP2;RGPD4;RGPD3;RGPD1;RGPD2S 792 0,177854 3 ___2 0,643997 0,00278242 50,053 50,053 50,053 0,055041 56847000 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4;RanBP2-like and GRIP domain-containing protein 3;RANBP2-like and GRIP domain-containing protein 1;RANBP2-like and GRIP domain-containing protein 2HSTPSPTRYSLSPSKSYKYSPKTPPRWAEDQUID9850 2

Q5T200 ZC3H13 S 993 0,177821 2 ___1 1 4,40E-22 167,05 160,93 167,05 0,12305 109830000 Zinc finger CCCH domain-containing protein 13 ERGNIETTSEDGQVFSPKKGQKKKSIEKKRKUID3233 1;2

Q8IX90 SKA3 S 155 0,177812 2 ___1 1 2,48E-17 163,51 133,97 163,51 0,035548 63746000 Spindle and kinetochore-associated protein 3 DPPVASSCISEKSPRSPQLSDFGLERYIVSQUID4075 1

O94842 TOX4 T 175 0,177471 3 ___2 0,794346 3,45E-18 103,9 86,108 100,79 -0,052917 125680000 TOX high mobility group box family member 4 GTILPPAQSPEDRLSTTPSPTSSLHEDGVEDUID15072 2

Q92610 ZNF592 S 1264 0,177471 4 ___1 0,610139 9,91E-10 61,871 57,826 61,871 0,59817 15669000 Zinc finger protein 592 HSQPQASQDQDSHTLSPQV____________UID4650 1

O00193 SMAP S 15 0,177436 3 ___1 0,92457 1,30E-153 279,58 279,58 53,679 -0,16293 147030000 Small acidic protein _MSAARESHPHGVKRSASPDDDLGSSNWEAAUID70 1;2

P36507 MAP2K2 S 295 0,177216 3 ___1 0,879259 2,85E-14 94,927 88,832 94,927 -0,063931 14603000 Dual specificity mitogen-activated protein kinase kinase 2GRPVVDGEEGEPHSISPRPRPPGRPVSGHGMUID1398 1

Q9H6H4 REEP4 S 194 0,177068 2 ___3 0,999978 1,51E-09 84,919 72,754 84,919 -0,14602 34576000 Receptor expression-enhancing protein 4 HRRPPIGYRAGGLQDSDTEDECWSDTEAVPRUID21812 3

Q9H6H4 REEP4 T 196 0,177068 2 ___3 0,999978 1,51E-09 84,919 72,754 84,919 -0,14602 34576000 Receptor expression-enhancing protein 4 RPPIGYRAGGLQDSDTEDECWSDTEAVPRAPUID23999 3

Q9H6H4 REEP4 S 202 0,177068 3 ___3 0,991586 1,51E-09 84,919 72,754 56,914 -0,79911 34576000 Receptor expression-enhancing protein 4 RAGGLQDSDTEDECWSDTEAVPRAPARPREKUID21813 3

Q9H4L7 SMARCAD1 S 214 0,176844 3 ___3 0,957046 2,08E-29 163,31 163,31 163,31 0,29138 244090000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1GDAGGGPRKRKLSSSSEPYEEDEFNDDQSIKUID21775 3

Q9H4L7 SMARCAD1 S 211 0,176844 3 ___3 0,930244 2,08E-29 163,31 163,31 163,31 0,29138 262190000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1LMFGDAGGGPRKRKLSSSSEPYEEDEFNDDQUID21772 2;3

Q9H4L7 SMARCAD1 S 212 0,176844 3 ___3 0,80703 2,08E-29 163,31 163,31 163,31 0,29138 455790000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1MFGDAGGGPRKRKLSSSSEPYEEDEFNDDQSUID21773 2;3

P04183 TK1 S 15 0,176833 2 ___1 0,565183 0,00019349 60,474 50,242 56,482 -0,28232 2553600 Thymidine kinase, cytosolic _MSCINLPTVLPGSPSKTRGQIQVILGPMFSUID792 1

Q15154 PCM1 S 65 0,176688 2 ___1 1 2,03E-15 159,41 141,08 154,88 -0,10406 266710000 Pericentriolar material 1 protein KKFGVESDKRVTNDISPESSPGVGRRRTKTPUID2894 1;2

Q7L4I2 RSRC2 S 27 0,176578 2 ___2 0,982063 0,00356896 57,792 44,414 57,792 0,16177 11903000 Arginine/serine-rich coiled-coil protein 2 APEKTSPDRDKKKEQSEVSVSPRASKHHYSRUID11795 2

P10412 HIST1H1E T 4 0,176562 2 ___2 0,795208 3,89E-10 98,684 77,731 98,684 0,35818 39198000 Histone H1.4 ____________MSETAPAAPAAPAPAEKTPUID15123 2

Q92922 SMARCC1 T 335 0,17645 2 ___2 0,821794 0,00118693 60,209 42,509 60,209 -0,41772 8419100 SWI/SNF complex subunit SMARCC1 ANARKRKHSPSPPPPTPTESRKKSGKKGQASUID15783 2

Q9ULE6 PALD1 S 406 0,176172 3 ___1 0,999984 2,50E-07 122,64 122,64 122,64 -0,20635 59639000 Paladin VVLENQKKLEGIRPESPAQGSGSRHSVWQRAUID6314 1

Q5VT52 RPRD2 T 723 0,176152 3 ___1 0,999996 9,06E-07 110,67 105,46 101,29 -0,15408 78866000 Regulation of nuclear pre-mRNA domain-containing protein 2FQRGPTSTSIDNIDGTPVRDERSGTPTQDEMUID7470 1

O95071 UBR5 S 636 0,176031 3 ___1 0,5 5,07E-18 153,14 153,14 153,14 -0,048236 286860000 E3 ubiquitin-protein ligase UBR5 SSIASSASMPYKRRRSTPAPKEEEKVNEEQWUID680 1

P35659 DEK T 13 0,175968 3 ___1 0,849394 9,79E-19 119,65 109,13 119,65 0,13585 75019000 Protein DEK ___MSASAPAAEGEGTPTQPASEKEPEMPGPUID7113 1

Q9Y490 TLN1 S 405 0,175557 3 ___1 0,760491 0,00255303 41,482 30,851 41,482 -1,1676 7605300 Talin-1 QLIAGYIDIILKKKKSKDHFGLEGDEESTMLUID6718 1

Q9ULM3 YEATS2 S 627 0,175472 2 ___1 1 7,48E-05 92,112 84,18 92,112 -0,027105 15660000 YEATS domain-containing protein 2 LPQYVTVKGGHMIAVSPQKQVITPGEGIAQSUID6329 1

Q9H7L9 SUDS3 S 236 0,175442 2 ___2 0,68312 2,54E-16 137,61 137,61 137,61 0,44629 1486800000 Sin3 histone deacetylase corepressor complex component SDS3RTLNKLKSPKRPASPSSPEHLPATPAESPAQUID13746 2

Q9NR20 DYRK4;DYRK2 Y 264 0,175429 2 ___1 0,754463 0,0488775 43,083 37,993 43,083 -0,42637 5324100 Dual specificity tyrosine-phosphorylation-regulated kinase 4;Dual specificity tyrosine-phosphorylation-regulated kinase 2IDFGSSCYEHQKVYTYIQSRFYRSPEVILGHUID8070 1

Q9H6F5 CCDC86 S 58 0,174918 3 ___2 1 1,99E-12 141,74 141,74 46,704 0,2795 840840000 Coiled-coil domain-containing protein 86 REPGSPPSVQRAGLGSPERPPKTSPGSPRLQUID13705 1;2;3

Q96ST2 IWS1 S 84 0,174918 4 ___3 0,524237 5,84E-15 98,75 92,174 98,75 0,029665 55495000 Protein IWS1 homolog SENDEPLNLNASDSESEELHRQKDSDSESEEUID21270 3

Q96EB6 SIRT1 S 26 0,174662 4 ___2 0,516313 2,83E-09 57,385 53,727 56,933 -0,21084 14024000 NAD-dependent protein deacetylase sirtuin-1;SirtT1 75 kDa fragmentPGGSPSAAGADREAASSPAGEPLRKRPRRDGUID12944 2

P55081 MFAP1 T 267 0,174656 2 ___1 1 1,74E-201 308,12 308,12 308,12 -0,16954 485860000 Microfibrillar-associated protein 1 LEENKRSLAALDALNTDDENDEEEYEAWKVRUID7214 1

Q15758 SLC1A5 S 503 0,174565 2 ___1 0,999987 1,77E-06 63,691 63,691 63,691 -0,0085451 30815000 Neutral amino acid transporter B(0) RTESRSTEPELIQVKSELPLDPLPVPTEEGNUID2975 1

Q6ZN18 AEBP2 S 390 0,174534 3 ___1 0,9999 6,00E-06 59,814 51,105 59,814 0,061669 3141600 Zinc finger protein AEBP2 AGMNKRRKLKNKRRRSLPRPHDFFDAQTLDAUID3612 1

P10412 HIST1H1E T 18 0,174516 2 ___2 1 3,89E-10 120,71 117,55 89,663 0,99423 1168300000 Histone H1.4 ETAPAAPAAPAPAEKTPVKKKARKSAGAAKRUID15124 1;2

Q14839 CHD4 S 308 0,174305 3 ___3 0,998317 5,07E-30 113,23 113,23 73,817 0,36028 85717000 Chromodomain-helicase-DNA-binding protein 4 PLKIKLGGFGSKRKRSSSEDDDLDVESDFDDUID18983 3;4

Q14839 CHD4 S 309 0,174305 3 ___3 0,998317 5,07E-30 113,23 113,23 73,817 0,36028 85717000 Chromodomain-helicase-DNA-binding protein 4 LKIKLGGFGSKRKRSSSEDDDLDVESDFDDAUID18984 3;4

Q14839 CHD4 S 310 0,174305 3 ___3 0,998317 5,07E-30 113,23 113,23 73,817 0,36028 85717000 Chromodomain-helicase-DNA-binding protein 4 KIKLGGFGSKRKRSSSEDDDLDVESDFDDASUID18985 3;4

Q14676 MDC1 T 448 0,174279 3 ___2 0,573026 3,95E-22 149,85 149,85 149,85 -0,075434 325890000 Mediator of DNA damage checkpoint protein 1 EDMPQRVVLLQRSQTTTERDSDTDVEEEELPUID15466 2

P46013 MKI67 S 651 0,174023 3 ___1 0,57978 0,00179661 41,912 33,528 41,912 -0,25218 6451200 Antigen KI-67 HDILQMICSKRRSGASEANLIVAKSWADVVKUID1558 1

Q13129 RLF S 634 0,173835 3 ___1 0,926573 2,46E-06 117,74 117,74 117,74 -0,08001 111600000 Zinc finger protein Rlf LLLKGSQKGICPKSPSAIPEQNHSLNDQAKGUID2400 1

Q6ZS81 WDFY4 S 3123 0,173692 3 ___1 1 9,76E-10 128,97 128,97 128,97 0,04928 70533000 WD repeat- and FYVE domain-containing protein 4 VPGRPAGEEPPAQPPSPRGHKWEKNLALSREUID3619 1

Q7Z460 CLASP1 S 598 0,173613 2 ___2 1 2,65E-05 86,8 86,8 85,563 -0,99882 187540000 CLIP-associating protein 1 TVSTKSVSTTGSLQRSRSDIDVNAAASAKSKUID11872 1;2

Q7Z460 CLASP1 S 600 0,173613 2 ___2 1 3,04E-63 227,99 227,99 85,563 -0,99882 460780000 CLIP-associating protein 1 STKSVSTTGSLQRSRSDIDVNAAASAKSKVSUID11873 1;2

P38398 BRCA1 S 1189 0,173511 3 ___3 0,999776 1,05E-07 94,728 94,728 94,728 -0,13551 79155000 Breast cancer type 1 susceptibility protein SAVFSKSVQKGELSRSPSPFTHTHLAQGYRRUID17613 2;3

P38398 BRCA1 S 1191 0,173511 3 ___3 0,999775 1,05E-07 94,728 94,728 94,728 -0,13551 89471000 Breast cancer type 1 susceptibility protein VFSKSVQKGELSRSPSPFTHTHLAQGYRRGAUID17614 1;2;3

P38398 BRCA1 S 1187 0,173511 3 ___3 0,99793 1,05E-07 73,036 73,036 73,036 -0,075697 21649000 Breast cancer type 1 susceptibility protein ESSAVFSKSVQKGELSRSPSPFTHTHLAQGYUID17612 2;3

Q4G0F5 VPS26B S 304 0,17342 2 ___1 0,996051 1,77E-15 131,66 113,22 131,66 0,71585 20944000 Vacuolar protein sorting-associated protein 26B EVVLWRKGDIVRKSMSHQAAIASQRFEGTTSUID3095 1

P06400 RB1 T 373 0,173339 3 ___1 1 8,07E-07 89,462 85,968 89,462 -0,29328 72909000 Retinoblastoma-associated protein RKSNLDEEVNVIPPHTPVRTVMNTIQQLMMIUID7011 1

Q13542 EIF4EBP2 T 45 0,173255 3 ___2 0,588447 3,52E-29 143,5 143,5 143,5 -0,26049 422050000 Eukaryotic translation initiation factor 4E-binding protein 2LPHDYCTTPGGTLFSTTPGGTRIIYDRKFLLUID15435 2

O94915 FRYL S 1957 0,172857 3 ___1 0,949424 0,00015958 112,84 101,78 70,529 -0,0011648 26070000 Protein furry homolog-like LRLSLIGDRRGDRRRSNTLDIMDGRINHSSSUID659 1

P11171 EPB41 S 542 0,172744 2 ___2 1 7,30E-07 129,76 114,18 129,76 -0,084366 60491000 Protein 4.1 PAPHFERTASKRASRSLDGAAAVDSADRSPRUID9026 1;2

Q92797 SYMPK S 1243 0,172733 2 ___1 0,992034 0,00014895 72,898 72,898 68,283 -0,52888 37711000 Symplekin PKETAAGGLTLKEERSPQTLAPVGEDAMKTPUID4704 1

Q9BYW2 SETD2 S 754 0,172509 3 ___2 0,999919 7,82E-06 66,017 56,538 66,017 -0,012991 43586000 Histone-lysine N-methyltransferase SETD2 HKKSESPFRETEPLVSPHQDKLMSMPVMTVDUID13477 2

O15047 SETD1A S 468 0,172503 3 ___1 0,536034 1,58E-14 87,509 87,509 87,509 -0,23291 82862000 Histone-lysine N-methyltransferase SETD1A REEVRTSPRPASPARSGSPAPETTNESVPFAUID237 1

Q96PC2 IP6K3 S 276 0,172451 2 ___1 1 0,0216221 63,565 27,17 63,565 -0,10487 17865000 Inositol hexakisphosphate kinase 3 KKYFLCKDKYYGRKLSVEGFRQALYQFLHNGUID4995 1

Q9H019 MTFR1L S 103 0,172451 2 ___1 1 0,00584338 82,287 71,218 79,148 0,09618 142310000 Mitochondrial fission regulator 1-like HTWKPSPLIVMQRNASVPNLRGSEERLLALKUID5459 1

Q9H1E3 NUCKS1 S 19 0,172394 2 ___1 1 2,53E-280 354,04 354,04 316,76 -0,022854 1,5294E+10 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1PVRNRKVVDYSQFQESDDADEDYGRDSGPPTUID5511 1

Q13586 STIM1 S 257 0,172383 2 ___1 1 1,44E-17 168,61 148,18 136,38 0,0314 55822000 Stromal interaction molecule 1 KKMMKDLEGLHRAEQSLHDLQERLHKAQEEHUID2569 1

P46821 MAP1B S 1915 0,172241 2 ___1 0,980626 2,12E-06 127,3 120,26 92,977 -0,17657 83948000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1DVGGYYYEKIERTTKSPSDSGYSYETIGKTTUID1624 1

Q6DN90 IQSEC1 S 512 0,172165 2 ___1 1 2,38E-30 188,4 163,47 182,02 0,20615 132630000 IQ motif and SEC7 domain-containing protein 1 EQTLSKQTYHKEARNSWDSPAFSNDVIRKRHUID3418 1

Q6P2E9 EDC4 S 844 0,172129 2 ___1 0,999999 2,35E-05 107,65 107,65 107,39 -0,5083 30004000 Enhancer of mRNA-decapping protein 4 TAPDITRETCSTLAESPRNGLQEKHKSLAFHUID3513 1

Q9NRY4 ARHGAP35 S 970 0,172102 3 ___1 0,999998 1,72E-15 107,94 101,44 107,94 -0,15757 110710000 Rho GTPase-activating protein 35 DNAAEACSTTEEVFNSPRAGSPLCNSNLQDSUID5816 1

O14641 DVL2 S 211 0,171975 3 ___1 0,884313 1,74E-10 64,936 64,936 64,936 0,76955 9390000 Segment polarity protein dishevelled homolog DVL-2 STLMTSELESTSLGDSDEEDTMSRFSSSTEQUID164 1

Q7LDG7 RASGRP2 S 587 0,171847 2 ___1 1 0,0356264 66,621 6,0315 66,621 -0,35556 10034000 RAS guanyl-releasing protein 2 HRAFSFSLPRPGRRGSRPPEIREEEVQTVEDUID3712 1

Q99733 NAP1L4 S 7 0,171842 2 ___1 0,994589 9,28E-08 119,96 111,89 119,46 -0,30044 115220000 Nucleosome assembly protein 1-like 4 _________MADHSFSDGVPSDSVEAAKNASUID5185 1;2

Q8WX92 NELFB S 557 0,171719 3 ___1 0,995767 1,22E-14 92,231 92,231 92,231 -0,19204 51414000 Negative elongation factor B SQLGEKLEQLDHRKPSPAQAAETPALELPLPUID4555 1

Q9H410 DSN1 S 81 0,171717 3 ___1 0,999988 1,19E-12 148,03 140,74 73,405 0,035878 217210000 Kinetochore-associated protein DSN1 homolog DLSHQERLQSKSLHLSPQEQSASYQDRRQSWUID5547 1;2

Q9UKV3 ACIN1 S 710 0,171641 2 ___2 1 7,33E-39 203,93 156,22 51,009 0,65992 248050000 Apoptotic chromatin condensation inducer in the nucleusERTSTSSSSVQARRLSQPESAEKHVTQRLQPUID14385 1;2

Q9UKV3 ACIN1 S 714 0,171641 2 ___2 1 0,00014133 56,708 56,708 51,009 0,65992 122650000 Apoptotic chromatin condensation inducer in the nucleusTSSSSVQARRLSQPESAEKHVTQRLQPERGSUID14386 2

Q6PKG0 LARP1 T 782 0,171447 3 ___2 1 2,14E-05 99,566 99,566 41,088 0,050053 398020000 La-related protein 1 LPTTVPESPNYRNTRTPRTPRTPQLKDSSQTUID15613 2;3

Q9H6S0 YTHDC2 S 1281 0,171439 2 ___2 0,999905 0,00018698 62,765 62,765 58,831 -0,26459 129250000 Probable ATP-dependent RNA helicase YTHDC2 ASPSPPSSGKGSKSPSPRPNMPVRYFIMKSSUID13723 2

Q5H9R7 PPP6R3 S 617 0,171394 3 ___1 1 8,70E-25 167,92 167,92 68,845 -0,076498 594270000 Serine/threonine-protein phosphatase 6 regulatory subunit 3EACCKERIQQFDDGGSDEEDIWEEKHIAFTPUID3153 1

Q96ST3 SIN3A S 832 0,171336 3 ___1 1 8,69E-185 288,55 288,55 224,03 0,04505 389590000 Paired amphipathic helix protein Sin3a HHFIPDLLFAQRGDLSDVEEEEEEEMDVDEAUID5083 1

Q9UQ35 SRRM2 S 1463 0,171335 2 ___1 0,989249 2,22E-09 144,7 130,54 52,814 -0,51628 69240000 Serine/arginine repetitive matrix protein 2 RDGSGTPSRHSLSGSSPGMKDIPRTPSRGRSUID6449 1;3

Q92794 KAT6A S 1089 0,171263 2 ___1 1 9,69E-07 133,42 57,198 53,211 -0,37928 49214000 Histone acetyltransferase KAT6A EDENELFPREYFRRLSSQDVLRCQSSSKRKSUID4700 1;2

P19484 TFEB S 467 0,171217 2 ___2 0,930032 1,53E-09 143,94 129,73 70,412 -0,052128 25400000 Transcription factor EB STMSPEASKASSRRSSFSMEEGDVL______UID9217 1;2

Q9H4L7 SMARCAD1 S 212 0,171197 3 ___2 0,80703 2,08E-29 163,31 163,31 163,31 0,29138 455790000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1MFGDAGGGPRKRKLSSSSEPYEEDEFNDDQSUID13676 2;3

Q9H4L7 SMARCAD1 S 213 0,171197 3 ___2 0,713101 5,08E-22 151,19 151,19 150,22 0,17052 327310000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1FGDAGGGPRKRKLSSSSEPYEEDEFNDDQSIUID13677 2;3

Q86VM9 ZC3H18 S 83 0,170822 4 ___3 0,984655 3,69E-06 43,579 43,579 43,579 0,20397 31043000 Zinc finger CCCH domain-containing protein 18 DEEDRASEPKSQDQDSEVNELSRGPTSSPCEUID20100 4

Q6Y7W6 GIGYF2 T 382 0,170566 4 ___1 0,825505 7,26E-54 175,3 175,3 134,43 0,3326 160360000 PERQ amino acid-rich with GYF domain-containing protein 2SEETPQTSSSSARPGTPSDHQSQEASQFERKUID7524 1

Q9H165 BCL11A T 208 0,170438 2 ___2 0,997473 0,00186764 50,102 33,703 50,102 0,44037 7661800 B-cell lymphoma/leukemia 11A HGLRIYLESEHGSPLTPRVGIPSGLGAECPSUID15881 2



Q9H165 BCL11A S 205 0,170438 2 ___2 0,994583 6,49E-05 96,591 75,291 96,591 0,22924 27653000 B-cell lymphoma/leukemia 11A QNTHGLRIYLESEHGSPLTPRVGIPSGLGAEUID13589 1;2

Q14738 PPP2R5D S 89 0,17031 2 ___2 0,667902 0,0025832 51,463 51,463 51,463 0,40631 35140000 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoformYSGGPQIVKKERRQSSSRFNLSKNRELQKLPUID10879 2

Q9UQ35 SRRM2 S 2044 0,170247 2 ___3 1 0,00078197 115,39 38,326 46,132 -0,042383 5895200000 Serine/arginine repetitive matrix protein 2 RSRSRTPLLPRKRSRSRSPLAIRRRSRSRTPUID22721 1;2;3

Q9UQ35 SRRM2 S 2046 0,170247 2 ___3 1 0,00078197 115,39 38,326 46,132 -0,042383 5911500000 Serine/arginine repetitive matrix protein 2 RSRTPLLPRKRSRSRSPLAIRRRSRSRTPRTUID22722 1;2;3

Q9UQ35 SRRM2 S 2042 0,170247 2 ___3 1 0,00531142 49,724 42,504 46,132 -0,042383 425230000 Serine/arginine repetitive matrix protein 2 RRRSRSRTPLLPRKRSRSRSPLAIRRRSRSRUID22728 3

Q9UPN7 PPP6R1 S 664 0,170104 3 ___2 0,75 1,68E-09 63,361 61,195 53,844 0,13256 30110000 Serine/threonine-protein phosphatase 6 regulatory subunit 1QLARGARLGQPPGVRSGGSTDSEDEEEEDEEUID14498 2;3

Q6ZSZ5 ARHGEF18 S 153 0,170053 3 ___1 0,499919 0,00083901 58,814 52,116 58,814 -0,060777 6350700 Rho guanine nucleotide exchange factor 18 ESPGKECDSPKKRGRSRSVPVSFYEIRSPEIUID3629 1

Q16566 CAMK4 S 356 0,169925 4 ___2 0,966285 3,95E-23 119,06 107,5 119,06 0,0015251 201760000 Calcium/calmodulin-dependent protein kinase type IVSASSSHGSIQESHKASRDPSPIQDGNEDMKAUID11099 2

O43149 ZZEF1 S 2444 0,169905 3 ___1 0,828671 1,61E-07 93,397 84,89 93,397 0,16333 35269000 Zinc finger ZZ-type and EF-hand domain-containing protein 1DERGDREEEVERPVSSPGDPEQKKLDPLEGLUID277 1

P06400 RB1 S 842 0,16955 2 ___1 0,599773 5,23E-05 88,087 81,205 75,669 0,25377 15851000 Retinoblastoma-associated protein PRSRILVSIGESFGTSEKFQKINQMVCNSDRUID833 1

Q9BXP5 SRRT S 493 0,1695 3 ___1 1 9,36E-10 118,24 100,8 58,079 -0,5149 89644000 Serrate RNA effector molecule homolog ICWNLQNIRLRECELSPGVNRDLTRRVRNINUID5359 1

P33241 LSP1 S 188 0,169412 2 ___2 0,654948 2,24E-13 132,01 132,01 41,621 0,51498 211430000 Lymphocyte-specific protein 1 PRTPSPLVLEGTIEQSSPPLSPTTKLIDRTEUID9437 1;2;3

Q6PKG0 LARP1 T 788 0,169405 3 ___2 1 2,14E-05 99,566 99,566 41,088 0,050053 850600000 La-related protein 1 ESPNYRNTRTPRTPRTPQLKDSSQTSRFYPVUID15612 2;3

Q9H0K1 SIK2 S 342 0,169284 2 ___1 0,5 0,00710429 77,674 57,371 77,674 -0,31398 8207700 Serine/threonine-protein kinase SIK2 AAIYFLLVERLKSHRSSFPVEQRLDGRQRRPUID5486 1

Q9H0K1 SIK2 S 343 0,169284 2 ___1 0,5 0,00710429 77,674 57,371 77,674 -0,31398 8207700 Serine/threonine-protein kinase SIK2 AIYFLLVERLKSHRSSFPVEQRLDGRQRRPSUID5487 1

Q92797 SYMPK S 1259 0,16916 3 ___2 0,997986 1,45E-08 52,155 52,155 40,638 -0,26847 112370000 Symplekin PQTLAPVGEDAMKTPSPAAEDAREPEAKGNSUID12802 1;2

Q92797 SYMPK T 1257 0,16916 4 ___2 0,992802 1,45E-08 52,155 52,155 52,155 -0,3761 72948000 Symplekin RSPQTLAPVGEDAMKTPSPAAEDAREPEAKGUID15775 2

Q96T58 SPEN S 727 0,168938 2 ___1 1 0,00123341 125,82 82,734 85,154 -0,26426 388340000 Msx2-interacting protein DRDRDHERRPIERSQSPVHLRRPQSPGASPSUID5127 1;2

Q96ST2 IWS1 T 67 0,168936 4 ___3 1 3,18E-15 87,372 85,149 83,293 -0,20128 265690000 Protein IWS1 homolog ETSDREDGLPKGHHVTDSENDEPLNLNASDSUID23926 4

P28066 PSMA5 S 16 0,168731 2 ___1 0,982534 0,00073015 89,827 82,18 89,827 -0,39164 16415000 Proteasome subunit alpha type-5 MFLTRSEYDRGVNTFSPEGRLFQVEYAIEAIUID1269 1

Q3B726 TWISTNB T 322 0,168642 3 ___1 0,999988 2,73E-05 72,568 67,812 72,568 -0,0099006 29950000 DNA-directed RNA polymerase I subunit RPA43 KKKKKKRKHSEEAEFTPPLKCSPKRKGKSNFUID7424 1;2

Q96T37 RBM15 S 294 0,168629 2 ___1 1 4,86E-13 157,54 157,54 78,113 0,087018 580990000 Putative RNA-binding protein 15 GHRHPPGGGGGQRSLSPGGAALGYRDYRLQQUID5103 1;2

Q5FBB7 SGOL1 S 256 0,168613 2 ___1 1 0,00034407 101,97 59,687 101,97 0,26768 16239000 Shugoshin-like 1 VQHNACQWSKDQVNLSPKLIQPGTFTKTKEDUID3150 1

Q9NZT2 OGFR S 315 0,16849 3 ___1 1 1,16E-19 160,92 149,77 160,92 0,21587 111580000 Opioid growth factor receptor LPHPLEGSRKVEEEGSPGDPDHEASTQGRTCUID6023 1

Q5VT52 RPRD2 S 374 0,168257 2 ___2 0,999987 2,54E-15 156,5 147,5 156,5 0,11205 63800000 Regulation of nuclear pre-mRNA domain-containing protein 2PEPVTDNRDVEDMELSDVEDDGSKIIVEDRKUID11397 1;2

Q5VT52 RPRD2 T 358 0,168257 3 ___2 0,518547 1,29E-07 57,832 57,832 57,832 -0,20021 11440000 Regulation of nuclear pre-mRNA domain-containing protein 2GEESQSPTMESEKSATPEPVTDNRDVEDMELUID15568 2

O95297 MPZL1 S 219 0,167802 2 ___1 0,915802 0,00282314 52,101 30,342 50,806 0,56603 18263000 Myelin protein zero-like protein 1 STSESLSPVKQAPRKSPSDTEGLVKSLPSGSUID711 1

Q5UIP0 RIF1 S 1454 0,167518 2 ___1 1 5,58E-05 90,731 80,679 83,204 -0,027484 78104000 Telomere-associated protein RIF1 QKKERRKEEEKPLQKSPLHIKDDVLPKQKLIUID3291 1

Q9H8G2 CAAP1 S 312 0,167358 2 ___1 0,946535 1,44E-05 103,04 103,04 103,04 -0,050768 13456000 Caspase activity and apoptosis inhibitor 1 DIEKSVNEILGLAESSPNEPKAATLAVPPPEUID5677 1

Q96EB6 SIRT1 S 14 0,167275 2 ___2 0,985987 5,46E-23 161,35 148,79 161,35 0,21911 160740000 NAD-dependent protein deacetylase sirtuin-1;SirtT1 75 kDa fragment__MADEAALALQPGGSPSAAGADREAASSPAUID12943 1;2

Q96AT1 KIAA1143 S 50 0,167171 3 ___1 1 4,36E-11 74,321 74,321 74,321 -0,0031447 314670000 Uncharacterized protein KIAA1143 TKRIQPQPPDEDGDHSDKEDEQPQVVVLKKGUID4764 1

Q9UQ35 SRRM2 T 1492 0,167162 2 ___1 1 0,00127052 91,549 42,249 68,657 -0,13887 227960000 Serine/arginine repetitive matrix protein 2 RSECDSSPEPKALPQTPRPRSRSPSSPELNNUID7917 1

Q9Y3L3 SH3BP1 S 550 0,167101 2 ___1 0,840883 2,82E-05 57,768 57,768 50,207 0,62658 20010000 SH3 domain-binding protein 1 ESEVPPRPASPKVTRSPPETAAPVEDMARRTUID6702 1

Q9UQ35 SRRM2 S 2121 0,166985 2 ___2 0,971982 3,07E-05 99,86 93,956 84,508 -0,64909 274570000 Serine/arginine repetitive matrix protein 2 PVALNSSRMSCFSRPSMSPTPLDRCRSPGMLUID14586 2

Q9NYF3 FAM53C S 232 0,166948 2 ___2 0,999989 1,53E-05 79,652 79,652 79,022 0,2976 32174000 Protein FAM53C SDAESLSPCPPQRRFSLSPSLGPQASRFLPSUID14047 2

Q9NYF3 FAM53C S 234 0,166948 2 ___2 0,930861 1,53E-05 79,652 79,652 79,022 0,2976 32174000 Protein FAM53C AESLSPCPPQRRFSLSPSLGPQASRFLPSARUID14048 2

P62750 RPL23A S 43 0,166942 2 ___1 0,926089 0,00132252 131,52 82,722 116,52 0,11241 113010000 60S ribosomal protein L23a VLKGVHSHKKKKIRTSPTFRRPKTLRLRRQPUID1973 1

Q5JSZ5 PRRC2B S 1358 0,166774 3 ___1 0,950887 7,63E-19 88,917 82,159 88,917 0,41673 26149000 Protein PRRC2B PKLCSGDKSGTVGRRSPELSYQNSSDHANEEUID3173 1

Q9UQ35 SRRM2 S 2581 0,166583 2 ___1 0,986742 5,84E-05 122,86 103,1 122,86 0,37522 528670000 Serine/arginine repetitive matrix protein 2 SSLPVQPEVALKRVPSPTPAPKEAVREGRPPUID6506 1

P78559 MAP1A S 526 0,166563 3 ___2 0,99997 3,31E-07 85,636 75,723 85,636 0,55189 7838100 Microtubule-associated protein 1A;MAP1A heavy chain;MAP1 light chain LC2TVPLPTISGHRELVLSSPEDLTQDFEEMKREUID10134 2

P78559 MAP1A S 527 0,166563 3 ___2 0,999837 3,31E-07 85,636 75,723 85,636 0,55189 7838100 Microtubule-associated protein 1A;MAP1A heavy chain;MAP1 light chain LC2VPLPTISGHRELVLSSPEDLTQDFEEMKREEUID10135 2

Q9UQ35 SRRM2 S 1061 0,16633 3 ___3 0,613657 6,01E-06 57,432 54,55 57,432 -0,22218 128620000 Serine/arginine repetitive matrix protein 2 GESYFGVSSLQLKGQSQTSPDHRSDTSSPEVUID22660 3

O14828 SCAMP3 S 32 0,166287 4 ___1 1 3,84E-17 84,073 81,345 84,073 -0,023592 77625000 Secretory carrier-associated membrane protein 3 LDNPFQDPAVIQHRPSRQYATLDVYNPFETRUID192 1

Q16637 SMN1 S 31 0,166264 3 ___2 0,999944 3,65E-35 188,26 188,26 98,973 0,11217 536510000 Survival motor neuron protein EDSVLFRRGTGQSDDSDIWDDTALIKAYDKAUID11105 2

Q5T200 ZC3H13 S 207 0,166208 3 ___2 0,998671 1,11E-05 111,53 89,478 58,817 -0,43458 3760700000 Zinc finger CCCH domain-containing protein 13 IIKKEVSPEVVRSKLSPSPSLRKSSKSPKRKUID11342 1;2

Q5T1R4 HIVEP3 S 1964 0,165968 2 ___1 0,998797 3,64E-05 85,457 78,768 85,457 -0,61098 14956000 Transcription factor HIVEP3 SVEKDTGSALSYKPVSPRRPWSPSKEAGSRPUID3225 1

Q9BVJ6 UTP14A S 405 0,165944 4 ___2 0,963047 1,69E-09 52,187 52,187 52,187 0,25534 162170000 U3 small nucleolar RNA-associated protein 14 homolog AQEDPEQLPELEAHGVSESEGEERPVAEEEILUID13405 2

Q9UFC0 LRWD1 S 259 0,165885 3 ___1 0,998653 1,20E-14 80,98 80,98 66,828 -0,49092 182930000 Leucine-rich repeat and WD repeat-containing protein 1PSKRACASPSAQVEGSPVAGSDGSQPAVKLEUID6136 1;2

Q8TBZ3 WDR20 S 360 0,165822 3 ___2 0,907395 0,00028271 56,936 56,936 44,816 -0,26346 74131000 WD repeat-containing protein 20 ANSTQSRLSKRNSTDSRPVSVTYRFGSVGQDUID12525 2

B7Z6K7 ZNF814;ZNF552 S 87 0,165497 2 ___1 1 0,004892 69,451 61,805 69,451 -0,25618 15063000 Putative uncharacterized zinc finger protein 814;Zinc finger protein 552YIQRETQVRTPMAGVSPKKAHPCEMCGPILGUID51 1

Q9BVS4 RIOK2 S 337 0,16543 2 ___1 1 2,60E-25 141,82 125,85 78,69 0,1022 92031000 Serine/threonine-protein kinase RIO2 DDKNIETKEGSEFSFSDGEVAEKAEVYGSENUID5313 1;2;3

P13861 PRKAR2A S 78 0,165294 2 ___2 1 1,01E-177 297,48 286,11 297,48 0,25342 1585000000 cAMP-dependent protein kinase type II-alpha regulatory subunitPPEPGPDRVADAKGDSESEEDEDLEVPVPSRUID9082 2

P13861 PRKAR2A S 80 0,165294 2 ___2 1 1,01E-177 297,48 286,11 297,48 0,25342 1585000000 cAMP-dependent protein kinase type II-alpha regulatory subunitEPGPDRVADAKGDSESEEDEDLEVPVPSRFNUID9083 2

Q9Y385 UBE2J1 S 266 0,165217 2 ___1 0,981741 4,76E-05 103,66 103,66 73,156 0,39338 392920000 Ubiquitin-conjugating enzyme E2 J1 SPRQRRAQQQSQRRLSTSPDVIQGHQPRDNHUID6685 1;2

Q9Y4W2 LAS1L S 523 0,164989 3 ___1 0,993066 3,21E-12 78,913 78,913 78,913 0,29944 14960000 Ribosomal biogenesis protein LAS1L TQSGENSLVQEGSEASPIGKSPYTLDSLYWSUID6748 1

Q5T200 ZC3H13 S 1017 0,164894 2 ___2 1 7,60E-43 202,16 185,58 202,16 -0,069581 259820000 Zinc finger CCCH domain-containing protein 13 SIEKKRKKSKGDSDISDEEAAQQSKKKRGPRUID11340 2

Q5T200 ZC3H13 S 1014 0,164894 2 ___2 0,996949 7,60E-43 202,16 185,58 202,16 -0,069581 259820000 Zinc finger CCCH domain-containing protein 13 KKKSIEKKRKKSKGDSDISDEEAAQQSKKKRUID11339 2

Q9NZJ0 DTL T 516 0,164663 2 ___2 0,998897 7,97E-05 93,909 79,49 93,909 -0,24584 16375000 Denticleless protein homolog IRNWVTRTPSSSPPITPPASETKIMSPRKALUID15950 2

Q9NZJ0 DTL S 511 0,164663 2 ___2 0,794678 7,97E-05 93,909 79,49 93,909 -0,24584 16375000 Denticleless protein homolog SFKMSIRNWVTRTPSSSPPITPPASETKIMSUID14109 2

Q15003 NCAPH S 70 0,164523 3 ___1 0,999998 2,37E-05 84,829 84,829 84,829 -0,21028 27436000 Condensin complex subunit 2 FPQNDDEKERLQRRRSRVFDLQFSTDSPRLLUID2835 1

Q9H6S0 YTHDC2 S 1202 0,164464 2 ___1 0,998626 3,17E-28 153,86 136,98 153,86 -0,12438 40809000 Probable ATP-dependent RNA helicase YTHDC2 LPLASSWRSNNSRKSSADTEFSDECTTAERVUID5627 1

Q8NAV1 PRPF38A S 193 0,164341 3 ___2 1 5,16E-22 142,59 142,59 142,59 0,24945 1952100000 Pre-mRNA-splicing factor 38A EPRVSALEEDMDDVESSEEEEEEDEKLERVPUID12364 2;3

Q8NAV1 PRPF38A S 194 0,164341 3 ___2 1 5,16E-22 142,59 142,59 142,59 0,24945 1952100000 Pre-mRNA-splicing factor 38A PRVSALEEDMDDVESSEEEEEEDEKLERVPSUID12365 2;3

P28715 ERCC5 S 156 0,164211 3 ___2 0,993075 9,77E-09 52,391 52,391 52,391 0,15278 69737000 DNA repair protein complementing XP-G cells NDLYVLPPLQEEEKHSSEEEDEKEWQERMNQUID9369 2

P28715 ERCC5 S 157 0,164211 3 ___2 0,993075 9,77E-09 52,391 52,391 52,391 0,15278 69737000 DNA repair protein complementing XP-G cells DLYVLPPLQEEEKHSSEEEDEKEWQERMNQKUID9370 2

Q13428 TCOF1 S 1350 0,164118 3 ___2 1 0,00014697 72,359 72,359 49,395 -0,015367 46480000 Treacle protein KESSRKGWESRKRKLSGDQPAARTPRSKKKKUID10578 1;2

Q13428 TCOF1 T 1358 0,164118 3 ___2 1 0,00014697 72,359 72,359 49,395 -0,015367 37404000 Treacle protein ESRKRKLSGDQPAARTPRSKKKKKLGAGEGGUID15412 2

Q01581 HMGCS1 S 495 0,164086 4 ___1 0,998506 1,12E-24 128,97 128,97 104,31 0,14336 1871600000 Hydroxymethylglutaryl-CoA synthase, cytoplasmic GVGLVHSNIATEHIPSPAKKVPRLPATAAEPUID2104 1;2

Q8N6N3 C1orf52 S 158 0,164057 2 ___1 0,999924 2,54E-37 155,97 155,97 146,1 -0,21104 484630000 UPF0690 protein C1orf52 AKKARLLPEGEETLESDDEKDEHTSKKRKVEUID4254 1

Q9H0E9 BRD8 S 387 0,164005 2 ___1 1 0,00013097 67,456 50,713 67,456 0,063624 29364000 Bromodomain-containing protein 8 FRSGVAEAPVGSKAPSIDGKEELDLAEKMDIUID5477 1

Q8N1F7 NUP93 S 75 0,163756 2 ___1 0,99446 0,00058351 70,728 38,72 70,728 0,20775 5486900 Nuclear pore complex protein Nup93 ASVLLGSRGLDISHISQRLESLSAATTFEPLUID4194 1

Q92785 DPF2 S 244 0,163517 4 ___2 0,999785 1,07E-28 101,87 96,762 76,003 0,077451 379970000 Zinc finger protein ubi-d4 AHSHLAEEEGEDKEDSQPPTPVSQRSEEQKSUID12795 1;2

Q92785 DPF2 T 248 0,163517 5 ___2 0,980085 1,07E-28 101,87 96,762 71,575 -0,51303 242350000 Zinc finger protein ubi-d4 LAEEEGEDKEDSQPPTPVSQRSEEQKSKKGPUID15774 1;2

Q9UQ35 SRRM2 S 1499 0,163499 2 ___2 0,997647 3,83E-10 127,78 94,689 127,78 -0,20128 147170000 Serine/arginine repetitive matrix protein 2 PEPKALPQTPRPRSRSPSSPELNNKCLTPQRUID14628 2;3

Q9UQ35 SRRM2 S 1497 0,163499 2 ___2 0,995298 3,83E-10 127,78 94,689 127,78 -0,20128 147170000 Serine/arginine repetitive matrix protein 2 SSPEPKALPQTPRPRSRSPSSPELNNKCLTPUID14627 2;3

P19105 MYL12A;MYL12B;MYL9T 18 0,163499 2 ___1 0,545672 8,09E-06 101,15 89,936 101,15 -0,053334 10856000 Myosin regulatory light chain 12A;Myosin regulatory light chain 12B;Myosin regulatory light polypeptide 9SKRTKTKTKKRPQRATSNVFAMFDQSQIQEFUID6918 1

A0FGR8 ESYT2 S 761 0,16337 2 ___2 0,989429 2,60E-07 97,32 97,32 97,32 -0,18987 23398000 Extended synaptotagmin-2 HISVKEPTPSIASDISLPIATQELRQRLRQLUID8103 2

A0FGR8 ESYT2 S 755 0,16337 2 ___2 0,637959 2,60E-07 97,32 97,32 97,32 -0,18987 16957000 Extended synaptotagmin-2 LLASPGHISVKEPTPSIASDISLPIATQELRUID8101 1;2

O75190 DNAJB6 S 277 0,163268 2 ___1 1 3,16E-23 171,98 171,98 59,709 0,32689 565450000 DnaJ homolog subfamily B member 6 PPRPASLLRHAPHCLSEEEGEQDRPRAPGPWUID526 1

P25440 BRD2 S 633 0,163256 3 ___1 0,997424 1,35E-17 122,57 104,04 118,76 0,073664 134000000 Bromodomain-containing protein 2 KATKTAPPALPTGYDSEEEEESRPMSYDEKRUID1230 1

Q96D71 REPS1 S 118 0,163112 3 ___1 0,711933 1,26E-21 137,42 137,42 133,8 0,29934 49571000 RalBP1-associated Eps domain-containing protein 1 ASKNEQESRHAASYSSDSENQGSYSGVIPPPUID4809 1

Q6Y7W6 GIGYF2 S 236 0,163061 3 ___1 1 0,00039676 88,552 88,552 80,469 0,16886 188630000 PERQ amino acid-rich with GYF domain-containing protein 2RLAGSRRDGERWRPHSPDGPRSAGWREHMERUID3608 1

Q9UQ35 SRRM2 S 2020 0,16301 3 ___1 1 0,00134918 97,734 78,075 52,693 0,2609 4328400000 Serine/arginine repetitive matrix protein 2 RSRSRTSPVTRRRSRSRTPPAIRRRSRSRTPUID6540 1;2;3

Q9UQ35 SRRM2 T 2022 0,16301 3 ___1 1 0,00134918 97,734 78,075 52,693 0,2609 4328400000 Serine/arginine repetitive matrix protein 2 RSRTSPVTRRRSRSRTPPAIRRRSRSRTPLLUID7940 1;2;3

Q96EB6 SIRT1 S 27 0,162983 2 ___2 0,900279 4,04E-09 111,63 84,149 95,401 0,48538 122540000 NAD-dependent protein deacetylase sirtuin-1;SirtT1 75 kDa fragmentGGSPSAAGADREAASSPAGEPLRKRPRRDGPUID12945 1;2

Q14676 MDC1 T 455 0,162645 2 ___2 0,999996 6,68E-39 175,86 164,39 175,86 -0,16465 671100000 Mediator of DNA damage checkpoint protein 1 VLLQRSQTTTERDSDTDVEEEELPVENREAVUID15467 2

O75116 ROCK2 S 1137 0,162597 3 ___2 0,839276 1,79E-14 78,159 74,859 70,492 0,50948 14653000 Rho-associated protein kinase 2 QLQALHIGLDSSSIGSGPGDAEADDGFPESRUID8581 2

A6NC98 CCDC88B S 596 0,162597 3 ___2 0,551632 5,39E-06 56,947 48,955 56,947 -0,50942 16349000 Coiled-coil domain-containing protein 88B SPVETQESPEKAGRRSSLQSPASVAPPQGPGUID8125 2

Q96DT7 ZBTB10 S 210 0,162484 3 ___1 0,999999 4,10E-21 103,15 99,422 103,15 -0,60186 35919000 Zinc finger and BTB domain-containing protein 10 DGSGAEGGSCSSSRRSGGDGGDEVEGSGVGAUID4833 1

Q7Z6E9 RBBP6 S 770 0,161728 2 ___3 0,999603 0,00065916 66,004 66,004 51,875 -0,022264 622190000 E3 ubiquitin-protein ligase RBBP6 RSRSRSPPYRRYHSRSRSPQAFRGQSPNKRNUID20023 3

Q03188 CENPC S 311 0,161694 2 ___1 0,757902 2,87E-05 57,499 57,499 57,499 -0,92869 3886500 Centromere protein C TKLIEDEFIIDESDQSFASRSWITIPRKAGSUID2159

P11387 TOP1 S 2 0,161565 2 ___1 1 5,62E-06 100,04 62,014 100,04 0,29132 71608000 DNA topoisomerase 1 ______________MSGDHLHNDSQIEADFRUID932 1;2

Q9Y6M7 SLC4A7 S 84 0,161565 3 ___1 0,920059 0,00022416 40,682 40,682 40,682 -0,41522 18147000 Sodium bicarbonate cotransporter 3 RRRKDKESDKEDGRESPSYDTPSQRVQFILGUID6838 1

Q9UQ35 SRRM2 S 1387 0,161556 2 ___1 0,999998 3,47E-113 236,43 209,1 236,43 0,91351 651000000 Serine/arginine repetitive matrix protein 2 KEQSTRSSGHSSSELSPDAVEKAGMSSNQSIUID6555 1;2

Q92576 PHF3 S 1642 0,161392 2 ___1 1 0,00123071 125,97 97,644 125,97 0,30295 31027000 PHD finger protein 3 GNVSCSENLVANTARSPQFINLKRDPRQAAGUID4631 1

P29590 PML S 527 0,161285 2 ___1 1 3,24E-11 82,189 82,189 61,684 0,13187 235260000 Protein PML STSKAVSPPHLDGPPSPRSPVIGSEVFLPNSUID1290 1;2;3

P52701 MSH6 S 137 0,161039 2 ___1 0,857832 6,52E-18 167,32 167,32 167,32 0,16187 89343000 DNA mismatch repair protein Msh6 EKGKSVRVHVQFFDDSPTRGWVSKRLLKPYTUID1858 1

Q96RT1 ERBB2IP S 602 0,160919 3 ___2 1 2,67E-10 82,36 82,36 53,059 0,019735 199230000 Protein LAP2 HIVNHDDVFEESEELSSDEEMKMAEMRPPLIUID13145 2;3

Q96RT1 ERBB2IP S 603 0,160919 3 ___2 1 2,67E-10 82,36 82,36 53,059 0,019735 199230000 Protein LAP2 IVNHDDVFEESEELSSDEEMKMAEMRPPLIEUID13146 2;3

Q9NSY1 BMP2K S 947 0,160904 3 ___1 0,53467 2,34E-10 111,57 107,02 90,974 0,20848 26644000 BMP-2-inducible protein kinase FGSTPFQPFLTSTSKSESNEDLFGLVPFDEIUID5839 1

P22087 FBL S 124 0,160836 3 ___1 0,993677 5,17E-05 105,02 92,395 100,04 -0,33756 28763000 rRNA 2'-O-methyltransferase fibrillarin KNLVPGESVYGEKRVSISEGDDKIEYRAWNPUID1164 1

O75179 ANKRD17 T 5 0,160791 3 ___1 0,936202 5,22E-07 43,021 43,021 43,021 0,68929 3946400 Ankyrin repeat domain-containing protein 17 ___________MEKATVPVAAATAAEGEGSPUID6948 1

Q8IWI9 MGA S 924 0,160614 2 ___1 1 0,00111938 83,182 83,182 83,182 0,19348 15355000 MAX gene-associated protein GRTKSSYKSILPYPVSPKQKYSHVILGDKVTUID4050 1

Q14694 USP10 S 576 0,160583 2 ___1 1 0 343,49 324,79 343,49 0,32663 859370000 Ubiquitin carboxyl-terminal hydrolase 10 NHSVNEEEQEEQGEGSEDEWEQVGPRNKTSVUID2766 1

Q9H7L9 SUDS3 S 45 0,160376 4 ___3 1 3,09E-20 129,61 126,07 129,61 -0,33916 479970000 Sin3 histone deacetylase corepressor complex component SDS3LESAEDDERSCRGRESDEDTEDASETDLAKHUID21840 2;3

Q86X27 RALGPS2 S 293 0,160357 3 ___1 0,785344 3,37E-08 65,248 65,248 55,662 -0,46919 66103000 Ras-specific guanine nucleotide-releasing factor RalGPS2YKLSLKIEPGTSTPRSAASREDLVGPEVGASUID3954 1

O75376 NCOR1 S 2184 0,160316 2 ___1 0,941822 0,0001398 73,386 73,386 73,386 0,23424 6140400 Nuclear receptor corepressor 1 SQRGAEPAEQRNDARSPGSISYLPSFFTKLEUID537 1

P49736 MCM2 S 12 0,160275 2 ___1 0,947638 5,89E-162 296,14 296,14 118,47 0,75398 134990000 DNA replication licensing factor MCM2 ____MAESSESFTMASSPAQRRRGNDPLTSSUID1698 1;2

Q96JM3 CHAMP1 S 436 0,159879 2 ___2 1 5,18E-08 89,08 76,278 53,034 -0,47818 858510000 Chromosome alignment-maintaining phosphoprotein 1KPGPPLSPEIRSPAGSPELRKPSGSPDLWKLUID13037 2;3

Q8WW12 PCNP S 119 0,159863 2 ___1 1 1,74E-44 181,85 181,85 181,85 -0,0043125 885910000 PEST proteolytic signal-containing nuclear protein PKTLSVAAAFNEDEDSEPEEMPPEAKMRMKNUID4526 1

Q9H501 ESF1 S 312 0,159827 3 ___3 0,74995 1,44E-09 63,323 62,484 63,323 0,021264 25745000 ESF1 homolog DSGPDLARGKGNIETSSEDEDDTADLFPEESUID21792 3

Q9H501 ESF1 S 313 0,159827 3 ___3 0,74995 1,44E-09 63,323 62,484 63,323 0,021264 25745000 ESF1 homolog SGPDLARGKGNIETSSEDEDDTADLFPEESGUID21793 3

Q9H501 ESF1 T 311 0,159827 3 ___3 0,74995 1,44E-09 63,323 62,484 63,323 0,021264 25745000 ESF1 homolog SDSGPDLARGKGNIETSSEDEDDTADLFPEEUID23995 3

Q9H501 ESF1 T 319 0,159827 3 ___3 0,74995 1,44E-09 63,323 62,484 63,323 0,021264 25745000 ESF1 homolog RGKGNIETSSEDEDDTADLFPEESGFEHAWRUID23996 3

P49585 PCYT1A;PCYT1BS 233 0,15981 2 ___1 1 0,00220828 73,632 49,543 73,632 -0,14927 8294600 Choline-phosphate cytidylyltransferase A;Choline-phosphate cytidylyltransferase BRRNLQRGYTAKELNVSFINEKKYHLQERVDKUID1687 1

P33981 TTK S 455 0,159655 2 ___1 0,988477 1,01E-06 130,27 124,04 130,27 -0,74908 33772000 Dual specificity protein kinase TTK STSKWFDPKSICKTPSSNTLDDYMSCFRTPVUID1346 1

O75717 WDHD1 S 868 0,159538 3 ___1 1 6,53E-36 159,2 159,2 159,2 -0,1015 540430000 WD repeat and HMG-box DNA-binding protein 1 SQPRFRNQVEEDAEDSGEADDEEKPEIHKPGUID594 1

Q14676 MDC1 S 495 0,159505 3 ___2 0,999999 1,15E-24 129,01 129,01 101,88 -0,16274 521260000 Mediator of DNA damage checkpoint protein 1 LVRAHSEKDQPPFGDSDDSVEADKSSPGIHLUID10815 2;3

Q14676 MDC1 S 498 0,159505 3 ___2 0,999966 1,15E-24 129,01 129,01 101,88 -0,16274 521260000 Mediator of DNA damage checkpoint protein 1 AHSEKDQPPFGDSDDSVEADKSSPGIHLERSUID10816 2;3

P27816 MAP4 T 354 0,159437 3 ___1 0,608754 1,26E-05 111,57 111,57 111,57 0,008406 177070000 Microtubule-associated protein 4 ETEVAPAKDVTLLKETERASPIKMDLAPSKDUID7089 1

Q6ZSZ5 ARHGEF18 S 921 0,159138 2 ___1 0,999667 3,33E-10 141,55 141,55 141,55 -0,23615 96239000 Rho guanine nucleotide exchange factor 18 PPRRAETFAGYDCTNSPTKNGSFKKKVSSTDUID3622 1

O43823 AKAP8 S 339 0,159033 2 ___3 1 6,06E-33 148,15 142,65 148,15 -0,26836 237220000 A-kinase anchor protein 8 EGDFSENDDAAGDFRSGDEEFKGEDELCDSGUID16553 1;2;3

O43823 AKAP8 S 323 0,159033 3 ___3 1 6,06E-33 159,04 159,04 41,348 0,060904 176880000 A-kinase anchor protein 8 FQLYEEPDTKLARVDSEGDFSENDDAAGDFRUID16554 2;3

O43823 AKAP8 S 328 0,159033 3 ___3 1 6,06E-33 159,04 159,04 41,348 0,060904 226330000 A-kinase anchor protein 8 EPDTKLARVDSEGDFSENDDAAGDFRSGDEEUID16555 2;3

Q969J3 LOH12CR1 S 75 0,158803 2 ___1 0,827777 0,00010677 104,59 92,21 103,97 -0,27324 24784000 Loss of heterozygosity 12 chromosomal region 1 proteinPTFQPLLKGLLSGQTSPTNAKLEKLDSQQVLUID4746 1

Q96NB3 ZNF830 S 351 0,158579 2 ___1 1 1,69E-09 92,468 91,032 92,468 0,20163 16401000 Zinc finger protein 830 LTIKELQKKEEENADSDDEGELQDLLSQDWRUID4990 1

Q9UQN3 CHMP2B S 199 0,158555 2 ___1 0,999967 0,00015235 113,67 101,46 113,67 -0,093176 122170000 Charged multivesicular body protein 2b AARSLPSASTSKATISDEEIERQLKALGVD_UID6584 1

Q92538 GBF1 S 352 0,158492 3 ___2 0,995133 1,64E-33 128,82 125,42 90,207 0,11928 218080000 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1QEGTHVEKSQSASVESIPEVLEECTSPADHSUID12702 2

Q8TC07 TBC1D15 S 675 0,158466 2 ___1 0,999482 2,55E-06 124,16 115,75 124,16 -0,024574 102420000 TBC1 domain family member 15 SNALPTLSASGARNDSPTQIPVSSDVCRLTPUID4435 1

Q9NVU7 SDAD1 S 585 0,158333 3 ___1 1 3,10E-45 200,26 200,26 200,26 -0,085305 629020000 Protein SDA1 homolog AAPGKSQKRKYIEIDSDEEPRGELLSLRDIEUID5884 1

Q04637 EIF4G1 S 1185 0,158187 2 ___1 1 0,00020514 127,83 93,87 60,973 0,13757 1058300000 Eukaryotic translation initiation factor 4 gamma 1 RGDRLDRARTPATKRSFSKEVEERSRERPSQUID2179 1;2

P06454 PTMA S 2 0,158081 2 ___1 1 4,30E-39 190,27 180,12 190,27 0,15054 1049000000 Prothymosin alpha;Prothymosin alpha, N-terminally processed;Thymosin alpha-1______________MSDAAVDTSSEITTKDLUID841 1

Q8ND56 LSM14A S 192 0,157986 3 ___1 0,970429 1,36E-22 155,73 155,73 155,73 -0,20493 125970000 Protein LSM14 homolog A LSQGRSSPQLDPLRKSPTMEQAVQTASAHLPUID4296 1;2

P25440 BRD2 S 298 0,157949 3 ___2 0,991973 1,34E-12 65,686 65,686 65,686 -0,061195 38672000 Bromodomain-containing protein 2 ADTTTPTPTAILAPGSPASPPGSLEPKAARLUID9325 2

P25440 BRD2 S 301 0,157949 3 ___2 0,960137 1,34E-12 65,686 65,686 65,686 -0,061195 38672000 Bromodomain-containing protein 2 TTPTPTAILAPGSPASPPGSLEPKAARLPPMUID9326 2

Q12802 AKAP13 S 1602 0,157949 3 ___1 0,74911 1,17E-14 78,418 72,988 78,418 -0,12761 15000000 A-kinase anchor protein 13 LGDVVRRPPIHRRSFSLEGLTGGAGVGNKPSUID2276 1

P16401 HIST1H1B S 18 0,157913 2 ___1 1 3,81E-108 258,03 258,03 233,85 0,39269 1,146E+10 Histone H1.5 ETAPAETATPAPVEKSPAKKKATKKAAGAGAUID1021 1;2

Q9NYF8 BCLAF1 S 268 0,157838 3 ___1 0,999984 1,97E-31 186,96 186,96 186,96 0,39361 706050000 Bcl-2-associated transcription factor 1 SAKNTPSQHSHSIQHSPERSGSGSVGNGSSRUID5963 1;2;3

Q96T37 RBM15 S 670 0,157652 3 ___2 0,999999 2,42E-10 143,28 130,18 81,665 -0,20892 1520800000 Putative RNA-binding protein 15 RSPESDRPRKRHCAPSPDRSPELSSSRDRYNUID13194 1;2

Q96T37 RBM15 S 674 0,157652 2 ___2 0,995759 2,42E-10 143,28 130,18 143,28 -0,44691 1492200000 Putative RNA-binding protein 15 SDRPRKRHCAPSPDRSPELSSSRDRYNSDNDUID13195 2

P19338 NCL S 145 0,15747 3 ___2 1 2,66E-30 114,07 114,07 61,483 -0,6016 2169400000 Nucleolin PAKGAKNGKNAKKEDSDEEEDDDSEEDEEDDUID9208 1;2

P19338 NCL S 153 0,15747 3 ___2 1 2,93E-33 127,08 127,08 61,483 -0,6016 2324800000 Nucleolin KNAKKEDSDEEEDDDSEEDEEDDEDEDEDEDUID9209 1;2

Q6P2E9 EDC4 S 879 0,157238 3 ___1 0,975535 5,75E-45 159,56 149,5 107,24 -0,55925 426800000 Enhancer of mRNA-decapping protein 4 HLLQQRDSQDASAEQSDHDDEVASLASASGGUID3512 1

O43815 STRN S 245 0,157225 3 ___1 1 9,94E-30 152,62 152,62 152,62 -0,037253 194730000 Striatin VLDNFKFLESAAADFSDEDEDDDVDGREKSVUID355 1

Q8NFC6 BOD1L1 S 2501 0,157224 3 ___1 1 4,87E-05 91,858 70,099 47,545 -0,61573 27066000 Biorientation of chromosomes in cell division protein 1-like 1TASYSAGRGLEGNANSPAHLRGPEQTSGQTAUID4347 1

Q8IYB3 SRRM1 T 572 0,157173 3 ___2 1 0,021817 58,172 35,851 58,172 0,15618 50687000 Serine/arginine repetitive matrix protein 1 RRRSPSPAPPPRRRRTPTPPPRRRTPSPPPRUID15708 2

Q8IYB3 SRRM1 T 574 0,157173 3 ___2 1 0,021817 58,172 35,851 58,172 0,15618 50687000 Serine/arginine repetitive matrix protein 1 RSPSPAPPPRRRRTPTPPPRRRTPSPPPRRRUID15709 2

O75909 CCNK S 340 0,157089 3 ___1 1 1,45E-05 104,24 87,128 104,24 -0,29958 33894000 Cyclin-K PQPSSPRQVKRAVVVSPKEENKAAEPPPPKIUID601 1

Q1KMD3 HNRNPUL2 S 228 0,157053 3 ___1 0,797759 4,46E-38 142,22 142,22 79,422 0,1852 625020000 Heterogeneous nuclear ribonucleoprotein U-like protein 2AYYEFREEAYHSRSKSPLPPEEEAKDEEEDQUID3022 1

Q6P1J9 CDC73 S 212 0,157049 2 ___1 1 0,0003061 84,718 76,185 83,617 0,43879 6188700 Parafibromin IKTDLDDDITALKQRSFVDAEVDVTRDIVSRUID3508 1

Q14738 PPP2R5D S 88 0,156852 2 ___2 0,998368 0,0009408 71,558 59,922 71,558 0,62251 66746000 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoformKYSGGPQIVKKERRQSSSRFNLSKNRELQKLUID10878 2

Q6KC79 NIPBL S 2658 0,156759 2 ___1 0,999998 8,63E-18 164,64 141,96 162,48 -0,035792 114960000 Nipped-B-like protein TNARNKAITSLLGGGSPKNNTAAETEDDESDUID3471 1

O94913 PCF11 S 489 0,156559 3 ___2 0,94433 3,72E-06 112,68 87,829 78,244 0,11995 876370000 Pre-mRNA cleavage complex 2 protein Pcf11 SSTRKRSRSRSPKSRSPIIHSPKRRDRRSPKUID8753 1;2

O95251 KAT7 S 99 0,156466 2 ___2 0,647093 8,70E-22 166,03 139,9 90,146 -0,13041 17891000 Histone acetyltransferase KAT7 PTPVTPKKYPLRQTRSSGSETEQVVDFSDREUID8802 2

O95251 KAT7 S 100 0,156466 2 ___2 0,647093 8,70E-22 166,03 139,9 90,146 -0,13041 17891000 Histone acetyltransferase KAT7 TPVTPKKYPLRQTRSSGSETEQVVDFSDRETUID8803 2

O95251 KAT7 S 102 0,156466 2 ___2 0,647093 1,44E-05 90,146 66,295 90,146 -0,13041 17891000 Histone acetyltransferase KAT7 VTPKKYPLRQTRSSGSETEQVVDFSDRETKNUID8804 2

Q9H7L9 SUDS3 S 237 0,156367 2 ___2 0,965319 9,52E-30 168,99 168,99 168,99 0,4451 1486300000 Sin3 histone deacetylase corepressor complex component SDS3TLNKLKSPKRPASPSSPEHLPATPAESPAQRUID13747 2

O95453 PARN S 619 0,156225 2 ___2 0,999983 0,00050333 94,791 51,519 62,908 0,29981 121050000 Poly(A)-specific ribonuclease PARN GRKKAKKLKRMKKELSPAGSISKNSPATLFEUID8819 1;2

O95453 PARN S 623 0,156225 2 ___2 0,95365 0,00265662 62,908 51,497 62,908 0,29981 27153000 Poly(A)-specific ribonuclease PARN AKKLKRMKKELSPAGSISKNSPATLFEVPDTUID8820 2

O00161 SNAP23 S 110 0,156178 2 ___1 0,999961 1,92E-05 106,67 106,67 106,67 0,13408 93157000 Synaptosomal-associated protein 23 SGKAYKTTWGDGGENSPCNVVSKQPGPVTNGUID67 1

P07910 HNRNPC S 253 0,15617 4 ___1 1 6,38E-34 125,9 123,01 125,9 -0,39605 154660000 Heterogeneous nuclear ribonucleoproteins C1/C2 SSSSVKKDETNVKMESEGGADDSAEEGDLLDUID865 1;2

Q92619 HMHA1 S 25 0,156152 2 ___2 0,999963 0,00092999 58,83 28,696 58,83 0,37972 29967000 Minor histocompatibility protein HA-1;Minor histocompatibility antigen HA-1MKTPSISKKNRAGSPSPQPSGELPRKDGADAUID12767 2

Q92619 HMHA1 S 23 0,156152 2 ___2 0,999955 1,60E-21 172,57 113,35 58,83 0,37972 386090000 Minor histocompatibility protein HA-1;Minor histocompatibility antigen HA-1ELMKTPSISKKNRAGSPSPQPSGELPRKDGAUID12766 1;2

Q4AC94 C2CD3 S 728 0,156138 3 ___1 0,791203 0,00026608 40,81 40,81 40,81 -0,36322 5378000 C2 domain-containing protein 3 KLSGNTHYTPLCAPTSPNKALPELNQDMTCTUID3092 1

Q9H1E3 NUCKS1 S 181 0,156115 2 ___1 0,999999 3,56E-13 173,28 154,61 85,885 0,050695 6750200000 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1EKKMPKPRLKATVTPSPVKGKGKVGRPTASKUID5506 1;2

Q8IWT6 LRRC8A S 199 0,156008 3 ___2 0,523142 0,00024561 40,369 31,186 40,369 0,29316 3530300 Volume-regulated anion channel subunit LRRC8A KPAFSKMNGSMDKKSSTVSEDVEATVPMLQRUID12158 2

Q8IWT6 LRRC8A T 200 0,156008 3 ___2 0,521247 0,00024561 40,369 31,186 40,369 0,29316 3530300 Volume-regulated anion channel subunit LRRC8A PAFSKMNGSMDKKSSTVSEDVEATVPMLQRTUID15694 2

O00273 DFFA S 315 0,15582 2 ___1 1 9,85E-16 152,94 152,94 72,731 0,057095 133290000 DNA fragmentation factor subunit alpha TQSLHSLRSISASKASPPGDLQNPKRARQDPUID80 1

P31749 AKT1 S 124 0,15572 3 ___1 0,755863 2,36E-14 101,17 88,188 55,383 -0,12516 98188000 RAC-alpha serine/threonine-protein kinase GLKKQEEEEMDFRSGSPSDNSGAEEMEVSLAUID1315 1;3

Q9NYL2 ZAK S 593 0,155683 3 ___1 0,839223 2,89E-15 79,898 79,898 79,898 0,05417 10176000 Mitogen-activated protein kinase kinase kinase MLT RMRQIASNTSLQRSQSNPILGSPFFSHFDGQUID5971 1

Q4G0J3 LARP7 S 261 0,155331 2 ___1 0,999943 1,15E-101 251,75 251,75 237,31 0,21301 1154700000 La-related protein 7 TSISKMKRSRPTSEGSDIESTEPQKQCSKKKUID3101 1;2

Q16637 SMN1 S 28 0,155262 2 ___1 0,985953 3,65E-35 188,26 188,26 167,59 -0,28576 674040000 Survival motor neuron protein PEQEDSVLFRRGTGQSDDSDIWDDTALIKAYUID3007 1;2

Q14153 FAM53B S 167 0,155218 2 ___1 0,997518 0,00031545 125,66 55,741 125,66 -0,16279 66144000 Protein FAM53B VQRYSNGFSTMQRSSSFSLPSRANVLSSPCDUID2651 1



Q9H0G5 NSRP1 S 33 0,154926 4 ___1 0,972228 2,48E-22 111,75 104,94 111,75 -0,12284 62618000 Nuclear speckle splicing regulatory protein 1 QLHPVLQKPSVFGNDSDDDDETSVSESLQREUID5480 1

Q92614 MYO18A S 1067 0,154713 3 ___2 0,836314 6,78E-09 55,033 55,033 52,586 0,1164 22511000 Unconventional myosin-XVIIIa EGWAGEPRSASSRRVSSSSELDLPSGDHCEAUID12757 1;2

Q8WUM9 SLC20A1 S 265 0,154679 2 ___2 0,999811 5,98E-05 109,48 109,48 109,48 -0,14667 61810000 Sodium-dependent phosphate transporter 1 VCPRMKRKIEREIKCSPSESPLMEKKNSLKEUID12605 2

Q8WUM9 SLC20A1 S 269 0,154679 3 ___2 0,976736 5,98E-05 109,48 109,48 42,633 -0,51096 61810000 Sodium-dependent phosphate transporter 1 MKRKIEREIKCSPSESPLMEKKNSLKEDHEEUID12606 2

P04920 SLC4A2 S 132 0,154593 4 ___1 1 1,14E-21 105,71 100,43 105,71 0,70044 60295000 Anion exchange protein 2 ETPTIEEGEEDEDEASEAEGARALTQPSPVSUID813 1

Q5T1M5 FKBP15 S 1164 0,154366 2 ___1 0,999687 5,96E-14 149,57 136,19 116,98 -0,063455 282170000 FK506-binding protein 15 GAALRPSHHSQRSSLSGDEEDELFKGATLKAUID3224 1;2

P49792 RANBP2;RGPD4;RGPD3;RGPD1;RGPD2;RGPD5;RGPD8S 2454 0,154359 2 ___2 1 0,00015876 112,94 97,556 89,43 -0,023717 166720000 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4;RanBP2-like and GRIP domain-containing protein 3;RANBP2-like and GRIP domain-containing protein 1;RANBP2-like and GRIP domain-containing protein 2;RANBP2-like and GRIP domain-containing protein 5/6;RANBP2-like and GRIP domain-containing protein 8AKTAQEKDSLITPHVSRSSTPRESPCGKIAVUID9833 1;2

P49792 RANBP2;RGPD4;RGPD3;RGPD1;RGPD2;RGPD5;RGPD8T 2450 0,154359 2 ___2 0,999778 0,00031892 89,43 53,778 89,43 -0,023717 141410000 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4;RanBP2-like and GRIP domain-containing protein 3;RANBP2-like and GRIP domain-containing protein 1;RANBP2-like and GRIP domain-containing protein 2;RANBP2-like and GRIP domain-containing protein 5/6;RANBP2-like and GRIP domain-containing protein 8IFDEAKTAQEKDSLITPHVSRSSTPRESPCGUID15276 2

Q5T200 ZC3H13 S 207 0,154254 3 ___1 0,998671 1,11E-05 111,53 89,478 58,817 -0,43458 3760700000 Zinc finger CCCH domain-containing protein 13 IIKKEVSPEVVRSKLSPSPSLRKSSKSPKRKUID3245 1;2

Q15036 SNX17 S 440 0,154105 2 ___2 0,992744 0,00051789 77,42 77,42 77,42 -0,091612 28381000 Sorting nexin-17 TRESMVKLSSKLSAVSLRGIGSPSTDASASDUID10957 2

Q14699 RFTN1 S 183 0,153935 3 ___2 0,759465 2,61E-05 45,47 45,47 45,47 -0,00039215 9399100 Raftlin SVNSAGSSAPVSTANSTEDARDAKNARGDHAUID10872 2

Q9BXY0 MAK16 S 197 0,153926 3 ___2 0,86925 3,34E-22 117,03 114,9 72,474 0,55662 301430000 Protein MAK16 homolog PIHAFDKALEQQEAESDSSDTEEKDDDDDDEUID13462 2;3

Q9BXY0 MAK16 S 199 0,153926 3 ___2 0,86925 8,16E-29 135,75 133,66 72,474 0,55662 301430000 Protein MAK16 homolog HAFDKALEQQEAESDSSDTEEKDDDDDDEEDUID13463 2;3

Q9NTZ6 RBM12 S 424 0,153809 3 ___1 1 1,01E-05 102,66 102,66 100,97 -0,13777 754680000 RNA-binding protein 12 PRSKSPSGQKRSRSRSPHEAGFCVYLKGLPFUID5860 1;2;3

P16401 HIST1H1B T 9 0,153805 2 ___2 0,688964 3,50E-13 138,82 138,82 138,82 0,15891 57406000 Histone H1.5 _______MSETAPAETATPAPVEKSPAKKKAUID15140 2

O95628 CNOT4 S 430 0,153676 3 ___1 0,523922 1,17E-10 66,479 66,479 66,479 -0,2843 16447000 CCR4-NOT transcription complex subunit 4 LADLIEKELSVQDQPSLSPTSLQNSSSHTTTUID737 1

Q7L591 DOK3 S 330 0,153655 2 ___1 0,999104 3,86E-21 168,31 158,3 168,31 0,095209 499820000 Docking protein 3 PELTRPQPCPLPRATSLPSLDTPGELREMPPUID3703 1;2

Q9NPI6 DCP1A S 525 0,153436 2 ___2 0,999775 3,88E-17 161,19 142,61 161,19 0,2032 96714000 mRNA-decapping enzyme 1A TVTRSSDLERKASSPSPLTIGTPESQRKPSIUID13841 2

Q5JSZ5 PRRC2B S 388 0,153417 3 ___1 1 1,13E-21 173,03 173,03 70,783 -0,0030195 61702000 Protein PRRC2B AGLHEEVDYSEKLKFSDDEEEEEVVKDGRPKUID3171 1

Q7L1V2 MON1B S 59 0,153334 3 ___2 0,99974 1,89E-09 70,213 70,213 70,213 -0,69611 17337000 Vacuolar fusion protein MON1 homolog B EGLEETGSKDKDQPPSPSPPPQSEALSSTSRUID11784 2

Q7L1V2 MON1B S 61 0,153334 3 ___2 0,99974 1,89E-09 70,213 70,213 70,213 -0,69611 17337000 Vacuolar fusion protein MON1 homolog B LEETGSKDKDQPPSPSPPPQSEALSSTSRLWUID11785 2

Q9Y2V2 CARHSP1 S 30 0,153221 3 ___2 1 3,99E-18 154,79 145,26 154,79 0,063995 1393600000 Calcium-regulated heat stable protein 1 QASVGLLDTPRSRERSPSPLRGNVVPSPLPTUID14742 2;3

Q9Y2V2 CARHSP1 S 32 0,153221 3 ___2 1 3,99E-18 154,79 145,26 147,26 -0,071496 1393600000 Calcium-regulated heat stable protein 1 SVGLLDTPRSRERSPSPLRGNVVPSPLPTRRUID14743 2;3

Q9H4L5 OSBPL3 S 251 0,153193 3 ___2 0,975859 4,29E-08 117,03 117,03 117,03 0,25963 68517000 Oxysterol-binding protein-related protein 3 MSQLLQSMDVLHRTYSAPAINAIQGGSFESPUID13663 1;2

Q7Z591 AKNA S 1228 0,15306 3 ___1 0,990011 0,00176898 41,871 37,156 41,871 0,2753 8636700 AT-hook-containing transcription factor VTFRGQYTGHEYHVLSPKAVPKGNGTVSCPHUID3799 1

P22059 OSBP S 379 0,153036 3 ___3 0,9155 1,73E-22 143,83 143,83 143,83 -0,12315 682970000 Oxysterol-binding protein 1 EIITMPENLGHKRTGSNISGASSDISLDEQYUID17353 1;2;3

Q7Z6Z7 HUWE1 T 1905 0,153027 2 ___1 0,539336 0,0568346 45,207 36,987 45,207 -0,42283 3432400 E3 ubiquitin-protein ligase HUWE1 NCCIRIALPAPRGSGTASDDEFENLRIKGPNUID7568 1

Q5H9R7 PPP6R3 S 524 0,153027 3 ___1 0,518407 2,98E-10 110,03 110,03 110,03 -0,15708 33277000 Serine/threonine-protein phosphatase 6 regulatory subunit 3KRNTVDLVTTCHIHSSSDDEIDFKETGFSQDUID3155 1

Q96JC9 EAF1 S 158 0,153007 4 ___2 0,68078 1,37E-07 118,52 105,75 47,204 -0,091072 665390000 ELL-associated factor 1 MPFRAPTKPPVGPKTSPLKDNPSPEPQLDDIUID13011 2

Q08945 SSRP1 S 444 0,152964 3 ___1 1 1,23E-118 247,85 236,58 200,09 -0,14294 2672900000 FACT complex subunit SSRP1 GLKEGMNPSYDEYADSDEDQHDAYLERMKEEUID2229 1;2

Q9UQ35 SRRM2 S 1857 0,15295 2 ___1 0,998434 0,00010569 112,84 112,84 112,84 -0,14514 2904300000 Serine/arginine repetitive matrix protein 2 SRTPPTSRKRSRSRTSPAPWKRSRSRASPATUID6543 1;2

P20273 CD22 S 726 0,152887 3 ___1 0,956188 1,40E-08 123,97 123,97 99,441 0,12566 16566000 B-cell receptor CD22 RWKRTQSQQGLQENSSGQSFFVRNKKVRRAPUID1134 1

Q15154 PCM1 S 69 0,152447 2 ___2 0,853488 3,33E-15 155,61 143,23 144,46 0,048762 76465000 Pericentriolar material 1 protein VESDKRVTNDISPESSPGVGRRRTKTPHTFPUID10993 2

Q9H0B6 KLC2 S 582 0,152391 2 ___1 0,99998 0,00048085 118,71 101,35 118,71 0,33612 99221000 Kinesin light chain 2 GTPQEPPNPRMKRASSLNFLNKSVEEPTQPGUID5462 1

Q6KC79 NIPBL S 280 0,152373 2 ___1 0,992265 2,61E-05 75,574 62,147 74,89 -0,12595 11678000 Nipped-B-like protein RNAASFPLRSPQPVCSPAGSEGTPKGSRPPLUID3477 1

O00567 NOP56 S 569 0,152358 2 ___2 1 3,83E-07 110,35 110,35 52,612 -0,24949 1156000000 Nucleolar protein 56 SGSKKKRKFSKEEPVSSGPEEAVGKSSSKKKUID8198 1;2;3

O00567 NOP56 S 570 0,152358 2 ___2 1 1,08E-09 143,25 131,76 52,612 -0,24949 1696800000 Nucleolar protein 56 GSKKKRKFSKEEPVSSGPEEAVGKSSSKKKKUID8199 1;2;3

Q9UKT9 IKZF3 S 363 0,151989 2 ___1 1 0,0391354 54,982 7,3789 54,982 -0,13881 6417700 Zinc finger protein Aiolos RAEMSNGAPQELEKKSIHLPEKSVPSERGLSUID6275 1

P52948 NUP98 S 1028 0,151989 2 ___2 1 8,23E-11 126,83 103,74 100,38 0,031006 40880000 Nuclear pore complex protein Nup98-Nup96;Nuclear pore complex protein Nup98;Nuclear pore complex protein Nup96FSRLPSKADTSQEICSPRLPISASHSSKTRSUID9959 1;2

P52948 NUP98 S 1023 0,151989 2 ___2 0,539101 0,00346294 78,934 72,03 41,621 -0,27426 34966000 Nuclear pore complex protein Nup98-Nup96;Nuclear pore complex protein Nup98;Nuclear pore complex protein Nup96ALDQRFSRLPSKADTSQEICSPRLPISASHSUID9958 1;2

Q92769 HDAC2 S 394 0,151817 4 ___1 1 6,49E-29 103,85 103,85 58,49 -0,12469 907360000 Histone deacetylase 2 GVQMQAIPEDAVHEDSGDEDGEDPDKRISIRUID4694 1

Q8WWM7 ATXN2L S 449 0,151797 2 ___1 0,999983 0,00671382 61,65 61,65 61,593 0,15875 73485000 Ataxin-2-like protein SVPPPPAVGRMYPPRSPKSAAPAPISASCPEUID4541 1

Q6IBW4 NCAPH2 S 284 0,151747 2 ___1 1 1,19E-09 152,07 138,49 145,55 -0,99818 337900000 Condensin-2 complex subunit H2 EASAPKAALEPKESRSPQQSAALPRRYMLREUID3446 1

Q7Z4V5 HDGFRP2 S 664 0,151664 2 ___1 0,999362 4,49E-05 96,591 78,455 96,591 -0,09304 195730000 Hepatoma-derived growth factor-related protein 2 RPGSDRQERERARGDSEALDEES________UID3783 1

Q92619 HMHA1 S 569 0,151616 3 ___1 0,966108 7,54E-07 52,237 52,237 50,229 -0,19647 32023000 Minor histocompatibility protein HA-1;Minor histocompatibility antigen HA-1DVHYDFEPHVSANAWSPVMRARKSSFNVSDVUID4671 1

Q86XR8 CEP57 S 55 0,151339 2 ___1 0,535613 0,00017384 61,097 61,097 61,097 0,68422 8589800 Centrosomal protein of 57 kDa PSDKPFLNSDLRRSPSKPTLAYPESNSRAIFUID3973 1

Q15003 NCAPH S 201 0,151334 3 ___1 0,954914 1,59E-11 78,311 70,319 71,881 -0,13584 31409000 Condensin complex subunit 2 DAPSLEEVEGHVADGSATEMGTTKKAVKPKKUID2831 1

Q04637 EIF4G1 S 1187 0,15132 2 ___2 1 7,54E-07 131,43 103,57 60,973 0,13757 1059700000 Eukaryotic translation initiation factor 4 gamma 1 DRLDRARTPATKRSFSKEVEERSRERPSQPEUID10277 1;2

Q86XR8 CEP57 S 53 0,151209 2 ___1 0,8672 7,52E-05 70,529 70,529 70,529 0,50906 7254100 Centrosomal protein of 57 kDa VYPSDKPFLNSDLRRSPSKPTLAYPESNSRAUID3972 1

Q92614 MYO18A S 1067 0,151209 3 ___1 0,836314 6,78E-09 55,033 55,033 52,586 0,1164 22511000 Unconventional myosin-XVIIIa EGWAGEPRSASSRRVSSSSELDLPSGDHCEAUID4660 1;2

Q9BTU6 PI4K2A S 47 0,151188 2 ___2 0,94201 3,56E-09 126,25 116,36 109,87 0,17815 418940000 Phosphatidylinositol 4-kinase type 2-alpha PGGAVRVAAAAGSGPSPPGSPGHDRERQPLLUID13376 1;2

P07199 CENPB S 156 0,151115 3 ___1 0,888946 1,19E-07 63,095 56,934 42,057 0,020433 9770200 Major centromere autoantigen B ARARNAAPRTPAAPASPAAVPSEGSGGSTTGUID855 1

Q00526 CDK3;CDK2 T 160 0,151082 2 ___1 0,980288 0,00104218 75,479 68,35 75,479 0,16803 10910000 Cyclin-dependent kinase 3;Cyclin-dependent kinase 2DFGLARAFGVPLRTYTHEVVTLWYRAPEILLUID7081 1

P49792 RANBP2 T 779 0,151006 2 ___2 0,899524 7,53E-43 202,96 202,96 144,97 -0,17708 67517000 E3 SUMO-protein ligase RanBP2 KNGSLRNADSEIKHSTPSPTRYSLSPSKSYKUID15279 2

Q9P2D1 CHD7 S 2559 0,150832 2 ___1 0,999999 5,33E-05 81,647 81,647 81,647 0,037229 22481000 Chromodomain-helicase-DNA-binding protein 7 AFEEDIETPPTRNIPSPGQLDPDTRIPVINLUID6073 1

P48634 PRRC2A S 342 0,150714 3 ___2 1 2,99E-29 163,39 144,83 163,39 -0,094948 552800000 Protein PRRC2A AGAHEEVDYTEKLKFSDEEDGRDSDEEGAEGUID9753 2

P48634 PRRC2A S 350 0,150714 3 ___2 1 2,99E-29 163,39 144,83 163,39 -0,094948 552800000 Protein PRRC2A YTEKLKFSDEEDGRDSDEEGAEGHRDSQSASUID9754 2

Q9Y485 DMXL1 S 574 0,15069 2 ___1 0,638773 0,00654934 44,511 44,511 44,511 0,82252 3702400 DmX-like protein 1 IQQGKQKPSGLTRSTSMLISSGHNKSSNSLKUID6715 1

O75940 SMNDC1 S 201 0,150504 2 ___1 0,956984 0,00058067 73,927 63,317 73,927 0,089657 12300000 Survival of motor neuron-related-splicing factor 30 YSKNKKGQVKRSIFASPESVTGKVGVGTCGIUID604 1

P11171 EPB41 S 188 0,1503 2 ___1 1 5,04E-33 193 193 137,73 -0,31795 548420000 Protein 4.1 GEGLEECSKIEVKEESPQSKAETELKASQKPUID925 1;2

Q96JM3 CHAMP1 S 427 0,150178 4 ___3 1 5,18E-08 76,777 67,613 41,047 -0,19494 831740000 Chromosome alignment-maintaining phosphoprotein 1VPPVSPELRKPGPPLSPEIRSPAGSPELRKPUID21132 1;2;3

Q96JM3 CHAMP1 S 432 0,150178 2 ___3 1 5,18E-08 89,08 76,278 53,034 -0,47818 877930000 Chromosome alignment-maintaining phosphoprotein 1PELRKPGPPLSPEIRSPAGSPELRKPSGSPDUID21133 2;3

Q96JM3 CHAMP1 S 436 0,150178 2 ___3 1 5,18E-08 89,08 76,278 53,034 -0,47818 858510000 Chromosome alignment-maintaining phosphoprotein 1KPGPPLSPEIRSPAGSPELRKPSGSPDLWKLUID21134 2;3

Q8IYB3 SRRM1 S 773 0,15014 3 ___2 0,522385 1,07E-10 67,413 67,413 54,703 -0,36745 54703000 Serine/arginine repetitive matrix protein 1 EPAAKKPPAPPSPVQSQSPSTNWSPAVPVKKUID12222 2;3

O75122 CLASP2 S 585 0,149947 2 ___1 0,843478 0,00111688 97,456 75,993 97,456 1,1725 33779000 CLIP-associating protein 2 SGPGYGISQSSRLSSSVSAMRVLNTGSDVEEUID488 1

Q9Y618 NCOR2 S 2054 0,14978 3 ___2 0,991544 8,68E-13 65,624 65,624 65,624 -0,11558 25116000 Nuclear receptor corepressor 2 GYHGSSYSPEGVEPVSPVSSPSLTHDKGLPKUID14903 2

Q15311 RALBP1 T 9 0,14978 2 ___1 0,756007 7,99E-05 69,737 62,285 68,972 -0,071847 9074900 RalA-binding protein 1 _______MTECFLPPTSSPSEHRRVEHGSGLUID7394 1

Q96T58 SPEN S 1380 0,149777 3 ___3 0,999808 1,66E-10 83,236 83,236 49,199 -0,058242 173730000 Msx2-interacting protein LRKRSVRDLEPGEVPSDSDEDGEHKSHSPRAUID21301 2;3

Q96T58 SPEN S 1382 0,149777 3 ___3 0,999595 1,66E-10 83,236 83,236 49,199 -0,058242 173730000 Msx2-interacting protein KRSVRDLEPGEVPSDSDEDGEHKSHSPRASAUID21302 2;3

Q86W92 PPFIBP1 S 540 0,149603 4 ___1 0,973568 6,86E-10 64,722 64,722 64,096 0,18748 20336000 Liprin-beta-1 FGRGFFKIKSNKRTASAPNLAETEKETAEHLUID3938 1

Q9UQ35 SRRM2 S 1179 0,149539 2 ___1 0,99937 9,19E-22 165,49 165,49 165,49 -0,084973 379990000 Serine/arginine repetitive matrix protein 2 SKEKMALPPQEDATASPPRQKDKFSPFPVQDUID6484 1

Q7KZ85 SUPT6H S 1535 0,14952 3 ___2 0,956755 2,06E-06 59,661 59,661 54,167 0,046984 10799000 Transcription elongation factor SPT6 PGITPSSSSRTRTPASINATPANINLADLTRUID11770 2

Q9HC35 EML4 S 144 0,149259 2 ___1 0,999965 1,17E-06 89,466 75,309 89,466 -0,2171 109920000 Echinoderm microtubule-associated protein-like 4 KEESHSNDQSPQIRASPSPQPSSQPLQIHRQUID5712 1;2

P52948 NUP98 S 888 0,149168 2 ___1 1 1,16E-30 177,93 167,82 177,93 -0,58567 102720000 Nuclear pore complex protein Nup98-Nup96;Nuclear pore complex protein Nup98;Nuclear pore complex protein Nup96WVFKVSHFSKYGLQDSDEEEEEHPSKTSTKKUID1867 1

Q9Y5T5 USP16 S 552 0,148927 2 ___1 0,793737 1,81E-101 249,69 249,69 249,69 0,00022718 73244000 Ubiquitin carboxyl-terminal hydrolase 16 MKNINMDNDLEVLTSSPTRNLNGAYLTEGSNUID6790 1

P46100 ATRX S 1527 0,148797 3 ___1 0,985473 2,37E-13 112,54 98,813 112,54 -0,57154 45305000 Transcriptional regulator ATRX REREKLREVIEIEDASPTKCPITTKLVLDEDUID1578 1

Q7Z460 CLASP1 S 598 0,148774 2 ___1 1 2,65E-05 86,8 86,8 85,563 -0,99882 187540000 CLIP-associating protein 1 TVSTKSVSTTGSLQRSRSDIDVNAAASAKSKUID3775 1;2

P48634 PRRC2A S 1219 0,14874 2 ___1 1 0,00078869 76,655 76,655 76,655 -0,074023 4943700 Protein PRRC2A PSKEPLKEKLIPGPLSPVARGGSNGGSNVGMUID1655 1

Q8NE71 ABCF1 T 108 0,148539 2 ___2 1 2,63E-09 131,17 131,17 105,77 0,47624 5292600000 ATP-binding cassette sub-family F member 1 EEKELMERLKKLSVPTSDEEDEVPAPKPRGGUID15728 2;3

Q96T58 SPEN S 736 0,148388 3 ___3 0,999987 2,14E-06 113,65 105,48 78,401 -0,081808 198240000 Msx2-interacting protein PIERSQSPVHLRRPQSPGASPSQAERLPSDSUID21315 2;3

Q96T58 SPEN S 740 0,148388 3 ___3 0,979653 2,14E-06 113,65 105,48 58,11 0,26166 198240000 Msx2-interacting protein SQSPVHLRRPQSPGASPSQAERLPSDSERRLUID21316 2;3

Q96T58 SPEN S 749 0,148388 3 ___3 0,891077 2,14E-06 58,11 58,11 58,11 0,26166 106160000 Msx2-interacting protein PQSPGASPSQAERLPSDSERRLYSRSSDRSGUID21317 3

Q86VZ1 P2RY8 S 324 0,148358 2 ___1 1 0,00012842 136,96 107,29 96,756 0,10026 234290000 P2Y purinoceptor 8 GCRRVPRDTLDTRRESLFSARTTSVRSEAGAUID3928 1;2

Q13459 MYO9B S 1354 0,148258 2 ___1 0,715203 0,00043747 78,324 78,324 78,324 -0,043989 59463000 Unconventional myosin-IXb RATGAALTPTEERRTSFSTSDVSKLLPSLAKUID2507 1

P23443 RPS6KB1 S 447 0,148218 2 ___1 0,979851 0,030876 61,48 22,93 61,48 0,82986 7229900 Ribosomal protein S6 kinase beta-1 IRSPRRFIGSPRTPVSPVKFSPGDFWGRGASUID1183 1

Q7RTP6 MICAL3 S 1134 0,147958 4 ___2 1 2,27E-11 74,874 74,874 74,874 0,01773 71794000 Protein-methionine sulfoxide oxidase MICAL3 LPCPAEGEAELELRVSEDEEKLPASPKHQERUID11811 2

Q7RTP6 MICAL3 S 1143 0,147958 4 ___2 1 2,27E-11 74,874 74,874 74,874 0,01773 71794000 Protein-methionine sulfoxide oxidase MICAL3 ELELRVSEDEEKLPASPKHQERGPSQATSPIUID11812 2

Q92538 GBF1 S 349 0,147958 3 ___2 0,54866 1,28E-21 90,207 90,207 90,207 0,11928 25910000 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1PDLQEGTHVEKSQSASVESIPEVLEECTSPAUID12701 2

Q9H501 ESF1 S 657 0,147924 3 ___2 0,999998 1,59E-11 76,004 76,004 76,004 -0,29876 126870000 ESF1 homolog KKRLKRKQKALAEEASEEELPSDVDLNDPYFUID13691 1;2

Q9H501 ESF1 S 663 0,147924 3 ___2 0,999813 1,59E-11 76,004 76,004 76,004 -0,29876 124140000 ESF1 homolog KQKALAEEASEEELPSDVDLNDPYFAEEVKQUID13692 1;2

Q13547 HDAC1 S 393 0,147888 4 ___1 1 1,24E-30 118,81 118,81 48,716 0,64108 2341900000 Histone deacetylase 1 GVQMQAIPEDAIPEESGDEDEDDPDKRISICUID2564 1

Q92614 MYO18A S 2020 0,147853 4 ___1 0,999765 6,88E-22 152,88 152,88 83,881 -0,071254 650220000 Unconventional myosin-XVIIIa SSSPTSYWKSLAPDRSDDEHDPLDNTSRPRYUID4662 1

Q16566 CAMK4 S 360 0,147788 2 ___1 1 3,95E-23 119,06 107,5 64,374 0,65116 476800000 Calcium/calmodulin-dependent protein kinase type IVSHGSIQESHKASRDPSPIQDGNEDMKAIPEGUID2998 1;2

Q56NI9 ESCO2 S 512 0,147757 2 ___1 0,975608 2,30E-07 79,311 79,311 65,107 0,06598 11931000 N-acetyltransferase ESCO2 IKQAFRVLSEPIGPESPSSTECPRAWQCSDVUID3136 1

Q9NQS7 INCENP T 832 0,147697 3 ___3 0,600177 2,80E-05 48,229 47,151 48,229 -0,44159 25467000 Inner centromere protein INPDNYGMDLNSDDSTDDEAHPRKPIPTWARUID24024 3

Q13428 TCOF1 S 1111 0,147573 2 ___1 0,718642 1,10E-07 59,539 59,539 49,106 0,36517 46915000 Treacle protein PSSGVDSAVGTLPATSPQSTSVQAKGTNKLRUID2487 1

O60341 KDM1A S 126 0,147437 3 ___2 0,98905 1,55E-07 110,03 110,03 110,03 -0,18994 52640000 Lysine-specific histone demethylase 1A SRRKRAKVEYREMDESLANLSEDEYYSEEERUID8499 2

Q6PKG0 LARP1 S 823 0,147437 3 ___1 0,526719 0,00016553 45,094 36,385 45,094 -0,019404 7507400 La-related protein 1 RTLDAKMPRKRKTRHSSNPPLESHVGWVMDSUID3554 1

Q8NEM2 SHCBP1 S 42 0,14727 2 ___1 0,991989 1,22E-05 82,55 76,317 62,377 0,025017 20456000 SHC SH2 domain-binding protein 1 QELASLEKGLFQDEDSCSDCSYRDKPGSSLQUID4327 1

Q15052 ARHGEF6 S 684 0,14722 2 ___1 1 8,73E-10 136,57 136,57 136,57 0,10886 263160000 Rho guanine nucleotide exchange factor 6 SANFQQGHGSSTRKDSIPQVLLPEEEKLIIEUID2870 1

Q16666 IFI16 S 153 0,147035 3 ___3 0,999882 1,35E-13 133,95 121,77 112,34 -0,1652 865490000 Gamma-interferon-inducible protein 16 GPKGSKVSEEQTQPPSPAGAGMSTAMGRSPSUID19207 1;3

Q16666 IFI16 S 168 0,147035 3 ___3 0,937996 2,62E-11 73,657 73,657 73,657 -0,35189 55268000 Gamma-interferon-inducible protein 16 SPAGAGMSTAMGRSPSPKTSLSAPPNSSSTEUID19209 2;3

Q13542 EIF4EBP2 T 46 0,147022 3 ___2 0,736625 9,72E-19 86,859 86,859 81,941 -0,08123 469300000 Eukaryotic translation initiation factor 4E-binding protein 2PHDYCTTPGGTLFSTTPGGTRIIYDRKFLLDUID15436 2

Q9BQE9 BCL7B S 122 0,146843 3 ___2 0,923187 2,66E-11 76,259 72,99 76,259 -0,43037 71509000 B-cell CLL/lymphoma 7 protein family member B SSTNSSPSPQQSESLSPAHTSDFRTDDSQPPUID13310 1;2

Q14839 CHD4 S 319 0,146797 3 ___3 0,999373 1,48E-20 84,073 82,094 73,817 0,36028 68611000 Chromodomain-helicase-DNA-binding protein 4 KRKRSSSEDDDLDVESDFDDASINSYSVSDGUID18986 2;3;4

Q9H4L7 SMARCAD1 S 211 0,146786 3 ___2 0,930244 2,08E-29 163,31 163,31 163,31 0,29138 262190000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1LMFGDAGGGPRKRKLSSSSEPYEEDEFNDDQUID13675 2;3

Q6KC79 NIPBL S 274 0,146655 3 ___1 0,934774 1,73E-05 47,392 43,588 47,392 -0,5686 3007400 Nipped-B-like protein GDSSTMRNAASFPLRSPQPVCSPAGSEGTPKUID3476 1

Q07866 KLC1 S 521 0,146489 2 ___2 1 1,32E-05 112,02 77,769 62,891 0,063798 330340000 Kinesin light chain 1 VAEVLNDPENMEKRRSRESLNVDVVKYESGPUID10310 1;2

Q07866 KLC1 S 524 0,146489 2 ___2 1 2,23E-05 95,264 81,911 62,891 0,063798 72124000 Kinesin light chain 1 VLNDPENMEKRRSRESLNVDVVKYESGPDGGUID10311 1;2

P51991 HNRNPA3 S 358 0,146394 2 ___2 0,99953 1,70E-111 250,94 250,94 250,94 -0,082034 1107900000 Heterogeneous nuclear ribonucleoprotein A3 YGPMKGGSFGGRSSGSPYGGGYGSGGGSGGYUID9932 1;2

Q12912 LRMP S 140 0,146394 3 ___2 0,797656 3,31E-15 109,71 109,71 109,71 0,10718 102900000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinEDTRSASPTIEAQGTSPAHDNIAFQDSTSKDUID10457 2

P51991 HNRNPA3 S 355 0,146394 2 ___2 0,619038 9,78E-10 103,85 103,85 57,328 0,078385 3438400 Heterogeneous nuclear ribonucleoprotein A3 QSNYGPMKGGSFGGRSSGSPYGGGYGSGGGSUID9930 2

P51991 HNRNPA3 S 356 0,146394 2 ___2 0,619038 9,78E-10 103,85 103,85 57,328 0,078385 3438400 Heterogeneous nuclear ribonucleoprotein A3 SNYGPMKGGSFGGRSSGSPYGGGYGSGGGSGUID9931 2

Q12979 ABR S 72 0,146304 2 ___1 0,756044 6,72E-07 58,904 51,702 45,88 0,26637 20188000 Active breakpoint cluster region-related protein SPQLSARSQGGGDGVSPTPPEGLAPGVEAGKUID2370 1

Q9NQC3 RTN4 S 7 0,146134 3 ___2 0,999093 2,09E-07 61,89 61,112 61,89 0,30986 10112000 Reticulon-4 _________MEDLDQSPLVSSSDSPPRPQPAUID13849 2

Q9NQC3 RTN4 S 15 0,146134 3 ___2 0,982625 7,95E-28 157,11 157,11 60,348 -0,17949 446980000 Reticulon-4 _MEDLDQSPLVSSSDSPPRPQPAFKYQFVREUID13851 1;2

Q9UKV3 ACIN1 S 478 0,146003 3 ___1 0,988556 1,38E-10 69,356 69,356 69,356 -0,39066 10387000 Apoptotic chromatin condensation inducer in the nucleusELLVSQHTVQLVGGLSPLSSPSDTKAESPAEUID6281 1

P19484 TFEB S 114 0,146002 3 ___2 1 3,14E-10 89,145 89,145 89,145 0,34773 139550000 Transcription factor EB TYGNKFAAHISPAQGSPKPPPAASPGVRAGHUID9214 2;3

P19484 TFEB S 122 0,146002 3 ___2 1 3,14E-10 89,145 89,145 89,145 0,34773 139550000 Transcription factor EB HISPAQGSPKPPPAASPGVRAGHVLSSSAGNUID9215 2;3

Q13595 TRA2A T 202 0,145873 2 ___2 0,998729 8,20E-06 65,495 65,495 45,077 0,30926 58607000 Transformer-2 protein homolog alpha GRRIRVDYSITKRAHTPTPGIYMGRPTHSGGUID15437 1;2

Q13595 TRA2A T 213 0,145873 4 ___2 0,513789 8,20E-06 40,163 37,586 40,163 0,063445 6593800 Transformer-2 protein homolog alpha KRAHTPTPGIYMGRPTHSGGGGGGGGGGGGGUID15438 2

Q6PKG0 LARP1 S 847 0,145867 3 ___2 0,666097 1,63E-15 88,842 83,062 88,842 0,077362 59391000 La-related protein 1 VGWVMDSREHRPRTASISSSPSEGTPTVGSYUID11658 1;2

Q06210 GFPT1 S 261 0,145839 2 ___1 0,97043 1,41E-49 203,87 178,48 188,48 -0,019679 806900000 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1RGKDKKGSCNLSRVDSTTCLFPVEEKAVEYYUID2201 1

P55196 MLLT4 S 1779 0,145779 2 ___1 0,996183 5,07E-07 91,414 91,414 91,414 -0,73251 29661000 Afadin CRDAKEKRSKSQDADSPGSSGAPENLTFKERUID1905 1

P55201 BRPF1 S 460 0,145749 4 ___2 1 1,97E-17 101,78 101,78 101,78 -0,055172 200760000 Peregrin DIHTPPGSARRLPALSHSEGEEDEDEEEDEGUID10010 2

P55201 BRPF1 S 462 0,145749 4 ___2 1 1,97E-17 101,78 101,78 101,78 -0,055172 200760000 Peregrin HTPPGSARRLPALSHSEGEEDEDEEEDEGKGUID10011 2

Q8NEY8 PPHLN1 S 133 0,14568 2 ___1 1 3,21E-18 167,32 167,32 156,08 0,13578 804860000 Periphilin-1 RERSPYKRDNTFFRESPVGRKDSPHSRSGSSUID4330 1

P17096 HMGA1 S 102 0,145648 2 ___2 1 1,08E-125 264,38 249,96 60,364 0,22692 9943900000 High mobility group protein HMG-I/HMG-Y PKKLEKEEEEGISQESSEEEQ__________UID9138 1;2;3

P17096 HMGA1 S 103 0,145648 2 ___2 1 2,85E-89 244,18 244,18 60,364 0,22692 9532900000 High mobility group protein HMG-I/HMG-Y KKLEKEEEEGISQESSEEEQ___________UID9139 1;2;3

Q9NSY1 BMP2K S 949 0,145612 2 ___1 0,5 2,34E-10 111,57 107,02 111,57 -0,097999 18036000 BMP-2-inducible protein kinase STPFQPFLTSTSKSESNEDLFGLVPFDEITGUID5840 1

Q9H5H4 ZNF768 S 125 0,145242 2 ___1 0,99992 4,72E-05 94,191 87,879 93,623 0,69632 39866000 Zinc finger protein 768 QSPEFESQSPRYEPQSPGYEPRSPGYEPRSPUID5603 1

Q9UQ35 SRRM2 S 395 0,145221 3 ___1 0,857328 1,40E-12 66,58 66,58 48,867 0,26021 31523000 Serine/arginine repetitive matrix protein 2 PLATTPLSQEPVNPPSEASPTRDRSPPKSPEUID6476 1;3

Q9Y6X9 MORC2 S 773 0,145221 3 ___2 0,763074 0,00120178 46,663 38,184 46,663 -0,26625 25917000 MORC family CW-type zinc finger protein 2 RCKRGRFVVKEEKKDSNELSDSAGEEDSADLUID14953 2

Q9BSI4 TINF2 S 295 0,145152 2 ___1 0,998203 9,10E-05 101,36 101,36 101,36 -0,23907 9640300 TERF1-interacting nuclear factor 2 KERPTVMLFPFRNLGSPTQVISKPESKEEHAUID5255 1

Q13769 THOC5 S 314 0,144868 4 ___2 0,999968 5,53E-20 115,72 103 93,6 0,033415 619430000 THO complex subunit 5 homolog ALFKPPEDSQDDESDSDAEEEQTTKRRRPTLUID10692 2;3

Q13769 THOC5 S 312 0,144868 4 ___2 0,999965 5,53E-20 115,72 103 93,6 0,033415 619430000 THO complex subunit 5 homolog AKALFKPPEDSQDDESDSDAEEEQTTKRRRPUID10691 2;3

Q9BYV9 BACH2 S 510 0,14483 2 ___1 0,999992 0,0391354 54,982 29,363 54,982 -0,67578 13719000 Transcription regulator protein BACH2 RPNTSCPVPIKVCPRSPPLETRTRTSSSCSSUID5377 1

Q9H6S0 YTHDC2 S 1279 0,144641 2 ___2 0,969474 0,00031799 59,607 49,376 58,831 -0,26459 60253000 Probable ATP-dependent RNA helicase YTHDC2 PCASPSPPSSGKGSKSPSPRPNMPVRYFIMKUID13722 2

O75607 NPM3 S 151 0,144287 4 ___3 0,99994 1,25E-21 90,207 90,207 90,207 -0,033554 248050000 Nucleoplasmin-3 RHQIVTMSNDVSEEESEEEEEDSDEEEVELCUID16777 2;3

O75607 NPM3 S 158 0,144287 4 ___3 0,99994 1,25E-21 90,207 90,207 90,207 -0,033554 248050000 Nucleoplasmin-3 SNDVSEEESEEEEEDSDEEEVELCPILPAKKUID16778 2;3

O75607 NPM3 S 147 0,144287 4 ___3 0,998407 1,25E-21 90,207 90,207 90,207 -0,033554 199290000 Nucleoplasmin-3 RITGRHQIVTMSNDVSEEESEEEEEDSDEEEUID16776 2;3

Q9NYV4 CDK12 S 341 0,144279 2 ___3 0,999991 0,00154814 67,118 67,118 67,118 0,27061 98221000 Cyclin-dependent kinase 12 PYGRRRSSSPFLSKRSLSRSPLPSRKSMKSRUID22188 3

Q9NYV4 CDK12 S 343 0,144279 2 ___3 0,999966 0,00154814 67,118 67,118 67,118 0,27061 98221000 Cyclin-dependent kinase 12 GRRRSSSPFLSKRSLSRSPLPSRKSMKSRSRUID22189 3

Q9NYV4 CDK12 S 345 0,144279 2 ___3 0,999501 0,00154814 67,118 67,118 67,118 0,27061 98221000 Cyclin-dependent kinase 12 RRSSSPFLSKRSLSRSPLPSRKSMKSRSRSPUID22190 3

Q9UQ35 SRRM2 S 1326 0,1441 3 ___2 0,994292 3,56E-13 146,25 146,25 144,22 -0,99079 121070000 Serine/arginine repetitive matrix protein 2 SPEHKELSNSPLRENSFGSPLEFRNSGPLGTUID14549 2;3

Q86U06 RBM23 S 140 0,144046 3 ___2 0,92076 0,00825861 47,559 39,027 44,616 -0,084244 20500000 Probable RNA-binding protein 23 HYRSPPLATGYRYGHSKSPHFREKSPVREPVUID11975 2

Q92619 HMHA1 S 619 0,144046 2 ___1 0,696741 2,43E-06 55,127 55,127 55,127 0,37664 5954800 Minor histocompatibility protein HA-1;Minor histocompatibility antigen HA-1PAKDHRAGRGHQVHKSWPLSISDSDSGLDPGUID4676 1

Q96T23 RSF1 T 628 0,144046 3 ___2 0,573905 8,33E-17 92,198 92,198 92,198 -0,15004 69107000 Remodeling and spacing factor 1 STLESEKPGSPEAAETSPPSNIIDHCEKLASUID15832 2

Q99590 SCAF11 S 341 0,144046 3 ___1 0,560256 3,95E-13 72,348 72,348 72,348 -0,27885 56229000 Protein SCAF11 NTRAETASQSQRSPISDNSGCDAPGNSNPSLUID5150 1

Q96JC9 EAF1 S 165 0,144007 3 ___2 0,999998 1,37E-07 118,52 105,75 102,97 0,2388 665390000 ELL-associated factor 1 KPPVGPKTSPLKDNPSPEPQLDDIKRELRAEUID13012 2

P20700 LMNB1;LMNB2 S 391 0,143975 2 ___2 0,999999 3,70E-05 128,08 84,784 110,8 0,36031 2970900000 Lamin-B1;Lamin-B2 AYRKLLEGEEERLKLSPSPSSRVTVSRASSS;AYRKLLEGEEERLKLSPSPSSRVTVSRATSSUID9236 1;2

P20700 LMNB1;LMNB2 S 393 0,143975 2 ___2 0,995825 0,00013246 110,8 87,774 110,8 0,36031 2691200000 Lamin-B1;Lamin-B2 RKLLEGEEERLKLSPSPSSRVTVSRASSSRS;RKLLEGEEERLKLSPSPSSRVTVSRATSSSSUID9237 2

Q8IV63 VRK3 T 58 0,143785 2 ___1 0,626719 5,90E-05 116,24 107,49 116,24 0,27309 13569000 Inactive serine/threonine-protein kinase VRK3 SSFQGSKRGLNSSFETSPKKVKWSSTVTSPRUID7594 1

P62753 RPS6 S 242 0,143729 2 ___3 0,878853 2,37E-05 72,797 72,797 63,894 -0,29098 98358000 40S ribosomal protein S6 QIAKRRRLSSLRASTSKSESSQK________UID18171 3;4

P49841 GSK3B;GSK3A Y 216 0,14372 2 ___1 0,988564 2,84E-12 154,85 133 154,85 0,032199 474690000 Glycogen synthase kinase-3 beta;Glycogen synthase kinase-3 alphaFGSAKQLVRGEPNVSYICSRYYRAPELIFGAUID8038 1

Q9NQZ2 UTP3 S 368 0,143655 3 ___3 0,999996 1,26E-49 194,27 194,27 113,8 -0,24282 991350000 Something about silencing protein 10 KTSAAACAVTDLSDDSDFDEKAKLKYYKEIEUID21979 2;3

Q9NQZ2 UTP3 S 365 0,143655 3 ___3 0,996556 1,26E-49 194,27 194,27 113,8 -0,24282 999580000 Something about silencing protein 10 SVSKTSAAACAVTDLSDDSDFDEKAKLKYYKUID21978 1;2;3

Q9NQZ2 UTP3 T 362 0,143655 3 ___3 0,982323 4,23E-18 153,36 153,36 48,315 0,23583 71483000 Something about silencing protein 10 KPKSVSKTSAAACAVTDLSDDSDFDEKAKLKUID24026 2;3

Q8IYB3 SRRM1 S 775 0,14351 3 ___3 0,923376 1,86E-14 95,302 95,302 95,302 0,21003 221410000 Serine/arginine repetitive matrix protein 1 AAKKPPAPPSPVQSQSPSTNWSPAVPVKKAKUID20320 2;3

Q14738 PPP2R5D S 90 0,143393 2 ___2 0,844202 0,0009408 71,558 59,922 71,558 0,62251 31607000 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoformSGGPQIVKKERRQSSSRFNLSKNRELQKLPAUID10880 2

O95628 CNOT4 S 324 0,143387 2 ___1 1 6,92E-13 145,91 145,91 145,91 -0,048505 26042000 CCR4-NOT transcription complex subunit 4 SNPVIPISSSNHSARSPFEGAVTESQSLFSDUID738 1

Q9UDY2 TJP2 S 244 0,143272 2 ___1 0,999996 0,00106521 83,541 71,693 83,541 0,13688 39437000 Tight junction protein ZO-2 FGPSRDRDRDRSRGRSIDQDYERAYHRAYDPUID6117 1

Q13586 STIM1 S 521 0,143263 3 ___1 0,822131 2,31E-05 71,742 66,2 71,742 -0,33073 9295700 Stromal interaction molecule 1 PQHGLGSQRDLTHSDSESSLHMSDRQRVAPKUID2571 1

Q15032 R3HDM1 S 187 0,143226 3 ___1 1 8,38E-06 77,39 77,39 77,39 0,084698 6394100 R3H domain-containing protein 1 LKLEQEILDFIGNNESPRKKFPPMTSYHRMLUID2857 1

P49790 NUP153 S 619 0,143224 2 ___2 1 2,78E-06 78,234 78,234 77,744 0,074244 18766000 Nuclear pore complex protein Nup153 KEGSVLDILKSPGFASPKIDSVAAQPTATSPUID9822 1;2

P49790 NUP153 S 614 0,143224 2 ___2 0,999953 2,78E-06 78,234 78,234 73,208 0,052815 8413000 Nuclear pore complex protein Nup153 PAEILKEGSVLDILKSPGFASPKIDSVAAQPUID9821 2

Q8IYB3 SRRM1 S 769 0,143211 3 ___2 0,99965 1,93E-14 95,302 95,302 95,302 0,21003 344020000 Serine/arginine repetitive matrix protein 1 SGSPEPAAKKPPAPPSPVQSQSPSTNWSPAVUID12221 2;3

Q8IXT5 RBM12B S 278 0,143179 3 ___2 0,999995 0,00048606 72,681 72,681 70,802 0,0067152 221670000 RNA-binding protein 12B HFRKRSHSKSPRRTRSRSPLGFYVHLKNLSLUID12194 2

Q8IXT5 RBM12B S 280 0,143179 3 ___2 0,999987 0,00048606 72,681 72,681 70,802 0,0067152 221670000 RNA-binding protein 12B RKRSHSKSPRRTRSRSPLGFYVHLKNLSLSIUID12195 2

Q99543 DNAJC2 S 49 0,143002 4 ___3 1 2,83E-06 99,161 93,2 43,256 -0,068975 78785000 DnaJ homolog subfamily C member 2;DnaJ homolog subfamily C member 2, N-terminally processedWFEAFVKRRNRNASASFQELEDKKELSEESEUID21336 2;3;4

Q15424 SAFB S 384 0,142993 3 ___2 0,997676 1,34E-39 153,36 131,45 110,01 -0,15316 556140000 Scaffold attachment factor B1 PKESSTSEGADQKMSSPEDDSDTKRLSKEEKUID11023 2

P67809 YBX1 S 165 0,142729 3 ___1 0,867801 2,51E-171 272,27 266,49 272,27 0,42868 588310000 Nuclease-sensitive element-binding protein 1 RRRGPPRNYQQNYQNSESGEKNEGSESAPEGUID1996 1

Q9BRT9 GINS4 S 12 0,142479 3 ___1 0,774217 1,25E-17 80,02 80,02 80,02 0,18999 30150000 DNA replication complex GINS protein SLD5;DNA replication complex GINS protein SLD5, N-terminally processed____MTEEVDFLGQDSDGGSEEVVLTPAELIUID5250 1



Q9UQ35 SRRM2 T 1434 0,142188 3 ___1 0,987932 0,00531887 59,898 39,802 59,898 0,16109 73018000 Serine/arginine repetitive matrix protein 2 SSSASSPEMKDGLPRTPSRRSRSGSSPGLRDUID7920 1

Q8WUA4 GTF3C2 S 167 0,142087 2 ___1 0,999891 2,12E-24 179,8 159,67 179,8 0,11328 49804000 General transcription factor 3C polypeptide 2 LLLKLSKDLDRPESQSPKRPPEDFETPSGERUID4499 1

Q96T58 SPEN S 2120 0,14208 3 ___2 0,999228 5,39E-15 93,6 93,6 93,6 -0,033778 337470000 Msx2-interacting protein AAAQAGERESGVVAVSPEKSESPQKEDGLSSUID13208 2

O75607 NPM3 S 151 0,142024 4 ___2 0,99994 1,25E-21 90,207 90,207 90,207 -0,033554 248050000 Nucleoplasmin-3 RHQIVTMSNDVSEEESEEEEEDSDEEEVELCUID8680 2;3

O75607 NPM3 S 158 0,142024 4 ___2 0,99994 1,25E-21 90,207 90,207 90,207 -0,033554 248050000 Nucleoplasmin-3 SNDVSEEESEEEEEDSDEEEVELCPILPAKKUID8681 2;3

O15014 ZNF609 S 576 0,141981 2 ___2 0,999997 3,85E-09 135,81 119,2 129,37 0,13778 164120000 Zinc finger protein 609 PARSATPKVRLVEPHSPSPSSKFSTKGLCKKUID8307 1;2

O15014 ZNF609 S 578 0,141981 2 ___2 0,998298 3,85E-09 135,81 119,2 129,37 0,13778 130330000 Zinc finger protein 609 RSATPKVRLVEPHSPSPSSKFSTKGLCKKKLUID8308 2

Q04727 TLE4 S 208 0,141825 2 ___1 0,976303 2,77E-05 105,2 68,533 105,2 -0,071879 10560000 Transducin-like enhancer protein 4 NDHQRDRDSIKSSSVSPSASFRGAEKHRNSAUID2186 1

P31350 RRM2 S 20 0,141564 2 ___1 1 7,43E-12 135,09 135,09 135,09 0,07179 33329000 Ribonucleoside-diphosphate reductase subunit M2 RVPLAPITDPQQLQLSPLKGLSLVDKENTPPUID1312 1

Q56P03 EAPP Y 106 0,141564 3 ___2 0,678094 4,09E-06 55,621 50,247 55,621 0,014947 16058000 E2F-associated phosphoprotein NGKVATAPTRYYDDIYFDSDSEDEDRAVQVTUID16156 2

Q92667 AKAP1 S 445 0,141182 2 ___1 0,976685 0,00424889 88,496 45,188 88,496 0,18639 40069000 A-kinase anchor protein 1, mitochondrial PPPKTYVSCLKSLLSSPTKDSKPNISAHHISUID4686 1

Q9NYB9 ABI2 S 227 0,141171 2 ___1 0,871847 0,00032168 80,979 55,543 80,979 0,50671 4894400 Abl interactor 2 DYVPSPTRNMAPSQQSPVRTASVNQRNRTYSUID5949 1

Q96H22 CENPN S 226 0,141059 2 ___1 1 0,0003061 84,718 70,715 84,718 -0,065208 6169400 Centromere protein N QTFETHNSTTPLQERSLGLDINMDSRIIHENUID4900 1

Q9NTJ3 SMC4 S 28 0,141012 3 ___1 0,99975 6,16E-101 236,27 236,27 96,219 -0,032357 1545400000 Structural maintenance of chromosomes protein 4 RREEGPPPPSPDGASSDAEPEPPSGRTESPAUID5857 1;2;3

P42356 PI4KA S 265 0,140996 2 ___1 0,998042 5,87E-05 88,561 80,781 88,561 0,125 30241000 Phosphatidylinositol 4-kinase alpha TLKRKTSSVSSISQVSPERGMPPPSSPGGSAUID1497 1

Q7Z4V5 HDGFRP2 S 625 0,140909 3 ___1 0,999999 1,79E-07 90,193 86,805 90,193 1,0154 8778600 Hepatoma-derived growth factor-related protein 2 KGESAEDKEHEEGRDSEEGPRCGSSEDLHDSUID3788 1

P48651 PTDSS1 S 417 0,140811 3 ___1 0,999915 1,17E-18 159,78 159,78 159,78 -0,23693 81397000 Phosphatidylserine synthase 1 MIWYAEHYGHREKTYSECEDGTYSPEISWHHUID1660 1;2

Q9UKJ3 GPATCH8 S 1035 0,140669 2 ___1 1 0,00090636 107,69 93,02 83,883 0,19587 341860000 G patch domain-containing protein 8 SGRRDFIRSKIYRSQSPHYFRSGRGEGPGKKUID6261 1;2

O43159 RRP8 S 62 0,140624 3 ___2 0,997128 1,88E-36 132,48 112,43 128,71 0,0069551 454880000 Ribosomal RNA-processing protein 8 LEAASLSQHPPSLCISDSEEEEEERKKKCPKUID8376 2

P07814 EPRS S 886 0,14045 2 ___1 0,839605 6,05E-88 239,93 239,93 215,67 0,27543 1093200000 Bifunctional glutamate/proline--tRNA ligase;Glutamate--tRNA ligase;Proline--tRNA ligaseEYIPGQPPLSQSSDSSPTRNSEPAGLETPEAUID862 1;2

P19484 TFEB S 469 0,140386 2 ___2 0,998161 0,00037592 70,412 61,948 70,412 -0,052128 9933900 Transcription factor EB MSPEASKASSRRSSFSMEEGDVL________UID9218 2

P49736 MCM2 S 26 0,140383 2 ___1 0,953837 1,17E-06 129,34 88,754 114,87 -0,19057 724490000 DNA replication licensing factor MCM2 ASSPAQRRRGNDPLTSSPGRSSRRTDALTSSUID1703 1;2

Q9ULD4 BRPF3 S 17 0,140259 2 ___2 0,944482 0,00205786 67,385 36,993 45,077 0,73528 31468000 Bromodomain and PHD finger-containing protein 3 RKPRRKSRQNAEGRRSPSPYSLKCSPTRETLUID14405 2

Q7Z460 CLASP1 S 558 0,140255 2 ___1 0,572735 4,51E-31 184,01 184,01 184,01 -0,093239 62847000 CLIP-associating protein 1 SDSIVSLPQSDRSSSSSQESLNRPLSAKRSPUID3777 1

Q9NRL2 BAZ1A S 1413 0,140102 2 ___1 1 7,10E-39 193,51 173,4 89,466 0,15482 415860000 Bromodomain adjacent to zinc finger domain protein 1ASLQESESKRRCRKRQSPEPSPVTLGRRSSGRUID5808 1;2

Q8TAD8 SNIP1 S 49 0,139993 2 ___2 0,624611 1,19E-06 98,035 90,311 98,035 -0,044969 17711000 Smad nuclear-interacting protein 1 LSPEVAPPAHRRPDHSGGSPSPPTSEPARSGUID12488 2

Q6UN15 FIP1L1 S 500 0,139822 3 ___2 0,999988 1,08E-31 183,06 183,06 183,06 -0,10352 1193800000 Pre-mRNA 3'-end-processing factor FIP1 RERERDHSPTPSVFNSDEERYRYREYAERGYUID11675 2;3

Q4G0J3 LARP7 S 337 0,139789 3 ___2 0,999953 7,65E-11 101,3 90,033 79,467 0,11571 638470000 La-related protein 7 KEASEASKENRDIEISTEEEKDTGDLKDSSLUID11193 2

Q4G0J3 LARP7 T 338 0,139789 3 ___2 0,999953 7,65E-11 101,3 90,033 79,467 0,11571 638470000 La-related protein 7 EASEASKENRDIEISTEEEKDTGDLKDSSLLUID15525 2

Q96EZ8 MCRS1 S 282 0,139728 3 ___1 0,999996 1,95E-07 80,07 80,07 65,951 0,1075 91404000 Microspherule protein 1 QTVQPLPKGDQVLNFSDAEDLIDDSKLKDMRUID4863 1

Q9UKM9 RALY S 288 0,139661 3 ___2 0,999959 4,06E-54 187,87 187,87 48,697 -0,21245 2751100000 RNA-binding protein Raly ARTRDDGDEEGLLTHSEEELEHSQDTDADDGUID14365 1;2;3;4

Q9NYF8 BCLAF1 T 257 0,13947 3 ___2 0,999986 1,97E-31 186,96 186,96 186,96 0,39361 167780000 Bcl-2-associated transcription factor 1 CSDAPMLSTVHSAKNTPSQHSHSIQHSPERSUID15945 2;3

Q9NYF8 BCLAF1 S 268 0,13947 3 ___2 0,999984 1,97E-31 186,96 186,96 186,96 0,39361 706050000 Bcl-2-associated transcription factor 1 SAKNTPSQHSHSIQHSPERSGSGSVGNGSSRUID14060 1;2;3

O75122 CLASP2 S 529 0,139403 2 ___2 0,999922 0,00121772 59,68 51,955 59,68 -0,26316 746890000 CLIP-associating protein 2 ARSSRIPRPSVSQGCSREASRESSRDTSPVRUID8584 1;2

O75122 CLASP2 S 525 0,139403 2 ___2 0,923064 0,00121772 59,68 51,955 54,094 -0,13931 742530000 CLIP-associating protein 2 RLSVARSSRIPRPSVSQGCSREASRESSRDTUID8583 2

O75683 SURF6 S 138 0,139362 2 ___1 1 0,00077993 102,52 44,672 102,52 0,49977 49054000 Surfeit locus protein 6 EKIQEARGQGSAKELSPAALEKRRRRKQERDUID591 1

O14647 CHD2 S 1801 0,139339 3 ___2 0,755555 0,00019808 43,611 39,95 43,611 0,22931 11167000 Chromodomain-helicase-DNA-binding protein 2 DPRSPPSQKSPHDSKSPLDHRSPLERSLEQKUID8272 2

O14647 CHD2 S 1795 0,139339 3 ___2 0,565127 0,00019808 43,611 39,95 43,611 0,22931 11167000 Chromodomain-helicase-DNA-binding protein 2 LHPAVSDPRSPPSQKSPHDSKSPLDHRSPLEUID8271 2

P20700 LMNB1;LMNB2 S 391 0,139264 2 ___1 0,999999 3,70E-05 128,08 84,784 110,8 0,36031 2970900000 Lamin-B1;Lamin-B2 AYRKLLEGEEERLKLSPSPSSRVTVSRASSS;AYRKLLEGEEERLKLSPSPSSRVTVSRATSSUID1139 1;2

Q9ULU4 ZMYND8 T 404 0,139208 2 ___1 0,694865 0,00466343 51,286 36,617 51,286 -0,11958 3924600 Protein kinase C-binding protein 1 AKIDKQEKVKLNFDMTASPKILMSKPVLSGGUID7895 1

Q86VM9 ZC3H18 S 534 0,139026 2 ___1 0,999619 6,34E-20 188,99 129,64 178,46 -0,25976 712220000 Zinc finger CCCH domain-containing protein 18 WRRSKSPKKKLGVSVSPSRARRRRKTSASSAUID3911 1;2

Q9UQ35 SRRM2 S 1550 0,138945 2 ___2 0,755193 3,11E-09 99,021 85,618 99,021 -0,10515 10288000 Serine/arginine repetitive matrix protein 2 QRSRSGSSQELDVKPSASPQERSESDSSPDSUID14613 2

O75665 OFD1 S 669 0,138683 2 ___1 0,998628 3,35E-06 123,64 112,28 123,64 0,026999 3594300 Oral-facial-digital syndrome 1 protein RRVIKNSAKSPLAAKSPPSLHLLEAFKNITSUID589 1

P49759 CLK1 S 140 0,138673 3 ___1 1 1,01E-16 145,63 145,63 145,63 0,33608 61212000 Dual specificity protein kinase CLK1 HRRSHGKSHRRKRTRSVEDDEEGHLICQSGDUID1715 1

O43741 PRKAB2 S 108 0,138626 3 ___1 1 6,82E-08 115,87 115,87 115,87 0,10036 116860000 5'-AMP-activated protein kinase subunit beta-2 SGSFNNWSTKIPLIKSHNDFVAILDLPEGEHUID350 1

Q9Y2I7 PIKFYVE S 329 0,138549 2 ___1 0,746167 1,80E-06 65,107 65,107 54,281 -0,67089 13574000 1-phosphatidylinositol 3-phosphate 5-kinase DRSGSPMVPSYETSVSPQANRTYVRTETTEDUID6616 1

O43164 PJA2 S 309 0,138469 2 ___1 0,740631 1,47E-06 130,1 126,21 130,1 0,097546 38090000 E3 ubiquitin-protein ligase Praja-2 CSEQNTNDREKNHGSSPEQVVRPKVRKLISSUID282 1

Q6P2E9 EDC4 S 729 0,13829 3 ___1 0,839202 9,45E-06 44,916 44,916 44,916 0,31982 9155600 Enhancer of mRNA-decapping protein 4 VEPLGLPQASPSRTRSPDVISSASTALSQDIUID3515 1

Q9P270 SLAIN2 S 323 0,13814 4 ___2 0,999937 2,42E-13 71,267 71,267 71,267 -0,75693 35555000 SLAIN motif-containing protein 2 STRRGTFSDQELDAQSLDDEDDNMHHAVYPAUID14160 2

Q5JTV8 TOR1AIP1 S 157 0,138123 2 ___2 0,998116 5,39E-22 151,71 148,04 137,61 0,13358 286260000 Torsin-1A-interacting protein 1 PSPVMTRRGLRDSHSSEEDEASSQTDLSQTIUID11278 2;3

Q5JTV8 TOR1AIP1 S 156 0,138123 3 ___2 0,977656 5,39E-22 151,71 148,04 151,71 -0,040338 286260000 Torsin-1A-interacting protein 1 QPSPVMTRRGLRDSHSSEEDEASSQTDLSQTUID11277 2;3

O43566 RGS14 S 288 0,137934 2 ___2 1 8,04E-31 183,96 183,96 175,66 0,39003 467940000 Regulator of G-protein signaling 14 GFLAFVSSKSESHRKSLGSTEGESESRPGKYUID8430 1;2

O43566 RGS14 S 291 0,137934 2 ___2 0,990323 1,83E-30 175,66 165,86 175,66 0,39003 186910000 Regulator of G-protein signaling 14 AFVSSKSESHRKSLGSTEGESESRPGKYCCVUID8431 2

Q9UQ35 SRRM2 S 1552 0,137836 3 ___2 0,789088 1,25E-05 55,063 49,353 41,423 -0,12056 36562000 Serine/arginine repetitive matrix protein 2 SRSGSSQELDVKPSASPQERSESDSSPDSKAUID14614 2

Q9NZM3 ITSN2 S 889 0,137823 3 ___1 0,996046 3,40E-10 113,6 113,6 113,6 0,16428 202840000 Intersectin-2 QKKSAFTRTVSPGSVSPIHGQGQVVENLKAQUID6018 1;2

P33241 LSP1 S 111 0,137708 2 ___1 1 9,60E-55 188,96 188,96 176,17 0,15462 3874800000 Lymphocyte-specific protein 1 GAQGALDSGEPPQCRSPEGEQEDRPGLHAYEUID1337 1;2

Q7Z6Z7 HUWE1 S 1907 0,137673 2 ___1 0,976357 1,69E-29 182,37 163,27 173,72 0,084693 284430000 E3 ubiquitin-protein ligase HUWE1 CIRIALPAPRGSGTASDDEFENLRIKGPNAVUID3846 1

Q14004 CDK13 S 395 0,137624 2 ___3 0,99633 0,00073323 85,522 67,254 40,475 0,58641 138930000 Cyclin-dependent kinase 13 GDVSPSPYSSSSWRRSRSPYSPVLRRSGKSRUID18807 2;3

Q14004 CDK13 S 397 0,137624 2 ___3 0,992129 0,00027412 101,93 83,183 56,087 0,33675 138930000 Cyclin-dependent kinase 13 VSPSPYSSSSWRRSRSPYSPVLRRSGKSRSRUID18808 2;3

Q14004 CDK13 S 400 0,137624 3 ___3 0,992029 0,00293025 56,087 42,508 44,601 -0,094208 107570000 Cyclin-dependent kinase 13 SPYSSSSWRRSRSPYSPVLRRSGKSRSRSPYUID18809 3

Q9ULV3 CIZ1 S 838 0,137434 2 ___1 0,999824 0,00037609 80,014 44,704 80,014 0,063232 165610000 Cip1-interacting zinc finger protein GHFENLQKYKAAKNPSPTTRPVSRRCAINARUID6348 1

Q8WUA4 GTF3C2 S 893 0,137241 3 ___1 0,707706 0,00038244 53,169 53,169 53,169 -0,13569 3242000 General transcription factor 3C polypeptide 2 QLESRAHFNAMFQPSSPTRRPGFSPTSHRLLUID4497 1

Q9UQ35 SRRM2 S 536 0,13711 2 ___3 1 2,71E-06 118,08 96,267 40,025 -0,26496 4136500000 Serine/arginine repetitive matrix protein 2 RWGRSRSPQRRGRSRSPQRPGWSRSRNTQRRUID22719 1;2;3

Q9UQ35 SRRM2 S 543 0,13711 2 ___3 1 9,34E-05 89,992 65,462 40,025 -0,26496 661330000 Serine/arginine repetitive matrix protein 2 PQRRGRSRSPQRPGWSRSRNTQRRGRSRSARUID22720 2;3

Q9UQ35 SRRM2 S 534 0,13711 2 ___3 1 2,71E-06 118,08 96,267 40,025 -0,26496 4774800000 Serine/arginine repetitive matrix protein 2 AQRWGRSRSPQRRGRSRSPQRPGWSRSRNTQUID22723 1;2;3

P38159 RBMX;RBMXL1 S 208 0,13703 1 ___1 1 2,62E-29 176,29 176,29 101,65 0,17955 790820000 RNA-binding motif protein, X chromosome;RNA-binding motif protein, X chromosome, N-terminally processed;RNA binding motif protein, X-linked-like-1PPRREPLPSRRDVYLSPRDDGYSTKDSYSSRUID1413 1

O75122 CLASP2 S 370 0,13701 2 ___1 0,995868 2,36E-50 210,98 181,67 207,56 0,037512 564540000 CLIP-associating protein 2 SSKASSLPGSLQRSRSDIDVNAAAGAKAHHAUID492 1

Q9H0S4 DDX47 S 9 0,136954 2 ___1 0,996623 4,62E-22 148,26 137,62 148,26 -0,10106 17341000 Probable ATP-dependent RNA helicase DDX47 _______MAAPEEHDSPTEASQPIVEEEETKUID5488 1

Q9UFC0 LRWD1 S 212 0,136893 3 ___1 1 4,64E-06 92,773 86,927 45,237 -0,12518 712810000 Leucine-rich repeat and WD repeat-containing protein 1EELVAASRTQVQKANSPEKPPEAGAAHKPRAUID6137 1

Q13442 PDAP1 S 63 0,136844 2 ___2 1 2,40E-119 251,87 251,87 251,04 0,058305 2119500000 28 kDa heat- and acid-stable phosphoprotein AGDPKKEKKSLDSDESEDEEDDYQQKRKGVEUID10596 2

Q13442 PDAP1 S 60 0,136844 2 ___2 0,999998 2,40E-119 251,87 251,87 251,87 -0,016521 2030400000 28 kDa heat- and acid-stable phosphoprotein DGAAGDPKKEKKSLDSDESEDEEDDYQQKRKUID10595 1;2

P22392 NME2;NME2P1 S 120 0,136802 2 ___1 0,904945 9,92E-05 119,74 109,03 108,68 0,17977 63849000 Nucleoside diphosphate kinase B;Putative nucleoside diphosphate kinaseRGDFCIQVGRNIIHGSDSVKSAEKEISLWFKUID1171 1

Q68E01 INTS3 S 537 0,136716 4 ___1 0,903899 7,13E-10 52,986 52,986 52,986 -0,55435 41264000 Integrator complex subunit 3 SDKDESCYDNAEAAFSDDEEDLNSKGKKREFUID3403 1

Q5UIP0 RIF1 S 1542 0,136682 3 ___1 0,998212 1,64E-17 120,58 120,58 120,58 -0,33488 40542000 Telomere-associated protein RIF1 EKLVRGRTRYQTRRASQGLLSSIENSESDSSUID3280 1;2

Q9UQR0 SCML2 S 511 0,136586 2 ___1 1 9,10E-16 160,13 160,13 160,13 0,068532 119600000 Sex comb on midleg-like protein 2 TKRSPQQTVPYVVPLSPKLPKTKEYASEGEPUID6587 1;2

Q4G0J3 LARP7 S 261 0,136548 2 ___2 0,999943 1,15E-101 251,75 251,75 237,31 0,21301 1154700000 La-related protein 7 TSISKMKRSRPTSEGSDIESTEPQKQCSKKKUID11198 1;2

Q4G0J3 LARP7 S 258 0,136548 2 ___2 0,924786 2,50E-31 177,44 154,02 177,44 -0,022983 599440000 La-related protein 7 TSNTSISKMKRSRPTSEGSDIESTEPQKQCSUID11197 2

P46019 PHKA2 S 729 0,136373 2 ___1 1 0,00010714 105,17 105,17 101,53 -0,13131 37702000 Phosphorylase b kinase regulatory subunit alpha, liver isoformVPMTLPTKVLSAHRKSLNLVDSPQPLLEKVPUID1564 1

P50402 EMD S 8 0,136189 2 ___1 0,968667 2,42E-06 96,163 88,059 88,992 0,36076 12442000 Emerin ________MDNYADLSDTELTTLLRRYNIPHUID1781 1

P17812 CTPS1 S 575 0,136091 2 ___1 0,932274 2,25E-22 158,78 158,78 113,76 0,2588 783760000 CTP synthase 1 RLSPRDTYSDRSGSSSPDSEITELKFPSINHUID1056 1;2;4

Q9UGU0 TCF20 S 1005 0,13606 2 ___1 0,963824 8,11E-09 135,81 110,89 135,81 -0,30468 18367000 Transcription factor 20 RVPGRVGGREGMRGRSPSQYHDFAEKLKMSPUID6149 1

O94875 SORBS2 S 259 0,135904 2 ___1 1 6,33E-07 120,96 106,35 42,395 -0,22385 77637000 Sorbin and SH3 domain-containing protein 2 MSSASMASDFRKRRKSEPAVGPPRGLGDQSAUID647 1

P51610 HCFC1 S 1507 0,135647 3 ___1 0,994239 2,06E-14 78,786 78,786 78,786 0,20797 108840000 Host cell factor 1;HCF N-terminal chain 1;HCF N-terminal chain 2;HCF N-terminal chain 3;HCF N-terminal chain 4;HCF N-terminal chain 5;HCF N-terminal chain 6;HCF C-terminal chain 1;HCF C-terminal chain 2;HCF C-terminal chain 3;HCF C-terminal chain 4;HCF C-terminal chain 5;HCF C-terminal chain 6PVPGPSVPPPEELQVSPGPRQQLPPRQLLQSUID1815 1

Q9UQ35 SRRM2 S 1124 0,13558 2 ___1 0,999807 0,00012101 117,25 100,29 117,25 0,091279 235120000 Serine/arginine repetitive matrix protein 2 ASRSPIRQDRGEFSASPMLKSGMSPEQSRFQUID6459 1

Q9UQ35 SRRM2 S 2044 0,135511 2 ___1 1 0,00078197 115,39 38,326 46,132 -0,042383 5895200000 Serine/arginine repetitive matrix protein 2 RSRSRTPLLPRKRSRSRSPLAIRRRSRSRTPUID6527 1;2;3

O75494 SRSF10 S 133 0,135391 2 ___3 1 0,00017868 136,11 50,902 136,11 0,21823 5017600000 Serine/arginine-rich splicing factor 10 RSRSRSYERRRSRSRSFDYNYRRSYSPRNSRUID16760 1;2;3

O75494 SRSF10 S 131 0,135391 2 ___3 1 0,00017868 128,08 106,17 128,08 0,10942 4547200000 Serine/arginine-rich splicing factor 10 YRRSRSRSYERRRSRSRSFDYNYRRSYSPRNUID16761 1;2;3

O75494 SRSF10 S 129 0,135391 3 ___3 0,999704 0,00022794 82,069 73,964 58,699 -0,29955 742380000 Serine/arginine-rich splicing factor 10 DRYRRSRSRSYERRRSRSRSFDYNYRRSYSPUID16762 3

Q08211 DHX9 S 125 0,13536 2 ___1 0,998203 1,32E-06 62,966 53,678 52,045 0,3463 18485000 ATP-dependent RNA helicase A GGPLPPHLALKAENNSEVGASGYGVPGPTWDUID2225 1

Q9BPX3 NCAPG S 1015 0,135326 2 ___1 1 5,94E-44 174,77 161,98 147,62 0,51914 7489800 Condensin complex subunit 3 EKSKLNLAQFLNEDLS_______________UID5200 1

Q9UQ35 SRRM2 S 2692 0,135311 2 ___1 0,999914 0,00028042 120,63 94,588 108,2 -0,14946 296680000 Serine/arginine repetitive matrix protein 2 SPRKPIDSLRDSRSLSYSPVERRRPSPQPSPUID6520 1;2;3

O00303 EIF3F S 258 0,135169 2 ___1 0,999988 0,0025026 117,81 88,238 117,81 0,22909 191880000 Eukaryotic translation initiation factor 3 subunit F DTERIGVDLIMKTCFSPNRVIGLSSDLQQVGUID81 1

Q8TBE0 BAHD1 S 184 0,134869 2 ___1 1 2,39E-05 99,011 83,439 99,011 0,33779 46102000 Bromo adjacent homology domain-containing 1 proteinKRPRLGDLGGGSRDLSPEPAPDEGPRRDGDPUID4422 1

Q9UQ35 SRRM2 S 1099 0,134747 2 ___2 0,997886 3,46E-21 168,93 142,87 168,93 0,15239 420350000 Serine/arginine repetitive matrix protein 2 PSLQSKSQTSPKGGRSRSSSPVTELASRSPIUID14641 2;3;4

Q9UQ35 SRRM2 S 1101 0,134747 3 ___2 0,954324 6,82E-15 158,91 138,92 76,909 -0,089044 748080000 Serine/arginine repetitive matrix protein 2 LQSKSQTSPKGGRSRSSSPVTELASRSPIRQUID14642 2;3;4

Q86WB0 ZC3HC1 S 395 0,134683 3 ___1 0,838754 6,77E-06 53,342 53,342 53,342 -0,049635 21378000 Nuclear-interacting partner of ALK RSMGTGDTPGLEVPSSPLRKAKRARLCSSSSUID3942 1

Q86VM9 ZC3H18 S 67 0,134666 3 ___3 0,998568 2,48E-29 165,38 157,22 153,24 -0,25874 229840000 Zinc finger CCCH domain-containing protein 18 ESAARGPSQEEEDNHSDEEDRASEPKSQDQDUID20097 1;2;3;4

Q86VM9 ZC3H18 S 78 0,134666 4 ___3 0,997924 1,11E-09 61,725 59,696 60,762 0,12542 113070000 Zinc finger CCCH domain-containing protein 18 EDNHSDEEDRASEPKSQDQDSEVNELSRGPTUID20099 3;4

Q86VM9 ZC3H18 S 74 0,134666 4 ___3 0,997136 3,02E-14 73,317 70,202 60,762 0,12542 136100000 Zinc finger CCCH domain-containing protein 18 SQEEEDNHSDEEDRASEPKSQDQDSEVNELSUID20098 2;3;4

P51991 HNRNPA3 S 14 0,134657 2 ___1 1 4,03E-06 84,499 78,858 46,408 -0,44653 145650000 Heterogeneous nuclear ribonucleoprotein A3 __MEVKPPPGRPQPDSGRRRRRRGEEGHDPKUID1832 1

Q9UDY2 TJP2 S 168 0,134615 2 ___2 0,703459 0,00020772 104,03 104,03 104,03 0,1011 17202000 Tight junction protein ZO-2 SGYSERSRLNSHGGRSRSWEDSPERGRPHERUID14218 2

Q53ET0 CRTC2 S 613 0,134579 3 ___1 0,999842 0,00012943 45,369 45,369 45,011 0,05732 7476800 CREB-regulated transcription coactivator 2 HTFNHQNLTHCSRHGSGPNIILTGDSSPGFSUID3116 1

Q9BVV8 C19orf24 S 120 0,134529 3 ___2 0,903176 6,25E-09 58,26 53,262 58,26 -0,16898 13591000 Uncharacterized membrane protein C19orf24 LLANTEDPTEMASLDSDEETVFESRNLR___UID13417 2

Q9BVV8 C19orf24 S 117 0,134529 3 ___2 0,903139 6,25E-09 58,26 53,262 58,26 -0,16898 13591000 Uncharacterized membrane protein C19orf24 RYGLLANTEDPTEMASLDSDEETVFESRNLRUID13416 2

Q9P275 USP36 S 952 0,134442 3 ___1 1 9,85E-08 85,013 81,52 85,013 -0,46939 21182000 Ubiquitin carboxyl-terminal hydrolase 36 SCSPMGDGDPEAMEESPRKKKKKKRKQETQRUID6067 1

O95239 KIF4A T 1181 0,134422 2 ___1 0,999998 0,00053825 96,591 96,591 96,591 0,2912 8817700 Chromosome-associated kinesin KIF4A ILKEMCDVEQVLSKKTPPAPSPFDLPELKHVUID6986 1

P41236 PPP1R2 S 87 0,134407 3 ___1 0,928977 3,56E-33 127,2 127,2 99,907 -0,21589 2046900000 Protein phosphatase inhibitor 2 STPYHSMMGDDEDACSDTEATEAMAPDILARUID1471 1

Q9BTE3 MCMBP S 154 0,134354 2 ___1 0,99966 1,35E-05 113,42 82,19 104,3 0,34075 139430000 Mini-chromosome maintenance complex-binding proteinTWVKEAYVNANQARVSPSTSYTPSRHKRSYEUID5274 1

Q12912 LRMP S 444 0,134352 2 ___2 0,999992 5,46E-41 192,96 154,17 192,96 -0,50463 200230000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinADAEEEKCELKTKDDSEPSGEETVERTRKPSUID10460 1;2

Q12912 LRMP S 447 0,134352 2 ___2 0,999433 4,23E-15 155,1 138,14 155,1 0,65737 153170000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinEEEKCELKTKDDSEPSGEETVERTRKPSLSEUID10461 2

Q9H4L7 SMARCAD1 S 146 0,134336 3 ___1 1 1,00E-10 85,489 85,489 77,522 0,050061 118140000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1ESQGLPTMARRNDDISELEDLSELEDLKDAKUID5582 1;2

Q14103 HNRNPD S 83 0,134221 2 ___1 0,945101 3,87E-106 254,72 241,16 83,758 -0,61601 946860000 Heterogeneous nuclear ribonucleoprotein D0 IDASKNEEDEGHSNSSPRHSEAATAQREEWKUID2622 1;2

Q8IYB3 SRRM1 S 775 0,134145 3 ___2 0,923376 1,86E-14 95,302 95,302 95,302 0,21003 221410000 Serine/arginine repetitive matrix protein 1 AAKKPPAPPSPVQSQSPSTNWSPAVPVKKAKUID12223 2;3

P19484 TFEB S 467 0,134089 2 ___1 0,930032 1,53E-09 143,94 129,73 70,412 -0,052128 25400000 Transcription factor EB STMSPEASKASSRRSSFSMEEGDVL______UID1120 1;2

Q8IV53 DENND1C S 582 0,134089 3 ___1 0,904577 3,51E-05 66,827 66,827 66,827 -0,56277 5740300 DENN domain-containing protein 1C LSMGAKSAGSLRPSQSLDCCHRGDLDSCFSLUID4033 1

Q8IZ21 PHACTR4 S 118 0,134084 2 ___1 0,969416 3,07E-06 127,02 119,89 127,02 0,017564 112050000 Phosphatase and actin regulator 4 LKNGHTTPIGNARSSSPVQVEEEPVRLASLRUID4167 1

Q9H501 ESF1 S 153 0,134052 2 ___1 0,99973 1,70E-09 156,36 140,47 112,36 0,33874 287750000 ESF1 homolog KKMKTSCKFKIDSNISPKKDSKEFTQKNKKEUID5597 1

Q92785 DPF2 S 200 0,133958 2 ___1 1 0,00251741 66,262 50,723 66,262 -0,040915 2180000 Zinc finger protein ubi-d4 SKGKGVGSARKKLDASILEDRDKPYACDICGUID4697 1

Q99700 ATXN2 S 861 0,133695 3 ___2 0,615367 1,18E-06 49,199 49,199 49,199 -0,13873 6594700 Ataxin-2 ENSSSNCTSGSSKPNSPSISPSILSNTEHKRUID13275 2

O00267 SUPT5H S 666 0,133564 2 ___1 0,999958 2,66E-05 96,414 87,459 85,493 -0,17473 10265000 Transcription elongation factor SPT5 PRDVTNFTVGGFAPMSPRISSPMHPSAGGQRUID77 1

P48553 TRAPPC10 S 708 0,133564 3 ___2 0,776053 4,89E-11 76,259 76,259 76,259 0,3573 13817000 Trafficking protein particle complex subunit 10 GIICRNVHMLLRRQESSSSLEMPSGVALEEGUID9742 2

Q14004 CDK13 S 383 0,133536 2 ___1 0,999904 1,31E-10 146,96 146,96 141,46 0,15286 49594000 Cyclin-dependent kinase 13 PSYSRHSSYERGGDVSPSPYSSSSWRRSRSPUID2605 1

Q96D71 REPS1 S 537 0,133173 3 ___2 0,965458 2,00E-28 160,57 152,3 119,55 0,039318 580560000 RalBP1-associated Eps domain-containing protein 1 DPEQIGSNVTRQRSHSGTSPDNTAPPPPPPRUID12911 2;3

P51532 SMARCA4 S 695 0,133138 3 ___1 0,997958 0,00017504 54,501 43,749 49,528 0,28617 18353000 Transcription activator BRG1 PTLPVEEKKKIPDPDSDDVSEVDARHIIENAUID1809 1

P55081 MFAP1 S 116 0,133033 2 ___2 1 2,54E-13 143,56 143,56 69,922 1,8249 753100000 Microfibrillar-associated protein 1 LARHRKIVEPEVVGESDSEVEGDAWRMEREDUID9996 1;2

P55081 MFAP1 S 118 0,133033 2 ___2 1 2,54E-13 143,56 143,56 69,922 1,8249 731820000 Microfibrillar-associated protein 1 RHRKIVEPEVVGESDSEVEGDAWRMEREDSSUID9997 1;2

Q7Z4H7 HAUS6 S 552 0,133024 2 ___1 0,99708 1,36E-06 131,06 123,93 131,06 -0,082048 14507000 HAUS augmin-like complex subunit 6 QDHLVEEVARAVLSDSPQLSEGKEIKLEELIUID3781 1

Q9BW71 HIRIP3 S 223 0,132963 3 ___2 0,999217 1,99E-37 168,05 168,05 116,45 0,19065 1309900000 HIRA-interacting protein 3 AKKVEGNKGTKSLKESEQESEEEILAQKKEQUID13428 2

P16401 HIST1H1B T 11 0,132748 3 ___2 0,940308 4,26E-13 136,81 136,81 88,541 0,34223 363950000 Histone H1.5 _____MSETAPAETATPAPVEKSPAKKKATKUID15141 1;2

Q9Y385 UBE2J1 S 266 0,132657 2 ___2 0,981741 4,76E-05 103,66 103,66 73,156 0,39338 392920000 Ubiquitin-conjugating enzyme E2 J1 SPRQRRAQQQSQRRLSTSPDVIQGHQPRDNHUID14782 1;2

Q9Y385 UBE2J1 S 268 0,132657 2 ___2 0,957358 2,13E-05 74,789 65,467 74,789 0,097466 38395000 Ubiquitin-conjugating enzyme E2 J1 RQRRAQQQSQRRLSTSPDVIQGHQPRDNHTDUID14783 2

Q9UGU0 TCF20 S 574 0,132627 3 ___2 0,997541 0,00036031 43,841 43,841 43,841 0,12869 61529000 Transcription factor 20 SPAQGAQNEPPRLNASPAAREEATSPGAKDMUID14243 2

Q9UGU0 TCF20 S 583 0,132627 2 ___2 0,935319 0,00036031 43,841 43,841 42,959 0,43317 61529000 Transcription factor 20 PPRLNASPAAREEATSPGAKDMPLSSDGNPKUID14244 2

Q15029 EFTUD2 S 19 0,132534 3 ___1 1 4,46E-53 179,85 177,77 140,94 0,19886 266110000 116 kDa U5 small nuclear ribonucleoprotein componentDLYDEFGNYIGPELDSDEDDDELGRETKDLDUID2855 1

O14639 ABLIM1 S 435 0,132395 2 ___2 0,998566 2,20E-05 117 117 117 0,59076 44807000 Actin-binding LIM protein 1 RQSLGESPRTLSPTPSAEGYQDVRDRMIHRSUID8257 2

Q96D71 REPS1 S 556 0,132245 3 ___2 0,672396 2,16E-17 124,37 124,37 119,89 0,017907 403770000 RalBP1-associated Eps domain-containing protein 1 PDNTAPPPPPPRPQPSHSRSSSLDMNRTFTVUID12913 2;3

P06748 NPM1 S 243 0,132206 2 ___1 0,997327 1,59E-05 143,24 108,06 143,24 0,3177 73688000 Nucleophosmin FKKQEKTPKTPKGPSSVEDIKAKMQASIEKGUID851 1

Q9Y3P8 SIT1 S 83 0,1322 3 ___1 0,961529 1,03E-10 82,449 82,449 79,426 0,36587 51353000 Signaling threshold-regulating transmembrane adapter 1RGRSRSHPGQGRSGESVEEVPLYGNLHYLQTUID6705 1;2

Q8IXT5 RBM12B S 718 0,131988 4 ___1 0,999999 3,41E-05 100,97 100,97 100,97 -0,071848 37014000 RNA-binding protein 12B PEEDFRHSPEEDFRQSPQEHFRRPPQEHFRRUID4093 1

P51532 SMARCA4 S 1382 0,131847 2 ___1 0,970399 1,10E-06 122,55 111,68 122,55 0,056192 31954000 Transcription activator BRG1 FGRGSRHRKEVDYSDSLTEKQWLKAIEEGTLUID1808 1

Q9UJV9 DDX41 S 66 0,131589 4 ___2 0,999237 3,07E-15 67,871 67,871 67,871 -0,090347 26597000 Probable ATP-dependent RNA helicase DDX41 LQRRRKGAAEEEQQDSGSEPRGDEDDIPLGPUID14323 2

Q9UJV9 DDX41 S 68 0,131589 4 ___2 0,999237 3,07E-15 67,871 67,871 67,871 -0,090347 26597000 Probable ATP-dependent RNA helicase DDX41 RRRKGAAEEEQQDSGSEPRGDEDDIPLGPQSUID14324 2

P16401 HIST1H1B T 11 0,131589 3 ___1 0,940308 4,26E-13 136,81 136,81 88,541 0,34223 363950000 Histone H1.5 _____MSETAPAETATPAPVEKSPAKKKATKUID7044 1;2

Q92614 MYO18A T 2045 0,131503 2 ___2 0,869606 9,25E-08 74,46 74,46 74,46 -0,55502 97434000 Unconventional myosin-XVIIIa TSRPRYSHSYLSDSDTEAKLTETNA______UID15773 2

Q96PM5 RCHY1 S 257 0,131482 2 ___1 1 0,00885858 80,219 44,892 80,219 -0,40154 75527000 RING finger and CHY zinc finger domain-containing protein 1ICESYNTAQAGGRRISLDQQ___________UID5009 1

Q14684 RRP1B S 458 0,131326 4 ___2 0,973803 4,16E-36 160,86 160,86 160,86 -0,037073 453630000 Ribosomal RNA processing protein 1 homolog B VAEPGAEATSSTGEESGSEHPPAVPMHNKRKUID10851 1;2;3

Q9BVC5 C2orf49 S 189 0,131326 3 ___2 0,936334 0,00013654 40,454 37,167 40,454 -0,24422 4588600 Ashwin NHDLTHRKSPSGPVKSPPLSPVGTTPVKLKRUID13400 2

Q9BVC5 C2orf49 S 182 0,131326 3 ___2 0,723744 0,00013654 40,454 37,167 40,454 -0,24422 4588600 Ashwin NNNDAKQNHDLTHRKSPSGPVKSPPLSPVGTUID13399 2

Q8N163 CCAR2 S 678 0,131194 2 ___1 0,999919 2,25E-15 117,67 112,39 71,607 0,84815 295110000 Cell cycle and apoptosis regulator protein 2 FAGAKLEDSEVRSVASNQSEMEFSSLQDMPKUID4192 1;2;3

Q96JN8 NEURL4 S 502 0,131131 2 ___1 1 0,0116823 52,278 26,542 42,718 -0,1734 13775000 Neuralized-like protein 4 HSDRLRRNNAILRALSPEGALRRAAPAAQAEUID4961 1

Q9NWT1 PAK1IP1 S 320 0,131063 2 ___1 0,964727 0,00042066 61,409 43,59 61,409 0,92016 5356300 p21-activated protein kinase-interacting protein 1 KVADMKESLPPAAEPSPVSKEQSKIGKKEPGUID5914 1

Q7Z6E9 RBBP6 S 772 0,131034 2 ___3 0,999887 0,00065916 66,004 66,004 66,004 -0,011584 622190000 E3 ubiquitin-protein ligase RBBP6 RSRSPPYRRYHSRSRSPQAFRGQSPNKRNVPUID20024 3

P35579 MYH9 S 1943 0,130958 2 ___1 1 4,37E-30 169,7 169,7 107,57 -0,01881 410090000 Myosin-9 FVVPRRMARKGAGDGSDEEVDGKADGAEAKPUID1377 1

Q12912 LRMP S 185 0,130942 3 ___1 0,941494 7,87E-07 86,539 83,151 86,539 0,17164 11342000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinIEEHKKEHASGDSVVSPLPVTTVKSVNLRQSUID2353 1

Q9NVU0 POLR3E S 161 0,130799 2 ___2 1 8,30E-05 60,157 51,203 60,157 0,54488 8899000 DNA-directed RNA polymerase III subunit RPC5 DAKHREREAANEAGDSSQDEAEDDVKQITVRUID13977 2

Q9NVU0 POLR3E S 162 0,130799 2 ___2 1 8,30E-05 60,157 51,203 60,157 0,54488 8899000 DNA-directed RNA polymerase III subunit RPC5 AKHREREAANEAGDSSQDEAEDDVKQITVRFUID13978 2

Q9UQ35 SRRM2 S 353 0,130767 2 ___2 0,999995 4,97E-17 114,87 103,72 114,87 0,071536 826470000 Serine/arginine repetitive matrix protein 2 KDKDKKEKSATRPSPSPERSSTGPEPPAPTPUID14606 2;3

Q15424 SAFB2;SAFB S 344 0,130707 3 ___1 0,996522 1,06E-40 117,74 117,74 111,24 -0,42248 1019500000 Scaffold attachment factor B2;Scaffold attachment factor B1EASSEELAEAPTEAPSPEARDSKEDGRKFDFUID2641 1;2

Q05519 SRSF11 S 323 0,13066 3 ___2 0,999975 0,00055174 68,173 68,173 68,173 -0,004724 82812000 Serine/arginine-rich splicing factor 11 SKTRDKKKEDKEKKRSKTPPKSYSTARRSRSUID10291 2

Q05519 SRSF11 T 325 0,13066 3 ___2 0,999834 0,00055174 68,173 68,173 59,862 0,06475 82812000 Serine/arginine-rich splicing factor 11 TRDKKKEDKEKKRSKTPPKSYSTARRSRSASUID15361 2

Q5T4S7 UBR4 S 2719 0,1306 2 ___1 0,991959 6,93E-14 175,15 145,41 175,15 -0,18801 308960000 E3 ubiquitin-protein ligase UBR4 VLRPRNKRRHVTLPSSPRSNTPMGDKDDDDDUID3254 1;2

Q9UQ35 SRRM2 S 536 0,130293 2 ___1 1 2,71E-06 118,08 96,267 40,025 -0,26496 4136500000 Serine/arginine repetitive matrix protein 2 RWGRSRSPQRRGRSRSPQRPGWSRSRNTQRRUID6525 1;2;3

Q6ZSZ5 ARHGEF18 S 338 0,130272 2 ___1 0,991235 5,33E-05 84,468 49,265 81,619 -0,46603 11845000 Rho guanine nucleotide exchange factor 18 ASLKEHPRGTLLSDGSPALSRNVGMTVSQKGUID3625 1

Q9Y3L3 SH3BP1 S 544 0,13019 3 ___1 0,999912 0,00020677 51,348 51,348 51,348 0,22972 25594000 SH3 domain-binding protein 1 ATKERTESEVPPRPASPKVTRSPPETAAPVEUID6699 1

P60709 POTEF;ACTB;ACTG1;POTEE;ACTBL2;POTEKP;ACTA1;ACTA2;ACTG2;ACTC1S 239 0,130093 2 ___1 0,930435 3,23E-05 70,281 63,7 63,037 0,43893 8789700 POTE ankyrin domain family member F;Actin, cytoplasmic 1;Actin, cytoplasmic 1, N-terminally processed;Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processed;POTE ankyrin domain family member E;Beta-actin-like protein 2;Putative beta-actin-like protein 3;Putative beta-actin-like protein 3, N-terminally processed;Actin, alpha skeletal muscle;Actin, aortic smooth muscle;Actin, gamma-enteric smooth muscle;Actin, alpha cardiac muscle 1ENEMATAASSSSLEKSYELPDGQVITIGNER;EQEMATAASSSSLEKSYELPDGQVITIGNER;EQEMATVASSSSLEKSYELPDGQVITIGNERUID23 1

Q13627 DYRK1A;DYRK1BY 321 0,130067 2 ___1 0,999434 3,10E-07 151,56 109,17 71,501 -0,089472 324690000 Dual specificity tyrosine-phosphorylation-regulated kinase 1A;Dual specificity tyrosine-phosphorylation-regulated kinase 1BVDFGSSCQLGQRIYQYIQSRFYRSPEVLLGMUID8053 1

Q8NCD3 HJURP S 412 0,130008 2 ___1 1 0,0551634 43,442 35,618 43,442 -0,11782 2406200 Holliday junction recognition protein NLDEENRFRTLKWLISPVKIVSRPTIRQGHGUID4283 1

Q7L2J0 MEPCE S 217 0,130008 2 ___1 0,83087 2,00E-42 202,63 202,63 78,191 0,33362 267340000 7SK snRNA methylphosphate capping enzyme DEEVSRTLNAETPKSSPLPAKGRDPVEILIPUID3694 1;2

P25205 MCM3 Y 708 0,129924 2 ___2 0,998211 4,17E-45 188,86 184,62 157,28 -0,33495 106290000 DNA replication licensing factor MCM3 KTRQPDAKDGDSYDPYDFSDTEEEMPQVHTPUID16133 2;3

Q9NYF8 BCLAF1 T 402 0,129876 2 ___1 0,99974 5,95E-41 192,96 187,35 192,96 0,18245 89711000 Bcl-2-associated transcription factor 1 KESGKQKFNDSEGDDTEETEDYRQFRKSVLAUID7847 1;2

Q14676 MDC1 S 299 0,129676 4 ___2 0,999815 1,05E-21 114,08 114,08 96,77 0,019599 1087500000 Mediator of DNA damage checkpoint protein 1 PAGVILERSQPPGEDSDTDVDDDSRPPGRPAUID10831 2;3

Q6P6C2 ALKBH5 S 361 0,129633 2 ___1 0,999292 0,00016666 87,001 87,001 87,001 0,11782 21937000 RNA demethylase ALKBH5 ENRRSVLLPTHRRRGSFSSENYWRKSYESSEUID3523 1

Q9ULL5 PRR12 T 1376 0,129613 2 ___2 0,595583 1,71E-06 74,141 64,353 74,141 0,54417 13110000 Proline-rich protein 12 SPCKRLDEELKRNLETLPSFSSDEEDSVAKNUID15989 2



Q8NE71 ABCF1 S 105 0,129477 2 ___3 1 2,63E-09 130,77 120,44 105,77 0,47624 3103300000 ATP-binding cassette sub-family F member 1 DDGEEKELMERLKKLSVPTSDEEDEVPAPKPUID20511 2;3

Q8NE71 ABCF1 S 109 0,129477 2 ___3 1 1,43E-12 139,45 139,45 105,77 0,47624 6311300000 ATP-binding cassette sub-family F member 1 EKELMERLKKLSVPTSDEEDEVPAPKPRGGKUID20512 1;2;3

Q8NE71 ABCF1 T 108 0,129477 2 ___3 1 2,63E-09 131,17 131,17 105,77 0,47624 5292600000 ATP-binding cassette sub-family F member 1 EEKELMERLKKLSVPTSDEEDEVPAPKPRGGUID23825 2;3

P45973 CBX5 S 11 0,129217 2 ___2 0,991756 2,50E-07 83,617 79,516 65,563 0,018641 64535000 Chromobox protein homolog 5 _____MGKKTKRTADSSSSEDEEEYVVEKVLUID9637 2;4

Q86YV0 RASAL3 S 841 0,129179 2 ___1 0,997891 0,00019374 78,513 52,705 78,513 0,15943 45120000 RAS protein activator like-3 ARRRQSAGPWPRPKGSLSMGPAPRARPWTRDUID4005 1

Q641Q2 FAM21A;FAM21CS 284 0,129168 2 ___2 0,998443 0,00046849 58,831 58,831 58,831 0,24871 43018000 WASH complex subunit FAM21A;WASH complex subunit FAM21CEEDIEDIEENTRPKRSRPTSFADELAARIKGUID11480 2

Q641Q2 FAM21A;FAM21CT 287 0,129168 2 ___2 0,592028 0,00046849 58,831 58,831 40,025 0,47155 43018000 WASH complex subunit FAM21A;WASH complex subunit FAM21CIEDIEENTRPKRSRPTSFADELAARIKGDAM;IEDIEENTRPKRSRPTSFADELAARIKGDAVUID15578 2

Q9UK58 CCNL1 S 352 0,128964 2 ___1 1 5,82E-07 132,06 118,71 55,899 -0,077624 119120000 Cyclin-L1 ASKPSSPREVKAEEKSPISINVKTVKKEPEDUID6232 1;2

Q9C0A6 SETD5 S 865 0,128935 3 ___1 0,999993 6,22E-07 84,762 80,885 84,762 -0,31795 15416000 SET domain-containing protein 5 PLSPVTPPPPNSGSKSPQLATPGSSHPGEEEUID5410 1

O15530 PDPK1;PDPK2P S 241 0,128753 2 ___1 0,999905 4,21E-12 135,09 135,09 135,09 0,5274 110510000 3-phosphoinositide-dependent protein kinase 1;Putative 3-phosphoinositide-dependent protein kinase 2TAKVLSPESKQARANSFVGTAQYVSPELLTEUID272 1

Q6PD74 AAGAB S 310 0,128288 2 ___2 1 7,46E-05 45,205 45,205 43,594 1,0973 61718000 Alpha- and gamma-adaptin-binding protein p34 FWMAIGGDRDEIEGLSSDEEH__________UID11628 2

Q6PD74 AAGAB S 311 0,128288 2 ___2 1 7,46E-05 45,205 45,205 43,594 1,0973 61718000 Alpha- and gamma-adaptin-binding protein p34 WMAIGGDRDEIEGLSSDEEH___________UID11629 2

Q13043 STK4 S 320 0,128151 2 ___1 1 4,14E-22 157,51 146,24 139,11 -0,048127 115320000 Serine/threonine-protein kinase 4;Serine/threonine-protein kinase 4 37kDa subunit;Serine/threonine-protein kinase 4 18kDa subunitQESQQREVDQDDEENSEEDEMDSGTMVRAVGUID2381 1

Q8N201 INTS1 S 1326 0,12811 2 ___1 0,5 2,84E-05 104,82 78,382 104,82 0,51277 78024000 Integrator complex subunit 1 SLPPRRDSTEAPKPKSSPEQPIGQGRIRVGTUID4207 1

Q8N201 INTS1 S 1327 0,12811 2 ___1 0,5 2,84E-05 104,82 78,382 104,82 0,51277 78024000 Integrator complex subunit 1 LPPRRDSTEAPKPKSSPEQPIGQGRIRVGTQUID4208 1

P27816 MAP4 S 280 0,128068 2 ___1 0,99989 1,77E-130 276,63 276,63 276,63 0,050609 1516100000 Microtubule-associated protein 4 ALATKTEVALAKDMESPTKLDVTLAKDMQPSUID1255 1

Q9NYF8 BCLAF1 S 183 0,128054 3 ___1 0,99999 6,07E-10 103,14 103,14 103,14 0,39136 265030000 Bcl-2-associated transcription factor 1 KAEGEPQEESPLKSKSQEEPKDTFEHDPSESUID5964 1

Q15036 SNX17 S 415 0,127897 3 ___2 0,972623 0,00013741 40,381 36,983 40,381 0,21906 5015000 Sorting nexin-17 VGGTLRRSDSQQAVKSPPLLESPDATRESMVUID10959 2

Q15036 SNX17 S 407 0,127897 3 ___2 0,554152 0,00013741 40,381 36,983 40,381 0,21906 5015000 Sorting nexin-17 IRKMLRRRVGGTLRRSDSQQAVKSPPLLESPUID10958 2

Q96T58 SPEN S 1222 0,127294 3 ___1 0,93923 4,12E-12 121,72 121,72 99,396 0,33098 76829000 Msx2-interacting protein LVHEVGKPPQDVTDDSPPSKKKRMDHVDFDIUID5124 1

Q05519 SRSF11 S 456 0,127274 2 ___1 1 1,43E-07 133,16 133,16 90,861 0,23281 142360000 Serine/arginine-rich splicing factor 11 EKKPIETGSPKTKECSVEKGTGDSLRESKVNUID2192 1

Q9NW64 RBM22 S 142 0,127237 2 ___1 0,707847 0,0163633 41,824 41,824 41,824 0,094006 4412800 Pre-mRNA-splicing factor RBM22 NSDGTRPVGMLGKATSTSDMLLKLARTTPYYUID5885 1

Q9H2X6 HIPK2;HIPK1 T 360 0,127237 2 ___1 0,633941 0,00131533 109,11 103,19 109,11 -0,51114 12177000 Homeodomain-interacting protein kinase 2;Homeodomain-interacting protein kinase 1IDFGSASHVSKAVCSTYLQSRYYRAPEIILGUID7593 1

Q12888 TP53BP1 S 630 0,127149 3 ___1 0,835754 6,48E-13 67,78 67,78 67,78 -0,11998 72913000 Tumor suppressor p53-binding protein 1 VCIDLTCDSGSQAVPSPATRSEALSSVLDQEUID2319 1

O60832 DKC1 S 455 0,127105 3 ___2 1 4,42E-13 140,56 140,56 41,475 0,30445 1127400000 H/ACA ribonucleoprotein complex subunit 4 EAAKTAKRKRESESESDETPPAAPQLIKKEKUID8550 2;3;4

Q5T1M5 FKBP15 S 956 0,126925 2 ___1 1 2,45E-40 189,18 189,18 166,6 -0,036646 1184400000 FK506-binding protein 15 SEEEEEKAEERPRRPSQEQSASASSGQPQAPUID3220 1

Q69YN4 KIAA1429 S 1579 0,126893 2 ___1 0,996525 1,10E-24 185,25 148,83 185,25 0,10461 195510000 Protein virilizer homolog DLHSELERSFLSEPSSPGRTKTTKGFKLGKHUID3410 1

Q9H501 ESF1 S 657 0,126841 3 ___1 0,999998 1,59E-11 76,004 76,004 76,004 -0,29876 126870000 ESF1 homolog KKRLKRKQKALAEEASEEELPSDVDLNDPYFUID5594 1;2

O95835 LATS1 S 464 0,126639 2 ___1 0,996553 4,71E-08 133,85 133,85 126,66 -0,19669 37960000 Serine/threonine-protein kinase LATS1 HEIPTWQPNIPVRSNSFNNPLGNRASHSANSUID772 1

Q7L4I2 RSRC2 S 4 0,126629 2 ___1 0,783053 2,87E-05 92,773 70,052 70,373 -0,42466 48771000 Arginine/serine-rich coiled-coil protein 2 ____________MAASDTERDGLAPEKTSPDUID3696 1

Q9UQ80 PA2G4 S 361 0,126628 2 ___1 0,758165 0,00050764 106,62 64,914 102,06 -0,063681 41408000 Proliferation-associated protein 2G4 EMEVQDAELKALLQSSASRKTQKKKKKKASKUID6573 1

Q8N5Y2 MSL3 T 405 0,126481 3 ___2 0,961451 7,24E-07 60,728 60,728 60,728 0,053839 16984000 Male-specific lethal 3 homolog KKTPVHSRSSSPIPLTPSKEGSAVFAGFEGRUID15722 2

Q5SW79 CEP170;CEP170P1S 1529 0,126435 3 ___1 0,972034 8,70E-10 74,274 74,274 74,274 0,16793 90800000 Centrosomal protein of 170 kDa;Cep170-like protein PSPPKQKSSPVNNHHSPGQTPTLGQPEARALUID3217 1;2

P49790 NUP153 S 209 0,126248 2 ___1 0,999999 0,0002541 67,234 55,795 62,055 -0,32266 12963000 Nuclear pore complex protein Nup153 KDITVSKNTSLPPLWSPEAERSHSLSQHTATUID1730 1;2

Q9NRG9 AAAS S 495 0,126157 2 ___1 1 0,00637017 93,992 62,413 42,287 -0,833 191980000 Aladin AHIPLYFVNAQFPRFSPVLGRAQEPPAGGGGUID5807 1

Q15154 PCM1 S 960 0,126032 2 ___1 1 3,04E-05 113,72 108 113,72 -0,59165 67076000 Pericentriolar material 1 protein NGKETKNRWKNNCPFSADENYRPLAKTRQQNUID2890 1

Q9BYW2 SETD2 S 744 0,125851 3 ___2 0,71271 9,30E-06 58,054 53,249 58,054 -0,29743 20435000 Histone-lysine N-methyltransferase SETD2 EKDLDDTCMLHKKSESPFRETEPLVSPHQDKUID13476 2

Q96F63 CCDC97 S 257 0,12574 3 ___1 1 1,13E-15 112,26 109,98 102,36 -0,12351 78373000 Coiled-coil domain-containing protein 97 EEEEACLEEEEEEEDSDEEDQRSGKDSEAWVUID4866 1

Q86Y91 KIF18B S 674 0,125651 2 ___2 0,999718 2,46E-09 95,205 77,505 95,205 -0,47202 52523000 Kinesin-like protein KIF18B TKRQRQSFLPCLRRGSLPDTQPSQGPSTPKGUID12071 1;2

Q86Y91 KIF18B S 685 0,125651 3 ___2 0,522269 2,46E-09 81,534 67,638 81,534 -0,20911 16410000 Kinesin-like protein KIF18B LRRGSLPDTQPSQGPSTPKGERASSPCHSPRUID12072 2

Q9UQ35 SRRM2 T 866 0,125565 3 ___3 0,990037 2,13E-14 98,398 98,398 71,907 0,082644 1946700000 Serine/arginine repetitive matrix protein 2 RQGSITSPQANEQSVTPQRRSCFESSPDPELUID24128 2;3;4

P60228 EIF3E S 399 0,125519 3 ___1 0,855645 1,11E-06 63,165 63,165 63,165 -0,16958 2703600 Eukaryotic translation initiation factor 3 subunit E IDSKLGHVVMGNNAVSPYQQVIEKTKSLSFRUID1939 1

P33241 LSP1 S 189 0,125518 2 ___2 0,98363 1,48E-153 274,6 274,6 274,6 -0,30255 1203800000 Lymphocyte-specific protein 1 RTPSPLVLEGTIEQSSPPLSPTTKLIDRTESUID9438 1;2;3

Q9Y6Q9 NCOA3 S 214 0,125452 2 ___1 1 3,59E-19 118,21 100,34 118,21 -0,68186 38174000 Nuclear receptor coactivator 3 MLMKTPHDILEDINASPEMRQRYETMQCFALUID6847 1

Q96D71 REPS1 S 562 0,125122 2 ___1 0,999763 0,00181717 120,99 102,24 120,99 -0,13556 92001000 RalBP1-associated Eps domain-containing protein 1 PPPPPRPQPSHSRSSSLDMNRTFTVTTGQQQUID4818 1

P36915 GNL1 T 48 0,124967 2 ___3 1 1,28E-06 126,63 119,4 126,63 0,51978 1024800000 Guanine nucleotide-binding protein-like 1 SSNSRSGSRERREEQTDTSDGESVTHHIRRLUID23308 2;3

P36915 GNL1 S 51 0,124967 4 ___3 0,99403 2,98E-07 126,63 119,4 75,797 -0,18605 1079600000 Guanine nucleotide-binding protein-like 1 SRSGSRERREEQTDTSDGESVTHHIRRLNQQUID17594 1;2;3

Q99590 SCAF11 S 608 0,12495 3 ___2 0,995247 1,67E-10 102,45 102,45 102,45 -0,36381 127440000 Protein SCAF11 TEHKDFTLKTEELIESPKLESSEGEIIQTVDUID13259 1;2

Q99590 SCAF11 S 614 0,12495 2 ___2 0,553715 1,67E-10 81,904 61,808 81,904 0,046145 89182000 Protein SCAF11 TLKTEELIESPKLESSEGEIIQTVDRQSVKSUID13256 1;2

Q99590 SCAF11 S 613 0,12495 3 ___2 0,548323 1,67E-10 77,847 77,847 72,145 0,63389 85798000 Protein SCAF11 FTLKTEELIESPKLESSEGEIIQTVDRQSVKUID13255 1;2

Q6ZSZ5 ARHGEF18 S 155 0,124686 2 ___1 0,999989 4,00E-05 128,81 117,04 128,81 0,13976 210910000 Rho guanine nucleotide exchange factor 18 PGKECDSPKKRGRSRSVPVSFYEIRSPEISPUID3630 1

Q9BRZ2 TRIM56 S 475 0,124593 3 ___3 0,999885 4,09E-05 49,445 32,939 42,106 0,19351 48129000 E3 ubiquitin-protein ligase TRIM56 KKKFKGRLKSISREPSPALGPNLDGSGLLPRUID21448 2;3

Q9BRZ2 TRIM56 S 469 0,124593 3 ___3 0,999882 4,16E-05 42,106 42,106 42,106 0,19351 15188000 E3 ubiquitin-protein ligase TRIM56 GGRPNKKKKFKGRLKSISREPSPALGPNLDGUID21446 2;3

Q9BRZ2 TRIM56 S 471 0,124593 3 ___3 0,999882 4,09E-05 49,445 32,939 42,106 0,19351 48129000 E3 ubiquitin-protein ligase TRIM56 RPNKKKKFKGRLKSISREPSPALGPNLDGSGUID21447 2;3

Q8IZ73 RPUSD2 S 68 0,124577 2 ___1 1 0,00012729 72,417 60,271 57,106 -0,20407 55523000 RNA pseudouridylate synthase domain-containing protein 2HQQNGDAGGDAKVELSPGPPKPAGREVEPAPUID4168 1

Q9Y3P9 RABGAP1 T 996 0,124333 3 ___1 0,998708 1,44E-05 78,021 78,021 69,737 -0,14783 23884000 Rab GTPase-activating protein 1 RVKGISSTKEVLDEDTDEEKETLKNQLREMEUID7980 1

Q6VN20 RANBP10 S 365 0,124328 2 ___2 0,555456 3,77E-05 88,768 68,738 88,768 -0,12949 15557000 Ran-binding protein 10 SLSSRSPKSQDSYPGSPSLSPRHGPSSSHMHUID11686 2

O43159 RRP8 S 64 0,124224 3 ___2 0,999854 1,88E-36 132,48 112,43 128,71 0,0069551 454880000 Ribosomal RNA-processing protein 8 AASLSQHPPSLCISDSEEEEEERKKKCPKKAUID8377 2

Q12888 TP53BP1 S 1113 0,12412 3 ___1 0,499999 3,92E-18 130,87 130,87 130,87 0,34041 123030000 Tumor suppressor p53-binding protein 1 DPVSPASQKMVIQGPSSPQGEAMVTDVLEDQUID2332 1

Q9Y618 NCOR2 S 956 0,123973 3 ___1 1 3,89E-05 94,023 64,479 40,237 -0,5017 76638000 Nuclear receptor corepressor 2 RPSLLTPTGDPRANASPQKPLDLKQLKQRAAUID6799 1

Q7Z417 NUFIP2 S 212 0,123931 2 ___1 0,974007 3,41E-07 126,16 119,78 126,16 0,81593 108620000 Nuclear fragile X mental retardation-interacting protein 2YITNGYMGKGADNDGSGSESGYTTPKKRKARUID3761 1;2

Q12872 SFSWAP S 909 0,123842 3 ___1 0,995944 1,39E-09 73,805 73,805 73,805 0,081558 28117000 Splicing factor, suppressor of white-apricot homolog PVESRGSSQERSRGVSQEKEAQISSAIVSSVUID2292 1

Q92794 KAT6A S 1113 0,1238 4 ___1 0,96987 1,79E-08 64,722 62,145 64,722 0,19355 50884000 Histone acetyltransferase KAT6A SSSKRKSKDEEEDEESDDADDTPILKPVSLLUID4702 1

Q9ULJ3 ZBTB21 S 981 0,123799 3 ___2 0,665424 0,00237649 51,029 45,599 51,029 0,098391 3327900 Zinc finger and BTB domain-containing protein 21 ESAHKESEVCPVPTNSPSPPPLPPPPPLPKIUID14413 2

Q9ULJ3 ZBTB21 S 983 0,123799 3 ___2 0,665424 0,00237649 51,029 45,599 51,029 0,098391 3327900 Zinc finger and BTB domain-containing protein 21 AHKESEVCPVPTNSPSPPPLPPPPPLPKIQPUID14414 2

Q9ULJ3 ZBTB21 T 979 0,123799 3 ___2 0,665424 0,00237649 51,029 45,599 51,029 0,098391 3327900 Zinc finger and BTB domain-containing protein 21 SEESAHKESEVCPVPTNSPSPPPLPPPPPLPUID15987 2

Q6NZY4 ZCCHC8 S 597 0,123534 3 ___2 0,90821 6,55E-05 48,677 44,634 48,616 0,27181 14061000 Zinc finger CCHC domain-containing protein 8 EVPEIFTKKSEAGHASSPDSEVTSLCQKEKAUID11589

Q6NZY4 ZCCHC8 S 598 0,123534 3 ___2 0,90821 1,32E-07 73,927 59,886 48,616 0,27181 17589000 Zinc finger CCHC domain-containing protein 8 VPEIFTKKSEAGHASSPDSEVTSLCQKEKAEUID11590 1

Q9BZ29 DOCK9 S 1275 0,123505 3 ___1 0,895642 2,28E-07 82,482 82,482 67,413 0,83287 14534000 Dedicator of cytokinesis protein 9 DSGNSLPERNSEKSNSLDKHQQSSTLGNSVVUID5388 1

P35269 GTF2F1 T 389 0,123435 2 ___1 0,950597 9,66E-08 74,207 60,981 41,202 -0,13959 266920000 General transcription factor IIF subunit 1 RKPSGGSSRGNSRPGTPSAEGGSTSSTLRAAUID7104 1;2

Q9UPN7 PPP6R1 S 530 0,123269 4 ___1 0,554609 7,86E-11 108,44 101,49 80,664 -0,27581 21150000 Serine/threonine-protein phosphatase 6 regulatory subunit 1KKNMVDLVNTHHLHSSSDDEDDRLKEFNFPEUID6400 1

Q15154 PCM1 S 384 0,123269 3 ___1 0,5 0,00141325 50,806 22,523 50,806 0,31879 10494000 Pericentriolar material 1 protein ESLSLTREVSQSRKPSASERLPDEKVELFSKUID2888 1

Q86TI0 TBC1D1 S 503 0,123236 2 ___1 0,770951 2,58E-05 116,71 95,106 105,65 0,086283 5958600 TBC1 domain family member 1 ATRFRLDMLKNKAKRSLTESLESILSRGNKAUID3872 1

Q8N9T8 KRI1 S 171 0,123222 2 ___1 1 1,13E-21 150,11 150,11 146,47 -0,21835 264120000 Protein KRI1 homolog EQKQLKESFRAFVEDSEDEDGAGEGGSSLLQUID4266 1

Q9Y2W1 THRAP3 S 248 0,123145 2 ___2 1 1,57E-83 237,46 213,01 237,46 -0,1923 1263700000 Thyroid hormone receptor-associated protein 3 ASRASAVSELSPRERSPALKSPLQSVVVRRRUID14752 2

Q9Y2W1 THRAP3 S 253 0,123145 3 ___2 0,999957 1,57E-83 237,46 213,01 130,73 0,13316 1267900000 Thyroid hormone receptor-associated protein 3 AVSELSPRERSPALKSPLQSVVVRRRSPRPSUID14753 1;2

P49760 CLK2 S 142 0,123142 3 ___1 1 8,25E-10 87,102 87,102 87,102 0,10792 43399000 Dual specificity protein kinase CLK2 TFSRSSSQHSSRRAKSVEDDAEGHLIYHVGDUID1717 1

Q96JM3 CHAMP1 S 432 0,12307 2 ___2 1 5,18E-08 89,08 76,278 53,034 -0,47818 877930000 Chromosome alignment-maintaining phosphoprotein 1PELRKPGPPLSPEIRSPAGSPELRKPSGSPDUID13036 2;3

Q9H1B7 IRF2BPL S 69 0,122739 2 ___1 1 0,00902413 45,879 36,291 45,879 0,14725 3855000 Interferon regulatory factor 2-binding protein-like ARQLKRAHGCFQDGRSPGPPPPVGVKTVALSUID5503 1

Q9NUA8 ZBTB40 S 190 0,12255 3 ___1 0,780127 1,08E-10 67,396 61,91 67,396 -0,061435 28902000 Zinc finger and BTB domain-containing protein 40 TEEAAHSVSQEMSVNSPTAQESQRNAETPAEUID5866 1

P17706 PTPN2 S 304 0,122436 2 ___1 1 2,41E-07 126,48 105,82 126,48 -0,70359 338130000 Tyrosine-protein phosphatase non-receptor type 2 WKELSKEDLSPAFDHSPNKIMTEKYNGNRIGUID1051 1

Q9UPT8 ZC3H4 S 904 0,122414 3 ___2 0,918728 2,67E-06 54,152 54,152 54,152 0,056317 39350000 Zinc finger CCCH domain-containing protein 4 DPRLARALPTSKPEGSLHSSPVGPSSSKGSGUID14515 2

Q9UPT8 ZC3H4 S 907 0,122414 3 ___2 0,701655 2,31E-06 55,67 55,67 55,67 0,31067 39350000 Zinc finger CCCH domain-containing protein 4 LARALPTSKPEGSLHSSPVGPSSSKGSGPPPUID14516 2

P30419 NMT1 S 47 0,122352 2 ___1 1 5,99E-09 135,94 119,32 135,94 0,22391 418010000 Glycylpeptide N-tetradecanoyltransferase 1 DCENEEDNSYNRGGLSPANDTGAKKKKKKQKUID1306 1

Q96E09 FAM122A S 35 0,122209 3 ___1 0,538783 1,55E-10 68,101 68,101 68,101 0,18156 9935700 Protein FAM122A PAEGGGSGGGGGLRRSNSAPLIHGLSDTSPVUID4841 1

Q9H1A4 ANAPC1 S 341 0,121944 2 ___1 0,594123 0,0072355 46,844 32,726 46,844 -0,12595 2689700 Anaphase-promoting complex subunit 1 HSQSRSTSSPSLHSRSPSISNMAALSRAHSPUID5499 1

P53611 RABGGTB T 3 0,121942 2 ___1 1 6,54E-05 117,93 76,393 117,93 0,015731 87757000 Geranylgeranyl transferase type-2 subunit beta _____________MGTPQKDVIIKSDAPDTLUID7206 1

Q96L91 EP400 S 736 0,121898 2 ___1 1 7,73E-05 143,04 92,334 143,04 0,10482 44706000 E1A-binding protein p400 SSPVNRPSSATNKALSPVTSRTPGVVASAPTUID4974 1

Q12912 LRMP S 131 0,121888 3 ___2 0,996852 2,68E-161 277,07 277,07 193,75 -0,13435 1945500000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinDRNSLCKKEEDTRSASPTIEAQGTSPAHDNIUID10456 1;2

P22059 OSBP S 379 0,12187 3 ___2 0,9155 1,73E-22 143,83 143,83 143,83 -0,12315 682970000 Oxysterol-binding protein 1 EIITMPENLGHKRTGSNISGASSDISLDEQYUID9256 1;2;3

P22059 OSBP T 377 0,12187 3 ___2 0,832197 2,07E-08 78,758 78,758 78,758 0,28506 230050000 Oxysterol-binding protein 1 APEIITMPENLGHKRTGSNISGASSDISLDEUID15168 1;2;3

Q9UQR0 SCML2 S 511 0,12161 2 ___2 1 9,10E-16 160,13 160,13 160,13 0,068532 119600000 Sex comb on midleg-like protein 2 TKRSPQQTVPYVVPLSPKLPKTKEYASEGEPUID14684 1;2

Q9UQR0 SCML2 S 499 0,12161 2 ___2 0,999999 9,10E-16 160,13 160,13 157,8 0,2144 149190000 Sex comb on midleg-like protein 2 QSAKEDVTERQSTKRSPQQTVPYVVPLSPKLUID14683 1;2

P50502 ST13 S 75 0,121546 3 ___2 1 5,19E-11 106,52 106,52 79,143 0,18351 207630000 Hsc70-interacting protein PDSKKVEEDLKADEPSSEESDLEIDKEGVIEUID9879 2;3

Q15154 PCM1 S 1765 0,121193 3 ___2 1 1,14E-14 109,02 105,68 98,538 0,1892 234980000 Pericentriolar material 1 protein QTQTSEVYDGPKNVRSDISDQEEDEESEGCPUID10988 2;3

Q15154 PCM1 S 1768 0,121193 3 ___2 1 1,14E-14 109,02 105,68 98,538 0,1892 234980000 Pericentriolar material 1 protein TSEVYDGPKNVRSDISDQEEDEESEGCPVSIUID10989 2;3

Q86YS7 C2CD5 S 293 0,121148 2 ___1 0,695954 0,00334817 66,262 66,262 66,262 0,24723 22321000 C2 domain-containing protein 5 THSSGPSTPLKNQTYSFSPSKSYSRQSSSSDUID3990 1

Q13615 MTMR3 S 647 0,121082 3 ___1 0,983635 5,33E-11 75,275 75,275 54,934 -0,050843 12462000 Myotubularin-related protein 3 CSDPSLNEKWQEHRRSLELSSLAGPGEDPLSUID2589 1

Q8IYB3 SRRM1 S 389 0,120978 2 ___2 1 1,50E-09 153,11 133,33 92,792 0,10535 2691200000 Serine/arginine repetitive matrix protein 1 PPKRTSSPPRKTRRLSPSASPPRRRHRPSPPUID12233 1;2;3

Q8IYB3 SRRM1 S 393 0,120978 2 ___2 1 1,50E-09 153,11 133,33 92,792 0,10535 2682900000 Serine/arginine repetitive matrix protein 1 TSSPPRKTRRLSPSASPPRRRHRPSPPATPPUID12235 2;3

Q9HCG8 CWC22 S 39 0,120891 3 ___2 0,999996 6,02E-06 78,272 78,272 78,272 0,028794 169870000 Pre-mRNA-splicing factor CWC22 homolog QRNSSPEDRYEEQERSPRDRDYFDYSRSDYEUID13819 2;3

Q9UQ35 SRRM2 T 2034 0,120883 2 ___1 1 0,00058709 108,47 34,585 47,559 0,083758 6532300000 Serine/arginine repetitive matrix protein 2 RSRTPPAIRRRSRSRTPLLPRKRSRSRSPLAUID7939 1;2;3

Q9NYF8 BCLAF1 S 290 0,120841 3 ___1 0,999931 5,13E-15 152,25 152,25 114,88 -0,14075 6506000000 Bcl-2-associated transcription factor 1 GSVGNGSSRYSPSQNSPIHHIPSRRSPAKTIUID5970 1;2

Q96PK6 RBM14 T 572 0,12076 3 ___1 0,773472 7,43E-32 120,11 120,11 106,06 -0,29435 310410000 RNA-binding protein 14 AYLSMSQGAVANANSTPPPYERTRLSPPRASUID7725 1

Q8WXH0 SYNE2 S 4110 0,12075 3 ___1 0,667443 1,51E-07 106,12 106,12 106,12 -0,20035 16941000 Nesprin-2 ERDASERKLNRRGSMSYLAAVEEEVEESSVKUID4559 1

Q9Y2K7 KDM2A S 28 0,120697 2 ___1 0,999986 3,58E-05 75,316 61,23 75,316 0,41622 35682000 Lysine-specific demethylase 2A RLRGTMRRRYEDDGISDDEIEGKRTFDLEEKUID6624 1

Q13098 GPS1 S 468 0,120644 3 ___1 0,950085 2,74E-07 74,665 74,665 73,127 -0,04433 58987000 COP9 signalosome complex subunit 1 MMLRAAVLRNQIHVKSPPREGSQGELTPANSUID2389 1

Q6VY07 PACS1 S 528 0,120617 3 ___2 0,514085 0,00010454 46,362 46,362 46,362 0,17569 35461000 Phosphofurin acidic cluster sorting protein 1 LKERQLSKPLSERTNSSDSERSPDLGHSTQIUID11690 2

Q9NRF8 CTPS2 S 574 0,120465 2 ___3 0,985388 7,04E-07 65,521 60,538 65,521 0,16653 15951000 CTP synthase 2 CKLSSSDRYSDASDDSFSEPRIAELEIS___UID22000 3

Q9NRF8 CTPS2 S 571 0,120465 2 ___3 0,975097 7,04E-07 65,521 60,538 65,521 0,16653 15951000 CTP synthase 2 QQGCKLSSSDRYSDASDDSFSEPRIAELEISUID21999 3

Q9UIG0 BAZ1B S 158 0,120352 3 ___1 0,996324 8,20E-28 155,5 149,78 155,5 -0,59749 582250000 Tyrosine-protein kinase BAZ1B VDEEATEKKSDGACDSPSSDKENSSQIAQDHUID6196 1;2

Q12888 TP53BP1 S 1114 0,120284 3 ___1 0,602618 3,92E-18 130,87 130,87 104,48 0,34873 194590000 Tumor suppressor p53-binding protein 1 PVSPASQKMVIQGPSSPQGEAMVTDVLEDQKUID2333 1

Q7Z589 EMSY S 1213 0,120219 2 ___1 0,692597 0,00056123 48,216 41,923 48,216 -0,44782 8492200 Protein EMSY ANSTPQQQKCRESCSSPSTVGSSLTTRKIDPUID3795 1

Q9Y3P8 SIT1 S 80 0,120219 2 ___1 0,499999 1,82E-10 79,311 79,311 79,311 0,58144 3733000 Signaling threshold-regulating transmembrane adapter 1QWTRGRSRSHPGQGRSGESVEEVPLYGNLHYUID6704 1

Q9Y3F4 STRAP S 335 0,120086 4 ___2 0,978507 8,54E-06 44,05 44,05 44,05 0,32381 6593100 Serine-threonine kinase receptor-associated protein IGFPETTEEELEEIASENSDCIFPSAPDVKAUID14793 2

Q9Y3F4 STRAP S 338 0,120086 4 ___2 0,978507 8,54E-06 44,05 44,05 44,05 0,32381 6593100 Serine-threonine kinase receptor-associated protein PETTEEELEEIASENSDCIFPSAPDVKA___UID14794 2

Q9BVS4 RIOK2 S 332 0,119688 2 ___1 1 2,60E-25 132,84 117,4 78,69 0,1022 95447000 Serine/threonine-protein kinase RIO2 HPLGPDDKNIETKEGSEFSFSDGEVAEKAEVUID5311 1;2;3

Q7Z2Z1 TICRR S 1433 0,119555 3 ___2 0,991652 0,00214746 43,791 38,185 43,791 0,025804 11323000 Treslin TDSRDDQKGLSLSPQSPPERRGYPGPGLRSDUID11825 2

Q7Z2Z1 TICRR S 1430 0,119555 3 ___2 0,526039 0,00214746 43,791 38,185 43,791 0,025804 11323000 Treslin AAPTDSRDDQKGLSLSPQSPPERRGYPGPGLUID11824 2

Q15785 TOMM34 S 186 0,119483 3 ___1 1 5,85E-05 90,707 56,015 90,707 -0,17541 33611000 Mitochondrial import receptor subunit TOM34 KSKSKETTATKNRVPSAGDVEKARVLKEEGNUID2979 1

Q6PJF5 RHBDF2 T 175 0,119479 3 ___1 0,708479 4,49E-10 96,679 81,909 96,679 0,02642 67547000 Inactive rhomboid protein 2 RDLELPSQEAPSFQGTESPKPCKMPKIVDPLUID7505 1

P35606 COPB2 T 861 0,119478 5 ___1 0,761177 2,42E-18 81,077 81,077 45,558 -0,061782 123790000 Coatomer subunit beta' RSTAQQELDGKPASPTPVIVASHTANKEEKSUID7107 1

P26368 U2AF2 S 2 0,119421 2 ___1 1 2,02E-08 160,59 155,11 56,729 -0,0026398 687250000 Splicing factor U2AF 65 kDa subunit ______________MSDFDEFERQLNENKQEUID1236 1

Q8IY81 FTSJ3 S 335 0,11929 2 ___3 0,999118 8,29E-70 215,48 207,3 214,53 -0,18923 165380000 pre-rRNA processing protein FTSJ3 AKKLKEQAKALDISLSSGEEDEGDEEDSTAGUID20297 2;3

Q8IY81 FTSJ3 S 336 0,11929 2 ___3 0,999118 8,29E-70 215,48 207,3 214,53 -0,18923 165380000 pre-rRNA processing protein FTSJ3 KKLKEQAKALDISLSSGEEDEGDEEDSTAGTUID20298 2;3

Q8IY81 FTSJ3 S 333 0,11929 3 ___3 0,91191 0,00304156 40,112 37,426 40,112 0,42751 4310200 pre-rRNA processing protein FTSJ3 YVAKKLKEQAKALDISLSSGEEDEGDEEDSTUID20296 3

Q9UJX2 CDC23 S 594 0,119024 2 ___2 0,519624 0,00017656 88,338 77,412 76,759 0,040393 6685900 Cell division cycle protein 23 homolog ANNTPTRRVSPLNLSSVTP____________UID14326 2

Q96QD9 FYTTD1 S 23 0,118928 2 ___1 1 2,66E-07 126,63 126,63 126,63 0,09932 107470000 UAP56-interacting factor LVGATATSSPPPKARSNENLDKIDMSLDDIIUID5017 1

Q14103 HNRNPD S 82 0,118919 3 ___1 0,663456 1,31E-194 301,77 276,43 81,016 0,39654 118750000 Heterogeneous nuclear ribonucleoprotein D0 KIDASKNEEDEGHSNSSPRHSEAATAQREEWUID2621 1

O14545 TRAFD1 S 415 0,118908 2 ___1 0,796845 3,36E-06 124,3 124,3 124,3 -0,086423 123230000 TRAF-type zinc finger domain-containing protein 1 VTEGIPRLDSQPQETSPELPRRRVRHQGDLSUID142 1

Q9BRD0 BUD13 S 197 0,118891 3 ___2 1 1,19E-06 91,093 86,933 62,891 0,15815 138130000 BUD13 homolog HDSSDTSPPRRARHDSPDPSPPRRPQHNSSGUID13324 2;3

Q9BRD0 BUD13 S 201 0,118891 3 ___2 1 1,19E-06 91,093 86,933 62,891 0,15815 138130000 BUD13 homolog DTSPPRRARHDSPDPSPPRRPQHNSSGASPRUID13325 2;3

Q6PKG0 LARP1 S 631 0,118686 2 ___2 1 6,66E-112 254,44 248 254,44 -0,051356 1206200000 La-related protein 1 MDGRKNTFTAWSDEESDYEIDDRDVNKILIVUID11654 2

Q6PKG0 LARP1 S 627 0,118686 2 ___2 0,999997 6,66E-112 254,44 248 254,44 -0,051356 1219300000 La-related protein 1 EMEQMDGRKNTFTAWSDEESDYEIDDRDVNKUID11653 1;2

Q9BW71 HIRIP3 S 227 0,118685 2 ___2 1 1,99E-37 168,05 168,05 168,05 -0,044516 1385700000 HIRA-interacting protein 3 EGNKGTKSLKESEQESEEEILAQKKEQREEEUID13429 1;2

Q9ULL5 PRR12 S 651 0,118684 2 ___1 1 2,14E-13 111,92 104,01 111,92 -1,4599 48934000 Proline-rich protein 12 TEDEEFLIQHLLQAPSPPRTSGADGLVGEDGUID6326 1

P22059 OSBP S 379 0,118647 3 ___1 0,9155 1,73E-22 143,83 143,83 143,83 -0,12315 682970000 Oxysterol-binding protein 1 EIITMPENLGHKRTGSNISGASSDISLDEQYUID1159 1;2;3

Q9UQ35 SRRM2 S 377 0,118625 3 ___2 0,999065 3,97E-17 104,94 104,94 68,58 0,39499 349860000 Serine/arginine repetitive matrix protein 2 EPPAPTPLLAERHGGSPQPLATTPLSQEPVNUID14572 2;3

Q9UQ35 SRRM2 S 398 0,118625 3 ___2 0,798552 3,97E-17 104,94 104,94 41,021 0,26981 349860000 Serine/arginine repetitive matrix protein 2 TTPLSQEPVNPPSEASPTRDRSPPKSPEKLPUID14574 2;3

Q96JM3 CHAMP1 S 652 0,118589 3 ___2 0,678674 1,24E-09 129,04 129,04 56,468 -0,10788 82615000 Chromosome alignment-maintaining phosphoprotein 1IKTDLDAMDIKGQESSSDQEQVDVESIDFSKUID13032 2

Q7Z417 NUFIP2 S 212 0,118227 2 ___2 0,974007 3,41E-07 126,16 119,78 126,16 0,81593 108620000 Nuclear fragile X mental retardation-interacting protein 2YITNGYMGKGADNDGSGSESGYTTPKKRKARUID11858 1;2

Q7Z417 NUFIP2 S 214 0,118227 2 ___2 0,880596 0,0067006 40,493 33,877 40,377 0,46308 9133800 Nuclear fragile X mental retardation-interacting protein 2TNGYMGKGADNDGSGSESGYTTPKKRKARRNUID11859 2

Q12986 NFX1 S 50 0,118179 2 ___1 0,916327 0,00056661 73,435 73,435 73,435 -0,12062 33282000 Transcriptional repressor NF-X1 QRRLDSNRIGRRNYSSPPPCHLSRQVPYDEIUID2373 1

Q9Y6E2 BZW2 S 412 0,118143 3 ___2 1 9,99E-07 63,185 63,185 43,955 0,24953 27585000 Basic leucine zipper and W2 domain-containing protein 2QMKKFVEWLQNAEEESESEGEEN________UID14920 2

Q9Y6E2 BZW2 S 414 0,118143 3 ___2 1 9,99E-07 63,185 63,185 43,955 0,24953 27585000 Basic leucine zipper and W2 domain-containing protein 2KKFVEWLQNAEEESESEGEEN__________UID14921 2

Q9Y520 PRRC2C S 779 0,118048 3 ___1 0,999138 5,82E-08 95,197 95,197 77,468 -0,25187 27303000 Protein PRRC2C MIPPKPLMRRDQMEGSPNSSESFEHIARSARUID6752 1

Q13426 XRCC4 S 327 0,118001 3 ___2 0,999398 1,41E-27 152,99 152,99 146,34 -0,2297 161590000 DNA repair protein XRCC4 EHISAENMSLETLRNSSPEDLFDEI______UID10566 2

Q13426 XRCC4 S 328 0,118001 3 ___2 0,999394 1,41E-27 152,99 152,99 146,34 -0,2297 161590000 DNA repair protein XRCC4 HISAENMSLETLRNSSPEDLFDEI_______UID10567 2

Q9H4L7 SMARCAD1 S 146 0,117957 3 ___2 1 1,00E-10 85,489 85,489 77,522 0,050061 118140000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1ESQGLPTMARRNDDISELEDLSELEDLKDAKUID13679 1;2

Q9H4L7 SMARCAD1 S 152 0,117957 3 ___2 1 6,65E-10 114,91 114,91 77,522 0,050061 111140000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1TMARRNDDISELEDLSELEDLKDAKLQTLKEUID13680 1;2

P26368 U2AF2 S 79 0,11784 3 ___1 1 4,97E-33 193,15 193,15 48,547 -0,14445 2523300000 Splicing factor U2AF 65 kDa subunit PLTRGAKEEHGGLIRSPRHEKKKKVRKYWDVUID1235 1

O14526 FCHO1 S 372 0,117823 2 ___1 1 5,41E-05 89,959 84,782 86,944 0,12989 18618000 F-BAR domain only protein 1 FYVHIKPAPARAPACSPEAAAAQLRATAGSLUID138 1

P49792 RANBP2;RGPD4;RGPD3;RGPD1;RGPD2;RGPD5;RGPD8S 788 0,117818 1 ___1 0,999973 0,00035678 128 98,579 112,01 0,25597 154750000 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4;RanBP2-like and GRIP domain-containing protein 3;RANBP2-like and GRIP domain-containing protein 1;RANBP2-like and GRIP domain-containing protein 2;RANBP2-like and GRIP domain-containing protein 5/6;RANBP2-like and GRIP domain-containing protein 8SEIKHSTPSPTRYSLSPSKSYKYSPKTPPRWUID1742 1;3

Q9Y6D5 ARFGEF2 S 227 0,117764 3 ___2 1 4,34E-11 79,911 79,911 79,911 0,16026 274680000 Brefeldin A-inhibited guanine nucleotide-exchange protein 2IQSKPQSPVIQAAAVSPKFVRLKHSQAQSKPUID14911 1;2

Q9BWG4 SSBP4 S 342 0,117707 2 ___1 0,537684 9,49E-06 96,163 96,163 70,414 -0,46184 38323000 Single-stranded DNA-binding protein 4 NGSLGSGDMDGLPKSSPGAVAGLSNAPGTPRUID5338 1;2

Q9BWG4 SSBP4 S 341 0,117707 2 ___1 0,5 9,49E-06 96,163 96,163 96,163 0,26808 38323000 Single-stranded DNA-binding protein 4 VNGSLGSGDMDGLPKSSPGAVAGLSNAPGTPUID5337 1

Q9H4Z3 PCIF1 S 30 0,117695 3 ___1 0,994734 1,34E-10 69,398 62,628 69,398 -0,042129 30903000 Phosphorylated CTD-interacting factor 1 LLSHSPGTSNQSQPCSPKPIRLVQDLPEELVUID5593 1;2

Q9BW71 HIRIP3 S 219 0,117695 2 ___2 0,921479 2,38E-12 141,78 134,41 141,78 -0,0058886 26074000 HIRA-interacting protein 3 VQRTAKKVEGNKGTKSLKESEQESEEEILAQUID13427 2

Q14839 CHD4 S 1535 0,117507 2 ___1 0,893225 1,46E-11 129,82 129,82 62,466 0,25915 97144000 Chromodomain-helicase-DNA-binding protein 4 ELAEVEENKKMSQPGSPSPKTPTPSTPGDTQUID2794 1

P42858 HTT S 419 0,117448 2 ___2 0,912971 9,03E-63 213,71 199,45 205,65 -0,18663 83525000 Huntingtin LTAAKEESGGRSRSGSIVELIAGGGSSCSPVUID9619 2

P49736 MCM2 S 139 0,117247 3 ___1 1 2,23E-161 287,42 287,42 211,75 -0,038842 3904500000 DNA replication licensing factor MCM2 AGRGLGRMRRGLLYDSDEEDEERPARKRRQVUID1702 1

Q5VUA4 ZNF318 S 1420 0,116764 3 ___1 1 0,0001998 49,768 49,768 49,768 -0,28226 9704000 Zinc finger protein 318 IISKAFGGEEVILKGSPEEKVVLAEKSEPSHUID3319 1

Q14687 GSE1 T 1094 0,116679 4 ___1 0,585878 1,49E-13 76,274 76,274 76,274 0,20449 56515000 Genetic suppressor element 1 HNGQQEPPTARKGPPTQELDRDSEEEEEEDDUID7374 1

Q5JTV8 TOR1AIP1 S 157 0,116433 2 ___3 0,998116 5,39E-22 151,71 148,04 137,61 0,13358 286260000 Torsin-1A-interacting protein 1 PSPVMTRRGLRDSHSSEEDEASSQTDLSQTIUID19375 2;3

Q5JTV8 TOR1AIP1 S 156 0,116433 3 ___3 0,977656 5,39E-22 151,71 148,04 151,71 -0,040338 286260000 Torsin-1A-interacting protein 1 QPSPVMTRRGLRDSHSSEEDEASSQTDLSQTUID19374 2;3

Q5JTV8 TOR1AIP1 S 154 0,116433 4 ___3 0,969188 3,78E-07 53,1 53,1 53,1 -0,11312 35417000 Torsin-1A-interacting protein 1 PLQPSPVMTRRGLRDSHSSEEDEASSQTDLSUID19373 3

Q8WUA4 GTF3C2 S 901 0,116361 3 ___1 0,971077 0,00647633 42,336 38,037 41,54 -0,12634 9822500 General transcription factor 3C polypeptide 2 NAMFQPSSPTRRPGFSPTSHRLLPTP_____UID4500 1

Q9NY61 AATF S 316 0,116346 3 ___3 0,970573 1,07E-11 76,956 76,956 66,902 0,48114 350970000 Protein AATF PDTRYLVDGTKPNAGSEEISSEDDELVEEKKUID22134 3

Q9H1A4 ANAPC1 S 547 0,116098 3 ___2 0,999282 4,60E-05 47,757 47,757 47,757 0,16096 3575300 Anaphase-promoting complex subunit 1 LDGVSTPKPLSKLLGSLDEVVLLSPVPELRDUID13593 2

Q9H2X6 HIPK2;HIPK1 Y 361 0,116098 2 ___1 0,759359 0,0411366 66,692 66,692 66,692 -0,067998 12793000 Homeodomain-interacting protein kinase 2;Homeodomain-interacting protein kinase 1DFGSASHVSKAVCSTYLQSRYYRAPEIILGLUID8069

Q96T58 SPEN S 1390 0,116098 3 ___3 0,641375 7,94E-05 40,067 40,067 40,067 0,048004 63125000 Msx2-interacting protein PGEVPSDSDEDGEHKSHSPRASALYESSRLSUID21303 3

Q9H1A4 ANAPC1 S 564 0,116098 3 ___2 0,517199 4,60E-05 47,757 47,757 47,757 0,16096 3575300 Anaphase-promoting complex subunit 1 DEVVLLSPVPELRDSSKLHDSLYNEDCTFQQUID13594 2

Q9HCD5 NCOA5 S 9 0,11576 2 ___1 0,951105 3,07E-05 104,17 93,943 75,479 0,13405 121640000 Nuclear receptor coactivator 5 _______MNTAPSRPSPTRRDPYGFGDSRDSUID5715 1



Q9H410 DSN1 S 58 0,115749 2 ___1 0,838436 0,00113279 105,2 97,965 105,2 0,37019 174830000 Kinetochore-associated protein DSN1 homolog EMNQGVSEERIHLGSSPKKGGNCDLSHQERLUID5545 1

P42858 HTT S 432 0,115729 3 ___2 0,996798 9,03E-63 213,71 199,45 129,73 0,26744 78743000 Huntingtin SGSIVELIAGGGSSCSPVLSRKQKGKVLLGEUID9622 1;2

P35269 GTF2F1 S 433 0,115637 2 ___1 0,997259 0,00034356 69,314 26,007 67,275 -0,11856 10433000 General transcription factor IIF subunit 1 PAAKRLRLDTGPQSLSGKSTPQPPSGKTTPNUID1370 1

Q02543 RPL18A S 71 0,115572 3 ___1 1 1,07E-07 111,43 97,176 107,78 -0,26794 92980000 60S ribosomal protein L18a KSSGEIVYCGQVFEKSPLRVKNFGIWLRYDSUID2133 1

Q9Y496 KIF3A S 687 0,115566 2 ___1 0,540766 8,45E-06 119,96 113,07 119,96 -0,14085 10759000 Kinesin-like protein KIF3A TSKGKARPKTGRRKRSAKPETVIDSLLQ___UID6720 1

P46821 MAP1B S 1797 0,115527 2 ___2 0,987036 8,24E-07 110,77 104,74 110,77 -0,46546 75634000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1SDISPLTPRESSPLYSPTFSDSTSAVKEKTAUID9707 2

P46821 MAP1B S 1793 0,115527 2 ___2 0,82779 8,24E-07 110,77 104,74 104,88 0,29698 150040000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1LSPKSDISPLTPRESSPLYSPTFSDSTSAVKUID9706 1;2

O43566 RGS14 S 198 0,115493 3 ___1 0,5 1,49E-07 117,64 117,64 45,885 -0,3563 68405000 Regulator of G-protein signaling 14 CLLAEAEGRPLREPGSSRLGSPDATRKKPKLUID330 1

O43566 RGS14 S 199 0,115493 3 ___1 0,5 1,49E-07 117,64 117,64 45,885 -0,3563 68405000 Regulator of G-protein signaling 14 LLAEAEGRPLREPGSSRLGSPDATRKKPKLKUID331 1

Q68DK2 ZFYVE26 S 617 0,1153 4 ___2 0,515728 0,00015061 43,895 43,895 40,669 -0,24417 6932400 Zinc finger FYVE domain-containing protein 26 DDDIEGKSPSGLRSPSESPQHIAHPERKSERUID11496 2

Q68DK2 ZFYVE26 S 615 0,1153 4 ___2 0,512989 0,00023018 40,669 37,381 40,669 -0,24417 6932400 Zinc finger FYVE domain-containing protein 26 AEDDDIEGKSPSGLRSPSESPQHIAHPERKSUID11495 2

P31323 PRKAR2B S 83 0,115157 3 ___2 1 2,46E-29 104,24 104,24 99,907 -0,15458 218580000 cAMP-dependent protein kinase type II-beta regulatory subunitGTPSKGVNFAEEPMQSDSEDGEEEEAAPADAUID9406 1;2

P31323 PRKAR2B S 85 0,115157 3 ___2 1 2,46E-29 104,24 104,24 99,907 -0,15458 218580000 cAMP-dependent protein kinase type II-beta regulatory subunitPSKGVNFAEEPMQSDSEDGEEEEAAPADAGAUID9407 1;2

Q15021 NCAPD2 S 585 0,115033 2 ___1 0,499912 0,00045286 60,434 53,744 60,434 -0,18954 9806900 Condensin complex subunit 1 FKGPAASTQEKNPRESTGNMVTGQTVCKNKPUID2844 1

Q9UQ35 SRRM2 S 1542 0,1149 3 ___2 0,91655 3,11E-09 99,021 85,618 60,521 -1,175 16328000 Serine/arginine repetitive matrix protein 2 TVARTPLGQRSRSGSSQELDVKPSASPQERSUID14612 2

Q9UQ35 SRRM2 S 1541 0,1149 3 ___2 0,741137 5,68E-09 111,33 92,961 60,521 -1,175 80331000 Serine/arginine repetitive matrix protein 2 KTVARTPLGQRSRSGSSQELDVKPSASPQERUID14611 1;2

Q8ND56 LSM14A S 216 0,114899 2 ___1 0,999999 3,77E-93 251,68 200,66 251,68 -0,21949 4828000000 Protein LSM14 homolog A TASAHLPAPAAVGRRSPVSTRPLPSASQKAGUID4297 1

Q9UIG0 BAZ1B S 161 0,114671 3 ___2 0,78143 8,20E-28 155,5 149,78 131,81 0,31803 568360000 Tyrosine-protein kinase BAZ1B EATEKKSDGACDSPSSDKENSSQIAQDHQKKUID14295 1;2

Q9H2H9 SLC38A1 S 52 0,114513 2 ___1 0,995218 3,87E-19 186,95 121,54 96,067 0,27749 1920900000 Sodium-coupled neutral amino acid transporter 1 GQINSKFISDRESRRSLTNSHLEKKKCDEYIUID5516 1;2

O60271 SPAG9 S 732 0,114367 3 ___2 0,635124 4,37E-09 128,01 128,01 109,85 0,090065 96605000 C-Jun-amino-terminal kinase-interacting protein 4 AGLDTEGSKQRSASQSSLDKLDQELKEQQKEUID8474 1;2

Q13428 TCOF1 S 1376 0,114234 2 ___1 0,991531 9,51E-133 271,68 261,93 56,482 0,10306 73672000 Treacle protein SKKKKKLGAGEGGEASVSPEKTSTTSKGKAKUID2479 1;2

Q9Y496 KIF3A T 692 0,114234 2 ___1 0,594396 0,00025494 78,763 72,379 78,763 -0,096694 6819400 Kinesin-like protein KIF3A ARPKTGRRKRSAKPETVIDSLLQ________UID7983 1

Q9NPQ8 RIC8A S 436 0,114202 3 ___2 0,986414 6,38E-23 146,57 146,57 146,57 -0,16662 545250000 Synembryn-A AARGLMAGGRPEGQYSEDEDTDTDEYKEAKAUID13842 2

Q92576 PHF3 S 1133 0,114119 2 ___1 1 3,42E-05 101,53 92,669 101,53 -0,11107 105290000 PHD finger protein 3 CKICIGRMAPPVDDLSPKKVKVVVGVARKHSUID4625 1

P13796 LCP1 S 474 0,1141 2 ___1 1 5,63E-05 69,729 59,808 69,729 -0,12123 3294900 Plastin-2 NCNYAVELGKNQAKFSLVGIGGQDLNEGNRTUID981 1

Q3KQU3 MAP7D1 S 113 0,114084 3 ___2 0,85905 3,82E-10 109,89 109,89 94,163 0,018315 206820000 MAP7 domain-containing protein 1 PPAMGPRDARPPRRSSQPSPTAVPASDSPPTUID11164 1;2;3

Q3KQU3 MAP7D1 S 125 0,114084 3 ___2 0,818895 3,82E-10 99,907 88,481 94,163 0,018315 67745000 MAP7 domain-containing protein 1 RRSSQPSPTAVPASDSPPTKQEVKKAGERHKUID11167 2;3

Q9Y2G3 ATP11B S 1154 0,113995 2 ___1 0,994712 5,02E-05 88,552 78,599 81,494 -0,12663 8797900 Probable phospholipid-transporting ATPase IF RVIGRCSPTHISRSWSASDPFYTNDRSILTLUID6613 1

Q9NYV4 CDK12 S 332 0,113986 2 ___2 0,96839 0,00030167 96,756 96,756 52,555 -0,030065 434590000 Cyclin-dependent kinase 12 GSYSGRSPSPYGRRRSSSPFLSKRSLSRSPLUID14083 2;3

Q9NVU0 POLR3E S 503 0,113967 3 ___2 0,999992 5,46E-14 69,019 69,019 69,019 1,0124 104820000 DNA-directed RNA polymerase III subunit RPC5 VPAVPPGVRIKEEPVSEEGEEDEEQEAEEEPUID13979 1;2

Q9ULL5 PRR12 S 1379 0,113935 2 ___2 0,627598 7,57E-07 74,141 64,353 66,393 0,13894 34323000 Proline-rich protein 12 KRLDEELKRNLETLPSFSSDEEDSVAKNRDLUID14420 2

Q04637 EIF4G1 S 1187 0,11383 2 ___1 1 7,54E-07 131,43 103,57 60,973 0,13757 1059700000 Eukaryotic translation initiation factor 4 gamma 1 DRLDRARTPATKRSFSKEVEERSRERPSQPEUID2180 1;2

O94888 UBXN7 S 288 0,113618 3 ___1 0,999992 1,15E-87 239,58 210,04 154,55 0,276 273840000 UBX domain-containing protein 7 KKCARSESLIDASEDSQLEAAIRASLQETHFUID654 1;2

P46087 NOP2 S 67 0,113578 2 ___1 0,999982 2,51E-05 108,72 108,72 108,72 -0,15472 149360000 Probable 28S rRNA (cytosine(4447)-C(5))-methyltransferaseAKRRLGSVEAPKTNKSPEAKPLPGKLPKGISUID1570 1

P08240 SRPR S 296 0,113364 3 ___2 0,999998 1,17E-53 184,3 184,3 184,3 -0,087346 333570000 Signal recognition particle receptor subunit alpha IRGTGSGGQLQDLDCSSSDDEGAAQNSTKPSUID8976 2;3

P08240 SRPR S 297 0,113364 3 ___2 0,999998 1,17E-53 184,3 184,3 184,3 -0,087346 333570000 Signal recognition particle receptor subunit alpha RGTGSGGQLQDLDCSSSDDEGAAQNSTKPSAUID8977 2;3

P08240 SRPR S 298 0,113364 3 ___2 0,999998 1,17E-53 184,3 184,3 184,3 -0,087346 333570000 Signal recognition particle receptor subunit alpha GTGSGGQLQDLDCSSSDDEGAAQNSTKPSATUID8978 2;3

O95218 ZRANB2 S 188 1,13E-01 3 ___1 0,999996 2,40E-49 194,77 182,04 129,88 -0,19661 402680000 Zinc finger Ran-binding domain-containing protein 2 EDEDDADLSKYNLDASEEEDSNKKKSNRRSRUID695 1;2

Q15435 PPP1R7 S 24 0,113293 3 ___2 0,999975 5,22E-17 96,686 86,628 96,686 -0,29769 166450000 Protein phosphatase 1 regulatory subunit 7 QQQSQEMMEVDRRVESEESGDEEGKKHSSGIUID11027 2

Q15435 PPP1R7 S 27 0,113293 3 ___2 0,99888 5,22E-17 96,686 86,628 96,686 -0,29769 269150000 Protein phosphatase 1 regulatory subunit 7 SQEMMEVDRRVESEESGDEEGKKHSSGIVADUID11028 2

Q00526 CDK3;CDK2;CDK1Y 15 0,113214 2 ___1 1 1,14E-11 150,33 66,272 150,33 0,12829 2345000000 Cyclin-dependent kinase 3;Cyclin-dependent kinase 2;Cyclin-dependent kinase 1_MDMFQKVEKIGEGTYGVVYKAKNRETGQLVUID8034 1;2

Q14157 UBAP2L S 608 0,113185 2 ___2 0,906138 4,34E-07 99,215 99,215 76,522 0,41753 171960000 Ubiquitin-associated protein 2-like EQRSTQTRRYPSSISSSPQKDLTQAKNGFSSUID10754 2

Q9Y6Q9 NCOA3 S 551 0,113156 2 ___1 0,999809 6,13E-05 89,466 62,737 89,466 0,1989 29253000 Nuclear receptor coactivator 3 SLLSTLSSPGPKLDNSPNMNITQPSKVSNQDUID6846 1

Q9NQZ2 UTP3 T 362 0,113042 3 ___2 0,982323 4,23E-18 153,36 153,36 48,315 0,23583 71483000 Something about silencing protein 10 KPKSVSKTSAAACAVTDLSDDSDFDEKAKLKUID15929 2;3

Q8NFH5 NUP35 S 66 0,112814 3 ___2 1 1,04E-06 88,133 80,029 50,055 -0,15473 35524000 Nucleoporin NUP53 PRSISGPSVGVMEMRSPLLAGGSPPQPVVPAUID12461 2

Q8NFH5 NUP35 S 73 0,112814 3 ___2 1 1,04E-06 88,133 80,029 50,055 -0,15473 61459000 Nucleoporin NUP53 SVGVMEMRSPLLAGGSPPQPVVPAHKDKSGAUID12462 1;2

Q9UNX4 WDR3 S 240 0,112767 3 ___1 0,528374 4,37E-27 141,11 141,11 82,126 -0,1608 36899000 WD repeat-containing protein 3 EIEDPEEPDPKKIKGSSPGIQDTLEAEDGAFUID6376 1

Q15054 POLD3 S 307 0,112669 2 ___1 1 3,34E-67 218,11 218,11 125,73 0,018879 550420000 DNA polymerase delta subunit 3 KVLQKEKKRGKRVALSDDETKETENMRKKRRUID2873 1

Q9BQ52 ELAC2 S 208 0,112546 3 ___2 0,988649 2,04E-15 116,57 116,57 116,57 0,12721 909900000 Zinc phosphodiesterase ELAC protein 2 KHQPWQSPERPLSRLSPERSSDSESNENEPHUID13303 2;3;4

P23193 TCEA1 T 58 0,112366 2 ___1 0,546404 0,00284162 50,155 30,912 50,155 0,29712 8807400 Transcription elongation factor A protein 1 STRIGMSVNAIRKQSTDEEVTSLAKSLIKSWUID7072 1

Q96GS4 C17orf59 S 168 0,112259 3 ___1 0,999823 1,69E-17 127,05 117,64 65,69 0,064701 36151000 Uncharacterized protein C17orf59 SRAGRSFSSRLQDSRSLDGLSEACGGAGSSGUID4892 1

Q15036 SNX17 S 437 0,112233 2 ___2 0,649882 0,00199935 61,212 61,212 61,212 -0,099707 14543000 Sorting nexin-17 PDATRESMVKLSSKLSAVSLRGIGSPSTDASUID10956 2

Q9NRZ9 HELLS S 503 0,1121 2 ___1 0,854279 0,00086228 67,252 51,37 67,252 -0,33019 3265900 Lymphoid-specific helicase IANMFGSSEKETIELSPTGRPKRRTRKSINYUID5822 1

Q92614 MYO18A S 2007 0,112096 2 ___1 0,98923 0,00010183 83,883 57,176 83,883 0,66332 18529000 Unconventional myosin-XVIIIa GPSKAASDDGSLKSSSPTSYWKSLAPDRSDDUID4658 1

O14647 CHD2 S 1728 0,112034 3 ___1 0,999958 4,66E-05 70,094 70,094 70,094 -0,17803 60604000 Chromodomain-helicase-DNA-binding protein 2 RDYYDRHHHDSKRRRSDEFRPQNYHQQDFRRUID173 1

P46821 MAP1B S 1818 0,112032 3 ___1 0,771994 1,78E-22 153,87 146,3 153,87 0,13726 223090000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1STSAVKEKTATCHSSSSPPIDAASAEPYGFRUID1630 1

Q9H6S0 YTHDC2 S 1277 0,112004 3 ___2 0,837328 0,00018698 62,765 62,765 54,805 -1,0724 69000000 Probable ATP-dependent RNA helicase YTHDC2 PSPCASPSPPSSGKGSKSPSPRPNMPVRYFIUID13721 2

Q9UQ35 SRRM2 S 2132 0,111942 2 ___1 1 2,35E-09 143,31 125,87 143,31 -0,2789 120790000 Serine/arginine repetitive matrix protein 2 FSRPSMSPTPLDRCRSPGMLEPLGSSRTPMSUID6524 1

Q96JH7 VCPIP1 S 994 0,111891 2 ___2 0,996425 1,75E-06 123,02 103,35 90,229 0,039002 291140000 Deubiquitinating protein VCIP135 VKEAVSQVRAEATTRSRESSPSHGLLKLGSGUID13021 1;2

Q8IYB3 SRRM1 S 738 0,111833 2 ___1 1 2,09E-05 131,82 96,277 108,35 0,040765 298180000 Serine/arginine repetitive matrix protein 1 RVSRTPEPKKIKKAASPSPQSVRRVSSSRSVUID4113 1;2

Q9UKV3 ACIN1 S 410 0,111782 3 ___1 0,985521 1,59E-12 126,22 126,22 94,08 0,19528 135250000 Apoptotic chromatin condensation inducer in the nucleusDRKKASLVALPEQTASEEETPPPLLTKEASSUID6280 1;2

Q9BTA9 WAC S 525 0,111619 3 ___2 0,793347 1,74E-20 83,815 78,329 83,815 -0,26673 51383000 WW domain-containing adapter protein with coiled-coilVSPRSLQRSSSQRSPSPGPNHTSNSSNASNAUID13360 2

Q14699 RFTN1 S 199 0,11159 3 ___1 1 2,17E-22 151,95 151,95 151,95 -0,19702 347550000 Raftlin TEDARDAKNARGDHASLENEKPGTGDVCSAPUID2776 1

Q14966 ZNF638 S 508 0,111566 3 ___2 1 3,93E-05 107,35 85,193 107,35 -0,38644 244660000 Zinc finger protein 638 PRRSRRSSSSHRFRRSRSPMHYMYRPRSRSPUID10900 2

Q14966 ZNF638 S 510 0,111566 3 ___2 1 3,93E-05 107,35 85,193 107,35 -0,38644 244660000 Zinc finger protein 638 RSRRSSSSHRFRRSRSPMHYMYRPRSRSPRIUID10901 2

P35251 RFC1 S 71 0,111525 2 ___2 0,999803 7,42E-31 177,84 157,56 162,69 0,010977 501870000 Replication factor C subunit 1 QKQPSKKKRIIYDSDSESEETLQVKNAKKPPUID9457 2

Q6ZN18 AEBP2 S 18 0,111478 3 ___2 0,8311 1,88E-18 84,226 84,226 84,226 0,010311 51924000 Zinc finger protein AEBP2 AAITDMADLEELSRLSPLPPGSPGSAARGRAUID11706 2

Q9BXB4 OSBPL11 S 181 0,11142 2 ___1 0,948914 1,11E-10 147,12 120,61 106,52 0,11127 35367000 Oxysterol-binding protein-related protein 11 PPLKSRSFSLASSSNSPISQRRPSQNAISFFUID5347 1

Q05519 SRSF11 S 434 0,111392 2 ___1 1 7,36E-84 240,2 230,28 240,2 0,38251 324250000 Serine/arginine-rich splicing factor 11 KQVTRDYDEEEQGYDSEKEKKEEKKPIETGSUID2191 1

Q7Z6Z7 HUWE1 S 1368 0,111392 2 ___1 0,999989 1,89E-06 128,28 119,75 128,28 -0,041912 11571000 E3 ubiquitin-protein ligase HUWE1 LTHPPPIMGGVVRDLSMSEEDQMMRAIAMSLUID3843 1

P33241 LSP1 S 177 0,111314 2 ___1 1 1,48E-153 274,6 274,6 195,43 -0,73006 978370000 Lymphocyte-specific protein 1 EEQEEHQKCQQPRTPSPLVLEGTIEQSSPPLUID1339 1;2;3

O60934 NBN S 432 0,111202 2 ___1 0,989866 0,00012725 116,54 92,195 116,54 0,35438 20544000 Nibrin VSNTLAKMRIPNYQLSPTKLPSINKSKDRASUID473 1

Q5VVJ2 MYSM1 S 218 0,11114 3 ___1 0,996503 2,33E-07 56,079 56,079 55,364 0,27751 47520000 Histone H2A deubiquitinase MYSM1 GRADPNLNAVKIEKLSDDEEVDITDEVDELSUID3337 1

Q8IWA0 WDR75 T 795 0,111031 2 ___1 0,582349 6,62E-13 144,5 144,5 88,552 0,46676 3370600 WD repeat-containing protein 75 EDSDEENDFTEKVQDTSNTGLGEDIIHQLSKUID7595 1

P30443 HLA-A S 359 0,110898 2 ___1 0,970865 1,89E-35 167,85 167,85 140,45 0,28289 871830000 HLA class I histocompatibility antigen, A-1 alpha chain;HLA class I histocompatibility antigen, A-3 alpha chain;HLA class I histocompatibility antigen, A-30 alpha chain;HLA class I histocompatibility antigen, A-36 alpha chain;HLA class I histocompatibility antigen, A-11 alpha chainYTQAASSDSAQGSDVSLTACKV_________UID799 1;2;3

Q13263 TRIM28 S 19 0,110878 2 ___1 0,999806 8,05E-250 326,37 326,37 326,37 -0,077796 6945900000 Transcription intermediary factor 1-beta SAAAASAAAASAASGSPGPGEGSAGGEKRSTUID2431 1

P36578 RPL4 S 295 0,11085 2 ___1 1 0,00023107 121,61 89,765 110,88 -0,009296 143360000 60S ribosomal protein L4 PMHKMINTDLSRILKSPEIQRALRAPRKKIHUID1399 1

Q8IWI9 MGA S 449 0,110827 2 ___1 0,839445 0,00265228 61,435 36,581 61,435 -0,0049381 12672000 MAX gene-associated protein DNPEADHLSSKWLPSSPSGVAKAKMFKLDTGUID4054 1

Q9ULL5 PRR12 S 1382 0,110816 2 ___2 0,909524 7,57E-07 73,466 64,272 73,466 0,26263 21213000 Proline-rich protein 12 DEELKRNLETLPSFSSDEEDSVAKNRDLQESUID14422 2

Q9ULL5 PRR12 S 1381 0,110816 2 ___2 0,6202 7,57E-07 73,466 64,272 66,393 0,13894 21213000 Proline-rich protein 12 LDEELKRNLETLPSFSSDEEDSVAKNRDLQEUID14421 2

Q9NQC3 RTN4 S 12 0,110764 3 ___1 0,541583 7,11E-22 144,18 144,18 144,18 0,028715 59211000 Reticulon-4 ____MEDLDQSPLVSSSDSPPRPQPAFKYQFUID5753 1

Q9BW71 HIRIP3 S 196 0,110738 3 ___2 1 8,14E-21 163,71 163,71 143,4 0,034423 252900000 HIRA-interacting protein 3 APGKASVSRKQAREESEESEAEPVQRTAKKVUID13421 2

Q9BW71 HIRIP3 S 199 0,110738 3 ___2 1 8,14E-21 163,71 163,71 143,4 0,034423 252900000 HIRA-interacting protein 3 KASVSRKQAREESEESEAEPVQRTAKKVEGNUID13422 2

Q9Y5J1 UTP18 S 205 0,11063 3 ___2 0,887795 3,15E-45 199,41 194,13 85,387 0,32802 303990000 U3 small nucleolar RNA-associated protein 18 homologMGGVPAWAETTKRKTSSDDESEEDEDDLLQRUID14867 2;3

P78316 NOP14 T 155 0,11063 5 ___2 0,626812 2,48E-14 72,218 72,218 72,218 0,10542 18777000 Nucleolar protein 14 HNDIVDSDSDAEDRGTLSAELTAAHFGGGGGUID15329 2

Q6P0N0 MIS18BP1 S 1104 0,110617 2 ___1 1 7,23E-15 153,23 153,23 153,23 0,8305 27960000 Mis18-binding protein 1 TPRRKTPFNTDLGENSGIGKLFTNAVESLDEUID3503 1

Q66K74 MAP1S S 731 0,110512 3 ___1 0,999989 1,87E-08 92,532 92,532 79,236 0,11113 193140000 Microtubule-associated protein 1S;MAP1S heavy chain;MAP1S light chainGLSLPLRGPRARRSASPHDVDLCLVSPCEFEUID3391 1;2

P18583 SON T 1555 0,1105 2 ___1 0,706872 3,71E-39 189,09 174,84 189,09 -0,071788 268900000 Protein SON LIAKEMEHNTVCAAGTSPVGEIGEEKILPTSUID7056 1

Q8NHH9 ATL2 S 24 0,110497 4 ___1 0,721099 5,20E-31 119,35 113,76 119,35 -0,12849 51136000 Atlastin-2 RGQQPHQGLWRRRRTSDPSAAVNHVSSTTSLUID4372 1

Q8WWQ0 PHIP S 1783 0,110402 2 ___1 1 1,54E-29 183 183 183 0,07316 62289000 PH-interacting protein TRNQGRRTAFYNEDDSEEEQRQLLFEDTSLTUID4550 1

Q12906 ILF3 S 382 0,11023 2 ___1 0,999758 1,48E-29 177,44 177,44 93,494 0,89193 38564000 Interleukin enhancer-binding factor 3 ITPMKRPMEEDGEEKSPSKKKKKIQKKEEKAUID2352 1

Q96I25 RBM17 S 155 0,110146 3 ___1 1 2,13E-54 214,55 204,63 214,55 -0,035087 379510000 Splicing factor 45 DRHEASGFARRPDPDSDEDEDYERERRKRSMUID4909 1

Q9Y618 NCOR2 S 1479 0,110096 2 ___1 0,997506 0,0116664 56,632 30,527 56,632 -0,84261 8874100 Nuclear receptor corepressor 2 STTGSKKHDVRSLIGSPGRTFPPVHPLDVMAUID6808 1

Q96T88 UHRF1 S 88 0,110096 3 ___1 0,551743 1,78E-10 81,346 78,381 81,346 -0,25049 19858000 E3 ubiquitin-protein ligase UHRF1 VRQSLVLPHSTKERDSELSDTDSGCCLGQSEUID5130 1

Q9Y3L3 SH3BP1 S 262 0,110071 3 ___1 0,99773 4,78E-07 99,957 99,957 99,957 0,60768 42263000 SH3 domain-binding protein 1 TALAELRENHGQADHSPSMTATHFPRVYGVSUID6698 1

Q9BVJ6 UTP14A S 407 0,109962 4 ___2 0,995709 1,69E-09 52,187 52,187 52,187 0,25534 190710000 U3 small nucleolar RNA-associated protein 14 homolog ADPEQLPELEAHGVSESEGEERPVAEEEILLRUID13406 2

Q8N122 RPTOR S 863 0,109927 2 ___1 0,960152 2,01E-06 108,77 108,77 108,77 0,14299 100440000 Regulatory-associated protein of mTOR QRVLDTSSLTQSAPASPTNKGVHIHQAGGSPUID4186 1;2

Q9C0B5 ZDHHC5 S 693 0,109427 2 ___1 0,543725 6,24E-07 73,983 73,983 73,983 0,21278 10321000 Palmitoyltransferase ZDHHC5 KSLGSASPGPGQPPLSSPTRGGVKKVSGVGGUID5419 1

Q9NYB0 TERF2IP S 154 0,10916 2 ___1 0,972345 9,17E-13 153,74 101,98 86,772 -0,084581 18814000 Telomeric repeat-binding factor 2-interacting protein 1ADDVAILTYVKENARSPSSVTGNALWKAMEKUID5946 1

Q8NI27 THOC2 T 1385 0,109152 3 ___2 0,999941 5,25E-06 86,182 86,182 86,182 -0,056315 65150000 THO complex subunit 2 AKEMKSKENVKGGEKTPVSGSLKSPVPRSDIUID15738 2

P42345 MTOR S 2454 0,109113 4 ___2 0,92604 1,04E-11 77,19 70,962 77,19 0,67534 18788000 Serine/threonine-protein kinase mTOR NKRSRTRTDSYSAGQSVEILDGVELGEPAHKUID9593 2

Q9HAZ1 CLK4 S 138 0,108992 2 ___2 0,999999 2,53E-06 71,558 55,802 71,558 1,4047 94388000 Dual specificity protein kinase CLK4 SHQSRSKSHRRKRSRSIEDDEEGHLICQSGDUID13799 1;2

Q9HAZ1 CLK4 S 136 0,108992 3 ___2 0,999996 2,53E-06 57,825 50,021 57,825 -0,25568 88644000 Dual specificity protein kinase CLK4 CSSHQSRSKSHRRKRSRSIEDDEEGHLICQSUID13800 2

P55081 MFAP1 S 116 0,10892 2 ___1 1 2,54E-13 143,56 143,56 69,922 1,8249 753100000 Microfibrillar-associated protein 1 LARHRKIVEPEVVGESDSEVEGDAWRMEREDUID1899 1;2

Q9H8Y5 ANKZF1 S 361 0,108892 3 ___1 0,966195 0,00995398 45,433 40,092 45,433 0,48242 5213300 Ankyrin repeat and zinc finger domain-containing protein 1LHVYEEDPREAVRLHSPQTHWKTVREERKKPUID5679 1

Q13415 ORC1 S 273 0,108892 2 ___1 0,822516 3,51E-05 93,959 55,939 93,959 -0,11975 2336700 Origin recognition complex subunit 1 SPGRIKRKVAFSEITSPSKRSQPDKLQTLSPUID2461 1

Q9H1A4 ANAPC1 S 377 0,108847 2 ___1 0,998554 0,00024182 86,772 86,772 86,772 -0,036324 14750000 Anaphase-promoting complex subunit 1 SFSGVQRFNISSHNQSPKRHSISHSPNSNSNUID5495 1

Q6P2E9 EDC4 T 727 0,108827 3 ___1 0,573129 3,46E-18 118,14 118,14 100,27 -0,045184 66947000 Enhancer of mRNA-decapping protein 4 QEVEPLGLPQASPSRTRSPDVISSASTALSQUID7500 1;2

Q9UQ80 PA2G4 S 2 0,108639 2 ___1 1 5,44E-147 279,92 269,75 258,34 -0,56269 2841200000 Proliferation-associated protein 2G4 ______________MSGEDEQQEQTIAEDLVUID6574 1

Q8TEM1 NUP210 T 1844 0,108587 2 ___1 1 0,0181081 61,48 52,522 51,013 0,27976 17556000 Nuclear pore membrane glycoprotein 210 HTVCTPRDLAVPAALTPRASPGHSPHYFAASUID7654 1

Q9ULT0 TTC7A S 51 0,108491 3 ___1 0,90308 8,64E-06 54,582 54,582 54,582 0,02434 2397900 Tetratricopeptide repeat protein 7A LQTLSMPGGGGNRRGSPSAAFTFPDTDDFGKUID6333 1

O00571 DDX3X;DDX3Y S 594 0,108413 2 ___1 1 0,0318317 43,442 43,442 41,876 -0,045969 19091000 ATP-dependent RNA helicase DDX3X;ATP-dependent RNA helicase DDX3YHYKGSSRGRSKSSRFSGGFGARDYRQSSGASUID112 1

P49792 RANBP2;RGPD4;RGPD3;RGPD1;RGPD2T 799 0,108265 2 ___2 0,999782 0,0005401 85,554 74,725 85,554 -0,44166 161840000 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4;RanBP2-like and GRIP domain-containing protein 3;RANBP2-like and GRIP domain-containing protein 1;RANBP2-like and GRIP domain-containing protein 2RYSLSPSKSYKYSPKTPPRWAEDQNSLLKMIUID15282 1;2

Q9UDY2 TJP2 S 174 0,108182 2 ___2 0,999996 0,00020772 104,03 104,03 104,03 0,1011 30559000 Tight junction protein ZO-2 SRLNSHGGRSRSWEDSPERGRPHERARSRERUID14220 2

P78347 GTF2I S 210 0,10806 2 ___1 0,999988 1,93E-09 140,45 115,85 140,45 0,23312 91378000 General transcription factor II-I VGGRVMVTDADRSILSPGGSCGPIKVKTEPTUID2027 1

Q9Y4G8 RAPGEF2 S 1022 0,107956 2 ___1 0,842449 0,0114012 53,756 32,275 53,756 -0,012704 5241800 Rap guanine nucleotide exchange factor 2 LPKNPGDKKPVKSETSPVAPRAGSQQKAQSLUID6732 1

Q7Z460 CLASP1 S 600 0,107851 2 ___1 1 3,04E-63 227,99 227,99 85,563 -0,99882 460780000 CLIP-associating protein 1 STKSVSTTGSLQRSRSDIDVNAAASAKSKVSUID3776 1;2

O95714 HERC2 S 2928 0,107618 3 ___1 0,999884 1,66E-28 97,718 88,418 97,718 0,37826 89277000 E3 ubiquitin-protein ligase HERC2 IRAEEEDLAAVPFLASDNEEEEDEKGNSGSLUID755 1

P41236 PPP1R2;PPP1R2P3S 121 0,1074 2 ___1 1 1,20E-57 212,92 212,92 190,37 -0,25098 2363900000 Protein phosphatase inhibitor 2;Protein phosphatase inhibitor 2-like protein 3AAEGLEPKYRIQEQESSGEEDSDLSPEEREKUID1472 1;2

Q9NWH9 SLTM S 551 0,107339 3 ___2 0,860737 6,51E-06 88,755 88,755 88,755 0,084342 266690000 SAFB-like transcription modulator TSESIKKSEEKKRISSKSPGHMVILDQTKGDUID13992 2

Q96K21 ZFYVE19 S 354 0,10712 2 ___1 1 7,67E-10 136,81 127,37 136,81 -0,44179 57894000 Abscission/NoCut checkpoint regulator QDPERVTLQDYRLPDSDDDEDEETAIQRVLQUID4966 1

Q9BZF1 OSBPL8 S 68 0,106987 3 ___1 0,813567 0,00012892 45,395 45,395 44,052 0,50386 7920900 Oxysterol-binding protein-related protein 8 PTPTKDLHQPSLSPASPHSQGFERGKEDISQUID5396 1

Q66K74 MAP1S S 759 0,106964 3 ___1 0,995602 1,19E-07 107,65 96,867 95,71 -0,39873 110040000 Microtubule-associated protein 1S;MAP1S heavy chain;MAP1S light chainEFEHRKAVPMAPAPASPGSSNDSSARSQERAUID3388 1

Q6GYQ0 RALGAPA1 S 860 0,106899 2 ___1 0,998082 2,24E-05 97,631 83,621 97,631 0,063472 50248000 Ral GTPase-activating protein subunit alpha-1 ERLRSGNASTMTRRGSSPGSLEIPKDLPDILUID3439 1;2

Q96T58 SPEN S 736 0,10675 3 ___2 0,999987 2,14E-06 113,65 105,48 78,401 -0,081808 198240000 Msx2-interacting protein PIERSQSPVHLRRPQSPGASPSQAERLPSDSUID13218 2;3

Q96T58 SPEN S 740 0,10675 3 ___2 0,979653 2,14E-06 113,65 105,48 58,11 0,26166 198240000 Msx2-interacting protein SQSPVHLRRPQSPGASPSQAERLPSDSERRLUID13219 2;3

Q14676 MDC1 S 376 0,106705 3 ___2 0,912775 2,48E-15 78,683 78,683 57,144 0,028076 619970000 Mediator of DNA damage checkpoint protein 1 PGAPGLAHLQESQAGSDTDVEEGKAPQAVPLUID10823 1;2

Q14676 MDC1 T 378 0,106705 3 ___2 0,912775 4,13E-11 65,194 61,161 57,144 0,028076 259390000 Mediator of DNA damage checkpoint protein 1 APGLAHLQESQAGSDTDVEEGKAPQAVPLEKUID15461 1;2

Q96JM3 CHAMP1 S 653 0,106537 3 ___2 0,796473 1,24E-09 129,04 129,04 86,946 0,08762 117510000 Chromosome alignment-maintaining phosphoprotein 1KTDLDAMDIKGQESSSDQEQVDVESIDFSKEUID13033 2

Q96JM3 CHAMP1 S 651 0,106537 3 ___2 0,796472 1,24E-09 129,04 129,04 86,946 0,08762 117510000 Chromosome alignment-maintaining phosphoprotein 1YIKTDLDAMDIKGQESSSDQEQVDVESIDFSUID13031 2

Q7Z5K2 WAPAL S 221 0,106414 2 ___2 0,999995 2,37E-83 233,85 233,85 233,85 -0,043493 2394700000 Wings apart-like protein homolog ETNDTWNSQFGKRPESPSEISPIKGSVRTGLUID11906 1;2

Q7Z5K2 WAPAL S 226 0,106414 3 ___2 0,999978 2,37E-83 233,85 233,85 134,86 -0,10802 2334900000 Wings apart-like protein homolog WNSQFGKRPESPSEISPIKGSVRTGLFEWDNUID11907 2

Q8TB45 DEPTOR S 265 0,106308 2 ___1 0,988659 6,33E-33 168,82 155,77 128,68 0,63474 112370000 DEP domain-containing mTOR-interacting protein KQSHDNRKSTSFMSVSPSKEIKIVSAVRRSSUID4409 1

Q9UQ35 SRRM2 S 1103 0,106147 2 ___1 0,999193 3,46E-21 168,93 142,87 168,93 0,15239 1977700000 Serine/arginine repetitive matrix protein 2 SKSQTSPKGGRSRSSSPVTELASRSPIRQDRUID6547 1;2;3;4

Q9UIG0 BAZ1B S 158 0,106077 3 ___2 0,996324 8,20E-28 155,5 149,78 155,5 -0,59749 582250000 Tyrosine-protein kinase BAZ1B VDEEATEKKSDGACDSPSSDKENSSQIAQDHUID14293 1;2

Q9H116 GZF1 S 613 0,105946 2 ___1 1 6,89E-07 126,95 112,17 126,95 0,14942 5701100 GDNF-inducible zinc finger protein 1 DKNTPWKSFLVIVDGSPKNDDGHKTEQPDEEUID5491 1

P40818 USP8 S 718 0,105879 2 ___1 0,984621 6,80E-23 163,96 163,96 163,7 0,032945 261460000 Ubiquitin carboxyl-terminal hydrolase 8 PAERDREPSKLKRSYSSPDITQAIQEEEKRKUID1452 1

Q9BQE9 BCL7B S 122 0,105812 3 ___1 0,923187 2,66E-11 76,259 72,99 76,259 -0,43037 71509000 B-cell CLL/lymphoma 7 protein family member B SSTNSSPSPQQSESLSPAHTSDFRTDDSQPPUID5213 1;2

Q9NY61 AATF S 320 0,105673 3 ___3 0,993782 1,07E-11 76,956 76,956 66,902 0,48114 350970000 Protein AATF YLVDGTKPNAGSEEISSEDDELVEEKKQQRRUID22135 3

Q9NY61 AATF S 321 0,105673 3 ___3 0,993782 1,07E-11 76,956 76,956 66,902 0,48114 350970000 Protein AATF LVDGTKPNAGSEEISSEDDELVEEKKQQRRRUID22136 3

Q86YP4 GATAD2A S 107 0,105419 3 ___2 1 2,32E-13 142,23 136,07 126,8 -0,20286 504920000 Transcriptional repressor p66-alpha MKSERRPPSPDVIVLSDNEQPSSPRVNGLTTUID12080 2;3

Q9NTI5 PDS5B T 1370 0,105332 2 ___2 0,773684 4,91E-72 229,75 217,39 117,38 1,3598 238880000 Sister chromatid cohesion protein PDS5 homolog B RAESPESSAIESTQSTPQKGRGRPSKTPSPSUID15935 2

Q86VQ1 GLCCI1 S 303 0,105207 2 ___1 1 4,04E-05 78,69 66,924 73,834 -0,0042511 20517000 Glucocorticoid-induced transcript 1 protein PKSSVSRVPCNVEGISPELEKVFIKENNGKEUID3918 1

P41227 NAA10 S 233 0,10518 3 ___1 0,516506 1,19E-14 71,661 66,231 71,661 0,5739 63400000 N-alpha-acetyltransferase 10 TTESTDVKDSSEASDSAS_____________UID1466 1

Q8N4C8 MINK1 S 763 0,105001 3 ___1 0,999995 9,56E-11 133,76 133,76 91,729 0,046715 88654000 Misshapen-like kinase 1 DSVLPASHGHLPQAGSLERNRVGVSSKPDSSUID4230 1

Q9UQ35 SRRM2 S 1014 0,104918 2 ___1 0,972931 9,06E-26 166,67 166,67 85,062 -0,044317 3775000000 Serine/arginine repetitive matrix protein 2 VKAQTPPGPSLSGSKSPCPQEKSKDSLVQSCUID6443 1;2

Q6IQ49 SDE2 T 274 0,104855 3 ___1 0,689878 7,03E-10 106,63 101,88 106,63 -0,028267 56840000 Protein SDE2 homolog AAKFPSGSQRARVVNTDHGSPEQLQIPVTDSUID7492 1

Q5VUA4 ZNF318 S 173 0,104775 3 ___1 1 1,48E-17 128,08 119,95 128,08 0,1995 32197000 Zinc finger protein 318 CVSTPERRRLSDRLGSPVDNLEDMDRDDLTDUID3322 1

Q13523 PRPF4B S 427 0,104752 2 ___3 1 2,57E-05 108,7 108,7 108,7 -0,37153 555660000 Serine/threonine-protein kinase PRP4 homolog PRTRPRDDILSRRERSKDASPINRWSPTRRRUID18740 2;3

Q13523 PRPF4B S 431 0,104752 2 ___3 0,999999 3,30E-05 108,7 108,7 108,7 -0,37153 405400000 Serine/threonine-protein kinase PRP4 homolog PRDDILSRRERSKDASPINRWSPTRRRSRSPUID18735 2;3

Q13523 PRPF4B S 437 0,104752 2 ___3 0,988634 2,57E-05 108,7 108,7 101,28 0,09232 617610000 Serine/threonine-protein kinase PRP4 homolog SRRERSKDASPINRWSPTRRRSRSPIRRRSRUID18736 2;3

O95453 PARN S 570 0,104605 3 ___2 0,540703 9,71E-22 86,867 86,867 72,14 0,006112 18022000 Poly(A)-specific ribonuclease PARN NNSFTAPSTVGKRNLSPSQEEAGLEDGVSGEUID8821 2

Q6PD62 CTR9 T 925 0,104599 2 ___1 1 1,08E-24 166,6 166,6 147,53 0,47264 567470000 RNA polymerase-associated protein CTR9 homolog RSKKGGEFDEFVNDDTDDDLPISKKKKRRKGUID7503 1

O60841 EIF5B S 113 0,104558 2 ___1 1 3,95E-147 282,18 260,19 228,01 -0,086102 1202300000 Eukaryotic translation initiation factor 5B KKGQKGKKQSFDDNDSEELEDKDSKSKKTAKUID460 1;2

Q9BXL7 CARD11 S 886 0,104471 3 ___1 0,568703 9,24E-06 51,645 51,645 51,645 0,10473 5478700 Caspase recruitment domain-containing protein 11 TLQPEEALSTSDPRVSPRLSRASFLFGQLLQUID5354 1

Q96D71 REPS1 S 558 0,104415 3 ___2 0,926747 5,19E-22 144,45 144,45 135,45 0,24067 344190000 RalBP1-associated Eps domain-containing protein 1 NTAPPPPPPRPQPSHSRSSSLDMNRTFTVTTUID12914 2;3

Q9UQ35 SRRM2 S 1069 0,104337 2 ___3 0,982616 1,47E-07 77,969 72,69 77,969 0,25614 414840000 Serine/arginine repetitive matrix protein 2 SLQLKGQSQTSPDHRSDTSSPEVRQSHSESPUID22662 3;4

Q9UQ35 SRRM2 S 1064 0,104337 2 ___3 0,56044 1,47E-07 77,969 72,69 77,969 0,25614 27863000 Serine/arginine repetitive matrix protein 2 YFGVSSLQLKGQSQTSPDHRSDTSSPEVRQSUID22661 4

Q9Y6D5 ARFGEF2 S 218 0,10427 3 ___2 0,969922 4,34E-11 79,911 79,911 50,464 0,29652 266520000 Brefeldin A-inhibited guanine nucleotide-exchange protein 2QEARELEKPIQSKPQSPVIQAAAVSPKFVRLUID14910 2

O00567 NOP56 S 520 0,104216 2 ___1 0,999979 6,29E-25 165,8 165,8 108,17 0,22975 1158200000 Nucleolar protein 56 KPKKKKSFSKEELMSSDLEETAGSTSIPKRKUID100 1;2

O14497 ARID1A S 696 0,104199 2 ___1 0,999892 7,08E-55 215,48 207,41 212,7 -0,061904 248430000 AT-rich interactive domain-containing protein 1A FSPHTSPHLPGIRGPSPSPVGSPASVAQSRSUID121 1;2

Q9UQ88 CDK11A S 577 0,104125 2 ___2 0,99945 7,23E-07 67,645 61,168 48,091 0,18922 57932000 Cyclin-dependent kinase 11A GILKVGDFGLAREYGSPLKAYTPVVVTQWYRUID14676 1;2

Q9UQ88 CDK11A T 583 0,104125 2 ___2 0,995561 7,23E-07 67,645 61,168 67,645 0,89067 26202000 Cyclin-dependent kinase 11A DFGLAREYGSPLKAYTPVVVTQWYRAPELLLUID16051 2

Q6UN15 FIP1L1 S 492 0,104054 3 ___2 1 1,49E-53 212,11 197,95 171,07 -0,0725 2158500000 Pre-mRNA 3'-end-processing factor FIP1 RERERTRERERERDHSPTPSVFNSDEERYRYUID11673 1;2;3

Q9UPT8 ZC3H4 S 1269 0,104039 2 ___2 0,99318 3,66E-24 136,79 136,79 110,6 0,30918 410480000 Zinc finger CCCH domain-containing protein 4 TLFGTVKQTPKTGSGSPFAGNSPAREGEQDAUID14519 1;2

Q8IYB3 SRRM1 S 597 0,104033 2 ___1 1 0,00032982 132,39 86,057 132,39 0,41227 1334400000 Serine/arginine repetitive matrix protein 1 PSPPPRRRSPSPRRYSPPIQRRYSPSPPPKRUID4150 1

Q5T200 ZC3H13 S 209 0,104023 2 ___2 0,998023 1,11E-05 111,53 89,478 104,7 0,14697 3599500000 Zinc finger CCCH domain-containing protein 13 KKEVSPEVVRSKLSPSPSLRKSSKSPKRKSSUID11343 2

Q6PKG0 LARP1 S 75 0,103934 3 ___2 1 2,96E-10 52,342 52,342 52,342 0,70733 10676000 La-related protein 1 CAKPHKEGTGQQERESPRPLQLPGAEGPAISUID11647 2

Q96T37 RBM15 S 257 0,103854 3 ___2 0,999117 1,17E-21 139,59 139,59 115,05 -0,30308 918200000 Putative RNA-binding protein 15 DRPLKIEAVYVSRRRSRSPLDKDTYPPSASVUID13202 2

Q96T37 RBM15 S 259 0,103854 3 ___2 0,999116 1,17E-21 139,59 139,59 115,05 -0,30308 922380000 Putative RNA-binding protein 15 PLKIEAVYVSRRRSRSPLDKDTYPPSASVVGUID13201 1;2

Q9BZE4 GTPBP4 S 468 0,103814 2 ___3 0,836526 2,10E-10 92,935 85,896 47,397 0,8973 76030000 Nucleolar GTP-binding protein 1 LEKEEELRTAAGEYDSVSESEDEEMLEIRQLUID21584 2;3

Q09019 DMWD S 545 0,1038 2 ___1 0,99417 0,0234013 42,395 39,282 42,395 -0,20242 2877100 Dystrophia myotonica WD repeat-containing protein ERRDRGAEKEHKRYHSLGNISRGGSGGSGSGUID2243 1

Q9NSY1 BMP2K S 10 0,103665 3 ___1 0,512161 0,00110364 48,716 33,295 48,716 -0,72711 6392800 BMP-2-inducible protein kinase ______MKKFSRMPKSEGGSGGGAAGGGAGGUID5838 1



Q15424 SAFB2;SAFB S 235 0,103531 3 ___1 0,816168 5,26E-18 129,71 122,76 106,37 0,050473 66815000 Scaffold attachment factor B2;Scaffold attachment factor B1ILGETCKSEPVKEESSELEQPFAQDTSSVGPUID2637 1

Q7Z7F0 KIAA0907 S 572 0,103509 3 ___1 0,901052 9,89E-09 70,091 70,091 70,091 -0,021726 158650000 UPF0469 protein KIAA0907 TTEKGFGLVAYAADSSDEEEEHGGHKNASSFUID3851 1;2

Q9P227 ARHGAP23 S 361 0,103397 2 ___1 1 6,85E-05 101,67 89,9 101,67 -0,0062718 15236000 Rho GTPase-activating protein 23 WHRARSDDYLSRATRSAEALGPGALVSPRFEUID6047 1;2

Q5VUA4 ZNF318 S 79 0,103397 2 ___2 1 0,00501495 65,278 35,939 65,278 0,1138 53324000 Zinc finger protein 318 RGRRASPSPPRGRRVSPSPPRARRGSPSPPRUID11423 2

Q5VUA4 ZNF318 S 81 0,103397 2 ___2 1 0,00501495 65,278 35,939 65,278 0,1138 53324000 Zinc finger protein 318 RRASPSPPRGRRVSPSPPRARRGSPSPPRGRUID11424 2

P68104 EEF1A1;EEF1A1P5;EEF1A2T 23 0,103397 2 ___1 0,683853 0,00352363 94,309 74,651 94,309 0,093486 8523100 Elongation factor 1-alpha 1;Putative elongation factor 1-alpha-like 3;Elongation factor 1-alpha 2INIVVIGHVDSGKSTTTGHLIYKCGGIDKRTUID7227 1

Q14004 CDK13 S 315 0,103391 3 ___3 1 8,36E-06 77,53 72,101 42,797 0,065761 255500000 Cyclin-dependent kinase 13 YREDKTEPKAYRRRRSLSPLGGRDDSPVSHRUID18802 2;3

Q14004 CDK13 S 317 0,103391 3 ___3 1 8,36E-06 77,53 72,101 42,797 0,065761 276950000 Cyclin-dependent kinase 13 EDKTEPKAYRRRRSLSPLGGRDDSPVSHRASUID18803 2;3

Q9UKM9 RALY S 288 0,103132 3 ___1 0,999959 4,06E-54 187,87 187,87 48,697 -0,21245 2751100000 RNA-binding protein Raly ARTRDDGDEEGLLTHSEEELEHSQDTDADDGUID6268 1;2;3;4

P49736 MCM2 S 27 0,102979 2 ___1 0,999347 9,56E-18 170,95 152,32 114,87 -0,19057 737580000 DNA replication licensing factor MCM2 SSPAQRRRGNDPLTSSPGRSSRRTDALTSSPUID1704 1;2

Q9UHB7 AFF4 S 1043 0,102725 2 ___1 0,992526 8,89E-09 91,457 56,253 88,385 -0,22771 11511000 AF4/FMR2 family member 4 LTEHLKNSYNNSQAPSPGLGSKAVGMPSPVSUID6168 1

Q8NDI1 EHBP1 S 436 0,102581 3 ___2 0,999922 1,99E-07 78,413 78,413 78,413 0,1059 88373000 EH domain-binding protein 1 AGKDLSTSPKPSPIPSPVLGRKPNASQSLLVUID12405 2;3

O60271 SPAG9 S 733 0,102483 2 ___2 0,998653 6,08E-22 166,64 138,73 166,64 0,26492 509510000 C-Jun-amino-terminal kinase-interacting protein 4 GLDTEGSKQRSASQSSLDKLDQELKEQQKELUID8475 1;2

O60271 SPAG9 S 730 0,102483 3 ___2 0,995997 6,08E-22 166,64 138,73 109,85 0,090065 582140000 C-Jun-amino-terminal kinase-interacting protein 4 DVAGLDTEGSKQRSASQSSLDKLDQELKEQQUID8473 1;2

Q6MZP7 LIN54 S 310 0,102479 2 ___2 1 9,71E-06 113,69 91,844 113,69 0,043494 64676000 Protein lin-54 homolog STLNSTTQTPNKIAISPLKSPNKAVKSTVQTUID11578 2

Q6MZP7 LIN54 S 314 0,102479 2 ___2 1 9,71E-06 113,69 91,844 113,69 0,043494 64676000 Protein lin-54 homolog STTQTPNKIAISPLKSPNKAVKSTVQTITVGUID11579 2

Q9NWQ8 PAG1 S 298 0,102322 2 ___1 0,987012 0,0144839 48,794 48,794 44,863 -0,044902 12558000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1ATDTTSETNKRFSSLSYKSREEDPTLTEEEIUID5907 1;2

Q96HE9 PRR11 S 40 0,102301 2 ___1 0,999999 5,11E-05 86,467 86,467 86,467 -0,19271 14992000 Proline-rich protein 11 SHFQSKLITPPPPPPSPERVGISSIDISQSRUID4906 1

O95453 PARN S 557 0,10229 2 ___1 0,999605 5,75E-05 91,858 91,858 91,858 0,39695 81108000 Poly(A)-specific ribonuclease PARN QCIPYTLQNHYYRNNSFTAPSTVGKRNLSPSUID728 1

Q9NYV4 CDK12 S 338 0,102188 2 ___2 0,99878 0,00030167 96,756 96,756 96,756 -0,10281 111550000 Cyclin-dependent kinase 12 SPSPYGRRRSSSPFLSKRSLSRSPLPSRKSMUID14086 2;3

Q92844 TANK S 129 0,102161 2 ___1 1 0,00117863 82,171 78,342 72,958 -0,14339 55718000 TRAF family member-associated NF-kappa-B activatorEVSSPRKETSARSLGSPLLHERGNIEKTFWDUID4714 1;2

Q3L8U1 CHD9 S 2058 0,101761 3 ___2 0,999987 1,04E-09 97,57 97,57 97,57 -0,81945 60968000 Chromodomain-helicase-DNA-binding protein 9 EEMKVKSENLKEEPQSSEEESMSSVETRTLIUID11177 2

Q3L8U1 CHD9 S 2059 0,101761 3 ___2 0,999986 1,04E-09 97,57 97,57 97,57 -0,81945 60968000 Chromodomain-helicase-DNA-binding protein 9 EMKVKSENLKEEPQSSEEESMSSVETRTLIKUID11178 2

Q9UKV3 ACIN1 S 655 0,101711 2 ___2 1 0,00190824 89,679 36,299 89,679 -0,024628 102890000 Apoptotic chromatin condensation inducer in the nucleusRSRSRSRSASSNSRKSLSPGVSRDSSTSYTEUID14382 2

Q9UKV3 ACIN1 S 657 0,101711 2 ___2 0,999973 0,00190824 91,265 35,007 89,679 -0,024628 149180000 Apoptotic chromatin condensation inducer in the nucleusRSRSRSASSNSRKSLSPGVSRDSSTSYTETKUID14383 1;2

O60832 DKC1 S 451 0,101686 3 ___2 1 1,14E-34 180,52 180,52 41,475 0,30445 4126500000 H/ACA ribonucleoprotein complex subunit 4 QVVAEAAKTAKRKRESESESDETPPAAPQLIUID8548 1;2;3;4

Q14699 RFTN1 S 485 0,10165 3 ___1 0,594874 7,85E-07 86,357 86,357 86,357 0,026592 46843000 Raftlin DKQQAEENEKNLEDQSSKAGDMGNCVSGQQQUID2769 1

Q8TAQ2 SMARCC2 S 283 0,101521 2 ___1 0,999998 2,82E-63 227,92 227,92 227,92 0,070769 360480000 SWI/SNF complex subunit SMARCC2 RRKKISAKTLTDEVNSPDSDRRDKKGGNYKKUID4405 1

Q96T23 RSF1 S 1277 0,101429 3 ___2 0,984568 4,61E-10 94,356 94,356 94,356 -0,50637 137010000 Remodeling and spacing factor 1 ELAKESKRSVRKRGRSTDEYSEADEEEEEEEUID13184 2;3

Q96T23 RSF1 Y 1281 0,101429 3 ___2 0,802735 1,51E-06 67,809 60,236 46,839 0,13972 85988000 Remodeling and spacing factor 1 ESKRSVRKRGRSTDEYSEADEEEEEEEGKPSUID16175 2;3

O00519 FAAH S 430 0,101381 3 ___2 1 0,00793486 50,04 30,254 50,04 -0,84644 7659000 Fatty-acid amide hydrolase 1 KGLLAFLVKPLLPRLSAFLSNMKSRSAGKLWUID8189 2

O00519 FAAH S 434 0,101381 3 ___2 1 0,00793486 50,04 30,254 50,04 -0,84644 7659000 Fatty-acid amide hydrolase 1 AFLVKPLLPRLSAFLSNMKSRSAGKLWELQHUID8190 2

Q5JSZ5 PRRC2B S 1470 0,101297 3 ___1 1 5,79E-18 129,35 129,35 129,35 -0,30234 29759000 Protein PRRC2B RYESQQNGTPLKVKRSPDEALPGGLSGCSSGUID3172 1

Q86X29 LSR S 581 0,101247 2 ___1 0,999989 0,00549897 65,719 54,846 65,719 -0,28784 3412200 Lipolysis-stimulated lipoprotein receptor SHHHRTRDPRDNGSRSGDLPYDGRLLEEAVRUID3965 1

O95071 UBR5 T 637 0,100961 2 ___1 0,605257 5,07E-18 153,14 153,14 103,21 -0,099909 293720000 E3 ubiquitin-protein ligase UBR5 SIASSASMPYKRRRSTPAPKEEEKVNEEQWSUID6983 1

Q8NI08 NCOA7 S 211 0,100868 2 ___1 0,999179 6,30E-16 160,65 149,07 160,65 0,13823 105510000 Nuclear receptor coactivator 7 ARKALKPIERVLSSTSEEDEPGVVKFLKMNCUID4384 1;2

Q7Z2W4 ZC3HAV1 S 257 0,100797 2 ___1 1 2,57E-25 173,34 173,34 173,34 0,11991 101170000 Zinc finger CCCH-type antiviral protein 1 AYRARSKSRDRFFQGSQEFLASASASAERSCUID3720 1

Q99590 SCAF11 S 608 0,100627 3 ___1 0,995247 1,67E-10 102,45 102,45 102,45 -0,36381 127440000 Protein SCAF11 TEHKDFTLKTEELIESPKLESSEGEIIQTVDUID5162 1;2

P49006 MARCKSL1 S 22 0,100589 2 ___1 1 7,23E-41 191,96 191,96 191,96 -0,12666 326360000 MARCKS-related protein KAPRGDVTAEEAAGASPAKANGQENGHVKSNUID1667 1

Q96T88 UHRF1 S 287 0,100521 2 ___1 1 2,87E-05 91,657 81,557 91,657 0,12408 45139000 E3 ubiquitin-protein ligase UHRF1 IFVDEVFKIERPGEGSPMVDNPMRRKSGPSCUID5133 1

Q9UMN6 KMT2B T 2083 0,100465 2 ___1 0,999997 0,00036815 80,469 72,425 80,469 -0,53665 32065000 Histone-lysine N-methyltransferase 2B TDSEAEAVQQPRGQGTPPSGPGVVRAGVLGAUID7899 1

P49915 GMPS S 332 0,100314 2 ___1 0,999643 1,36E-17 168,98 125,7 168,98 -0,30884 72188000 GMP synthase [glutamine-hydrolyzing] RTPRKRISKTLNMTTSPEEKRKIIGDTFVKIUID1773 1

O14497 ARID1A S 232 0,100305 2 ___1 0,565685 0,00020419 53,403 47,3 53,403 0,19788 6264100 AT-rich interactive domain-containing protein 1A PNRSAYPPPAPAYALSSPRGGTPGSGAAAAAUID126 1

Q13435 SF3B2 S 309 0,100113 2 ___1 0,998754 1,71E-34 186,97 174,7 128,38 0,23159 749460000 Splicing factor 3B subunit 2 EEMETDARSSLGQSASETEEDTVSVSKKEKNUID2494 1;2;3

Q96RT1 ERBB2IP S 598 0,100043 3 ___2 1 3,10E-06 59,248 51,971 53,059 0,019735 35779000 Protein LAP2 ENLKHIVNHDDVFEESEELSSDEEMKMAEMRUID13144 2;3

Q9NTI5 PDS5B S 1166 0,0999871 2 ___1 0,998384 2,23E-105 248,13 248,13 207,05 -0,26896 326220000 Sister chromatid cohesion protein PDS5 homolog B RMETVSNASSSSNPSSPGRIKGRLDSSEMDHUID5854 1

Q5VTR2 RNF20 S 136 0,0998828 3 ___1 0,712683 2,47E-69 230,23 230,23 114,55 0,01985 232540000 E3 ubiquitin-protein ligase BRE1A LTERKALVVPEPEPDSDSNQERKDDRERGEGUID3314 1

Q86TM6 SYVN1 S 613 0,0998248 2 ___1 1 4,85E-05 97,602 97,602 81,972 0,52534 14640000 E3 ubiquitin-protein ligase synoviolin PDAAELRRRRLQKLESPVAH___________UID3873 1

P49454 CENPF S 3054 0,0997664 2 ___1 0,998984 0,0010832 44,807 33,367 44,807 1,2854 3488500 Centromere protein F TAGGSRSQKVKVAQRSPVDSGTILREPTTKSUID1685 1

O00567 NOP56 S 519 0,0997004 2 ___1 0,999979 1,76E-12 123,55 112,08 108,17 0,22975 641150000 Nucleolar protein 56 SKPKKKKSFSKEELMSSDLEETAGSTSIPKRUID99 1;2

Q9UKV3 ACIN1 S 386 0,0996905 3 ___2 0,999984 3,26E-05 114,63 114,63 56,215 0,49055 784660000 Apoptotic chromatin condensation inducer in the nucleusEREIKSSQGLKEKSKSPSPPRLTEDRKKASLUID14389 2;3

Q12888 TP53BP1 S 1430 0,0996318 3 ___2 0,980815 1,64E-07 58,861 58,861 47,749 -0,17435 38541000 Tumor suppressor p53-binding protein 1 AVPGPLGIEDISPNLSPDDKSFSRVVPRVPDUID10413 1;2

Q12888 TP53BP1 S 1426 0,0996318 3 ___2 0,808739 1,19E-05 47,749 42,429 47,749 -0,17435 16202000 Tumor suppressor p53-binding protein 1 TRETAVPGPLGIEDISPNLSPDDKSFSRVVPUID10412 2

Q9UER7 DAXX S 688 0,0995661 2 ___2 0,891024 9,10E-08 83,755 83,755 74,662 0,10256 34153000 Death domain-associated protein 6 LASLAPVADSSTRVDSPSHGLVTSSLCIPSPUID14222 2

Q5VUA4 ZNF318 S 136 0,0995321 2 ___1 1 1,09E-12 158,01 132,54 154,28 -0,25345 67155000 Zinc finger protein 318 DGRGDHPGDSGSRRRSPGLCSDSLEKSLRITUID3324 1

Q13601 KRR1 S 3 0,0994066 2 ___1 0,999781 9,52E-06 131,42 111,21 131,42 0,30999 174430000 KRR1 small subunit processome component homolog_____________MASPSLERPEKGAGKSEFUID2581 1

Q8WTS6 SETD7 S 3 0,0993475 3 ___1 1 3,12E-29 103,5 103,5 103,5 0,40669 73785000 Histone-lysine N-methyltransferase SETD7 _____________MDSDDEMVEEAVEGHLDDUID4494 1

Q9UQ35 SRRM2 S 295 0,0992583 2 ___3 0,999912 1,71E-42 200,9 200,9 197,69 -0,26138 1,2725E+10 Serine/arginine repetitive matrix protein 2 RSAAAKTHTTALAGRSPSPASGRRGEGDAPFUID22762 2;3

Q9UQ35 SRRM2 S 297 0,0992583 2 ___3 0,999521 1,71E-42 200,9 200,9 197,69 -0,26138 1,28E+10 Serine/arginine repetitive matrix protein 2 AAAKTHTTALAGRSPSPASGRRGEGDAPFSEUID22763 2;3

Q9UQ35 SRRM2 S 300 0,0992583 2 ___3 0,999414 1,05E-05 66,826 61,101 66,826 1,0179 54765000 Serine/arginine repetitive matrix protein 2 KTHTTALAGRSPSPASGRRGEGDAPFSEPGTUID22764 3

O75446 SAP30 S 131 0,0992279 3 ___1 0,999989 6,08E-22 107,47 103,55 107,47 0,6075 64385000 Histone deacetylase complex subunit SAP30 KNLIQSVRNRRKRKGSDDDGGDSPVQDIDTPUID555 1;2

Q8WYQ5 DGCR8 S 95 0,099193 2 ___1 0,894164 5,08E-05 87,18 87,18 87,18 -0,17333 27628000 Microprocessor complex subunit DGCR8 FSKGRLLIDPNCSGHSPRTARHAPAVRKFSPUID4583 1

Q8IYB3 SRRM1 S 715 0,099167 4 ___2 0,996354 3,63E-05 96,82 87,784 56,599 -0,080031 1,0285E+10 Serine/arginine repetitive matrix protein 1 VRRGASSSPQRRQSPSPSTRPIRRVSRTPEPUID12237 2

Q14004 CDK13 S 315 0,0991542 3 ___2 1 8,36E-06 77,53 72,101 42,797 0,065761 255500000 Cyclin-dependent kinase 13 YREDKTEPKAYRRRRSLSPLGGRDDSPVSHRUID10705 2;3

Q86US8 SMG6 T 479 0,0989585 3 ___1 0,951018 4,13E-07 58,457 58,284 58,457 0,37304 8017500 Telomerase-binding protein EST1A KPALKTQTPQLHFLDTDDEVSPTSWGDSRQAUID7572 1

Q5T200 ZC3H13 S 198 0,0987056 2 ___1 1 0,00015829 132,84 66,543 129 0,11403 195340000 Zinc finger CCCH domain-containing protein 13 ENMEKREEIIIKKEVSPEVVRSKLSPSPSLRUID3230 1

Q32MZ4 LRRFIP1 S 733 0,0985656 3 ___1 0,993795 3,37E-22 116,35 107,66 94,406 -0,032799 55063000 Leucine-rich repeat flightless-interacting protein 1 PKSEDADRCTLPEHESPSQDISDACEAESTEUID3055 1

Q9H0B6 KLC2 S 610 0,0983822 2 ___1 0,90114 6,90E-06 117,23 100,78 117,23 -0,19325 87403000 Kinesin light chain 2 QPGGTGLSDSRTLSSSSMDLSRRSSLVG___UID5465 1

Q8WYP5 AHCTF1 S 1222 0,0983762 3 ___1 0,980003 5,49E-06 88,036 88,036 45,395 -0,2511 73222000 Protein ELYS LRSTPLASPSPSPGRSPQRLKETRISFVEEDUID4580 1;2

Q6NZY4 ZCCHC8 T 479 0,0982349 2 ___2 1 0,00039343 65,472 65,472 65,472 -0,050284 17995000 Zinc finger CCHC domain-containing protein 8 FQPPLPPDTPPLPRGTPPPVFTPPLPKGTPPUID15594 1;2

Q6NZY4 ZCCHC8 T 485 0,0982349 2 ___2 1 0,00039343 65,472 65,472 65,472 -0,050284 10169000 Zinc finger CCHC domain-containing protein 8 PDTPPLPRGTPPPVFTPPLPKGTPPLTPSDSUID15595 2

P07814 EPRS S 885 0,0981335 3 ___1 0,716412 1,84E-71 220,42 220,42 169,9 0,059342 531080000 Bifunctional glutamate/proline--tRNA ligase;Glutamate--tRNA ligase;Proline--tRNA ligaseKEYIPGQPPLSQSSDSSPTRNSEPAGLETPEUID861 1;2

Q15365 PCBP1 S 190 0,0981156 3 ___1 0,810525 3,96E-10 75,326 75,326 69,435 -0,50693 16300000 Poly(rC)-binding protein 1 QGRVMTIPYQPMPASSPVICAGGQDRCSDAAUID2913 1

O75376 NCOR1 S 2337 0,0980381 4 ___1 0,997828 4,59E-09 59,18 59,18 59,18 0,020345 27514000 Nuclear receptor corepressor 1 CKPKLISKSNSRKSKSPIPGQGYLGTERPSSUID536 1;2

O75475 PSIP1 S 275 0,0980355 2 ___2 0,998861 9,29E-50 195,78 195,78 195,78 -0,86512 954410000 PC4 and SFRS1-interacting protein KRKNLAKTGVTSTSDSEEEGDDQEGEKKRKGUID8660 2

P54278 PMS2 S 522 0,0980152 3 ___1 0,640584 6,46E-32 120,34 120,34 120,34 -0,055454 12564000 Mismatch repair endonuclease PMS2 SIPDTGSHCSSEYAASSPGDRGSQEHVDSQEUID1882 1

Q9UKV3 ACIN1 S 240 0,0979418 2 ___2 1 5,01E-22 154,84 146,2 154,84 0,46806 247530000 Apoptotic chromatin condensation inducer in the nucleusERRSSRVRQARAAKLSEGSQPAEEEEDQETPUID14373 1;2

Q9UKV3 ACIN1 S 243 0,0979418 2 ___2 1 5,01E-22 154,84 146,2 154,84 0,46806 210540000 Apoptotic chromatin condensation inducer in the nucleusSSRVRQARAAKLSEGSQPAEEEEDQETPSRNUID14374 1;2

P35659 DEK S 303 0,0975035 3 ___3 1 7,82E-06 116,87 116,87 88,09 0,037578 535000000 Protein DEK STTKKNQNSSKKESESEDSSDDEPLIKKLKKUID17588 3;4

Q6ZSZ5 ARHGEF18 S 1289 0,0974578 2 ___2 1 0,00480523 61,593 27,387 61,593 -0,29794 9519100 Rho guanine nucleotide exchange factor 18 NKLMGKDESTSRNRRSLSPILPGRHSPAPPPUID11724 2

Q6ZSZ5 ARHGEF18 S 1291 0,0974578 2 ___2 1 0,0004953 110,53 75,265 61,593 -0,29794 61553000 Rho guanine nucleotide exchange factor 18 LMGKDESTSRNRRSLSPILPGRHSPAPPPDPUID11725 1;2

Q5C9Z4 NOM1 S 139 0,0974405 3 ___1 0,976069 4,96E-05 77,746 64,083 77,746 -0,30705 104600000 Nucleolar MIF4G domain-containing protein 1 QDTEERARPAPSRDPSPPRKPRPSRVKAKATUID3143 1

P08621 SNRNP70 S 226 0,097262 3 ___1 1 2,38E-05 114,52 100,26 114,52 -0,18655 501370000 U1 small nuclear ribonucleoprotein 70 kDa SGRDDTSRYDERPGPSPLPHRDRDRDRERERUID889 1

Q9UKJ3 GPATCH8 S 1081 0,0970713 4 ___2 0,696598 7,16E-06 40,952 40,952 40,952 -0,23411 55208000 G patch domain-containing protein 8 QNSNIGTGRGSEGDCSPEDKNSVTAKLLLEKUID14354 2

Q14694 USP10 S 211 0,0968881 3 ___1 0,694956 4,40E-23 119,98 119,98 119,98 -0,070139 184190000 Ubiquitin carboxyl-terminal hydrolase 10 FMGDMPPSVTPRTCNSPQNSTDSVSDIVPDSUID2767 1

Q9UHB7 AFF4 S 180 0,0967835 3 ___1 0,703469 4,24E-07 71,592 71,592 71,592 -0,061901 40271000 AF4/FMR2 family member 4 KKGQHGSEHSKSRSSSPGKPQAVSSLNSSHSUID6172 1

P24928 POLR2A S 1920 0,0965507 2 ___1 0,909603 3,99E-10 146,27 90,858 146,27 0,015183 124960000 DNA-directed RNA polymerase II subunit RPB1 TSPKYSPTSPTYSPTSPKYSPTSPTYSPTSPUID1213 1;2

O60293 ZFC3H1 S 28 0,0964381 2 ___1 0,999934 6,47E-14 111,77 90,518 111,77 0,36283 10237000 Zinc finger C3H1 domain-containing protein GLSPKEEGELEDGEISDDDNNSQIRSRSSSSUID383 1

Q13595 TRA2B;TRA2A S 266 0,0963699 2 ___2 0,935836 0,00058418 101,61 73,555 87,233 -0,11233 106210000 Transformer-2 protein homolog beta;Transformer-2 protein homolog alphaDRDQIYRRRSPSPYYSRGGYRSRSRSRSYSP;DYDYRYRRRSPSPYYSRYRSRSRSRSYSPRRUID10085 2

Q5T1M5 FKBP15 S 1164 0,0962466 2 ___2 0,999687 5,96E-14 149,57 136,19 116,98 -0,063455 282170000 FK506-binding protein 15 GAALRPSHHSQRSSLSGDEEDELFKGATLKAUID11321 1;2

Q14137 BOP1 S 127 0,0962135 2 ___2 0,981318 1,06E-06 122,75 107,21 122,75 0,1532 102310000 Ribosome biogenesis protein BOP1 EMASARIGDEYAEDSSDEEDIRNTVGNVPLEUID10725 2

Q14137 BOP1 S 126 0,0962135 2 ___2 0,610826 1,06E-06 122,75 107,21 122,75 0,1532 102310000 Ribosome biogenesis protein BOP1 TEMASARIGDEYAEDSSDEEDIRNTVGNVPLUID10724 2

Q14004 CDK13 S 325 0,0961098 3 ___3 0,992199 8,36E-06 77,53 72,101 77,53 -0,3192 193820000 Cyclin-dependent kinase 13 YRRRRSLSPLGGRDDSPVSHRASQSLRSRKSUID18804 2;3

P32519 ELF1 S 168 0,0959647 2 ___1 0,948054 5,35E-21 165,49 157,03 165,49 0,29895 293890000 ETS-related transcription factor Elf-1 TQQVQEKYADSPGASSPEQPKRKKGRKTKPPUID1329 1;2

P49792 RANBP2;RGPD4;RGPD3;RGPD1;RGPD2T 799 0,0957717 2 ___1 0,999782 0,0005401 85,554 74,725 85,554 -0,44166 161840000 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4;RanBP2-like and GRIP domain-containing protein 3;RANBP2-like and GRIP domain-containing protein 1;RANBP2-like and GRIP domain-containing protein 2RYSLSPSKSYKYSPKTPPRWAEDQNSLLKMIUID7185 1;2

O95747 OXSR1 T 331 0,095722 2 ___1 0,557926 0,0346185 40,025 35,134 40,025 0,33608 5455400 Serine/threonine-protein kinase OSR1 KKVRRVPGSSGRLHKTEDGGWEWSDDEFDEEUID6994 1

Q01664 TFAP4 S 123 0,095587 2 ___1 0,533667 4,91E-05 100,55 82,286 45,879 -0,2689 5588400 Transcription factor AP-4 QQNTQLKRFIQELSGSSPKRRRAEDKDEGIGUID2109 1

Q92844 TANK S 126 0,0955568 2 ___1 1 5,54E-15 174,57 151,34 72,958 -0,14339 153380000 TRAF family member-associated NF-kappa-B activatorRRQEVSSPRKETSARSLGSPLLHERGNIEKTUID4713 1;2

Q8NEY8 PPHLN1 T 200 0,0955457 3 ___1 0,620917 3,61E-05 101,62 89,069 101,62 0,60156 111580000 Periphilin-1 GNPERDKERPVQSLKTSRDTSPSSGSAVSSSUID7633 1

Q96D71 REPS1 S 535 0,0953169 3 ___2 0,744965 2,16E-17 124,37 124,37 124,37 -0,2094 54481000 RalBP1-associated Eps domain-containing protein 1 TSDPEQIGSNVTRQRSHSGTSPDNTAPPPPPUID12910 2

P83369 LSM11 S 15 0,0952379 2 ___2 0,973943 0,00027604 62,949 38,014 62,949 0,0079512 55491000 U7 snRNA-associated Sm-like protein LSm11 _MEERERGARSAGAGSPARPPSPRLDVSSDSUID10138 2

P05387 RPLP2;RPLP1 S 102 0,09502 2 ___2 1 1,68E-84 242,1 242,1 47,204 0,17029 9277100000 60S acidic ribosomal protein P2;60S acidic ribosomal protein P1APAAAEEKKDEKKEESEESDDDMGFGLFD__UID8916 1;2

P05387 RPLP2;RPLP1 S 105 0,09502 2 ___2 1 2,11E-54 211,12 211,12 47,204 0,17029 9159800000 60S acidic ribosomal protein P2;60S acidic ribosomal protein P1AAEEKKDEKKEESEESDDDMGFGLFD_____UID8917 1;2

Q9UKF6 CPSF3 S 659 0,0949448 3 ___1 0,999445 2,32E-14 88,517 83,562 64,035 -0,096797 8451800 Cleavage and polyadenylation specificity factor subunit 3ANLNLETRTVECEEGSEDDESLREMVELAAQUID6251 1

Q7Z6E9 RBBP6 S 768 0,0949277 2 ___3 0,99972 0,00065916 66,004 66,004 66,004 -0,011584 622190000 E3 ubiquitin-protein ligase RBBP6 YHRSRSRSPPYRRYHSRSRSPQAFRGQSPNKUID20022 3

P19838 NFKB1 S 903 0,0948465 2 ___2 0,994627 5,47E-06 78,95 70,437 71,929 0,27968 18471000 Nuclear factor NF-kappa-B p105 subunit;Nuclear factor NF-kappa-B p50 subunitIQAASSPVKTTSQAHSLPLSPASTRQQIDELUID9223 2

P19838 NFKB1 S 907 0,0948465 2 ___2 0,974804 5,47E-06 78,95 70,437 78,95 -0,1736 18471000 Nuclear factor NF-kappa-B p105 subunit;Nuclear factor NF-kappa-B p50 subunitSSPVKTTSQAHSLPLSPASTRQQIDELRDSDUID9224 2

O76080 ZFAND5 S 48 0,0948247 2 ___1 0,997398 1,28E-14 125,88 111,63 91,589 -0,45699 19340000 AN1-type zinc finger protein 5 CYKEHLQRQQNSGRMSPMGTASGSNSPTSDSUID617 1

Q99733 NAP1L4 S 125 0,0947863 4 ___1 0,999677 1,11E-29 145,89 145,89 145,89 0,041334 813850000 Nucleosome assembly protein 1-like 4 ITGDVEPTDAESEWHSENEEEEKLAGDMKSKUID5187 1

Q14157 UBAP2L S 467 0,0946793 2 ___1 0,993381 4,24E-28 160,2 160,2 160,2 -0,08444 781060000 Ubiquitin-associated protein 2-like PSSPLPSKSTSAPQMSPGSSDNQSSSPQPAQUID2663 1

Q9UHI6 DDX20 S 677 0,0946416 3 ___2 0,993012 9,50E-10 94,837 91,374 94,837 -0,66311 72167000 Probable ATP-dependent RNA helicase DDX20 RTSSQSKGNKSYLEGSSDNQLKDSESTPVDDUID14273 2

Q9UHI6 DDX20 S 678 0,0946416 3 ___2 0,993012 9,50E-10 94,837 91,374 94,837 -0,66311 72167000 Probable ATP-dependent RNA helicase DDX20 TSSQSKGNKSYLEGSSDNQLKDSESTPVDDRUID14274 2

Q9C0C9 UBE2O S 515 0,0946113 2 ___1 0,923058 0,00803591 83,783 11,644 60,91 -0,18632 17689000 E2/E3 hybrid ubiquitin-protein ligase UBE2O STTSSQSGSGTSRKKSIPLSIKNLKRKHKRKUID5437 1

Q9UGU0 TCF20 S 1007 0,0943712 2 ___1 0,616416 6,60E-06 117,41 91,365 117,41 -0,061381 17866000 Transcription factor 20 PGRVGGREGMRGRSPSQYHDFAEKLKMSPGRUID6150 1

Q9H1B7 IRF2BPL S 547 0,0942719 2 ___1 1 2,56E-06 120,77 110,99 120,77 0,42226 30782000 Interferon regulatory factor 2-binding protein-like PSGRGAAASLRKRKASPEPPDSAEGALKLGEUID5500 1

Q15758 SLC1A5 S 493 0,0942492 2 ___1 0,5 0,00116423 82,417 74,77 57,348 0,21708 37711000 Neutral amino acid transporter B(0) GAGLLQNYVDRTESRSTEPELIQVKSELPLDUID2976 1

Q15758 SLC1A5 T 494 0,0942492 2 ___1 0,5 0,00116423 82,417 74,77 57,348 0,21708 37711000 Neutral amino acid transporter B(0) AGLLQNYVDRTESRSTEPELIQVKSELPLDPUID7408 1

Q9Y385 UBE2J1 T 267 0,0942361 3 ___2 0,731608 5,86E-05 103,88 97,152 58,672 -0,28157 347390000 Ubiquitin-conjugating enzyme E2 J1 PRQRRAQQQSQRRLSTSPDVIQGHQPRDNHTUID16072 1;2

Q92538 GBF1 S 1298 0,0942318 2 ___1 0,985702 4,28E-54 165,38 137,68 165,38 -2,5827 321010000 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1LQATARADAPDAGAQSDSELPSYHQNDVSLDUID4600 1

Q5T200 ZC3H13 S 381 0,0941661 2 ___3 0,962382 3,53E-15 154,36 147,49 154,36 0,11981 184570000 Zinc finger CCCH domain-containing protein 13 PLRRSASPYPSHSLSSPQRKQSPPRHRSPMRUID19435 2;3

Q96JM3 CHAMP1 S 627 0,0939569 2 ___1 0,925982 9,33E-23 169,09 169,09 155,26 0,075933 104130000 Chromosome alignment-maintaining phosphoprotein 1LFPSSKKLKKDNQESSDAELSSSEYIKTDLDUID4929 1;2

Q04637 EIF4G1 S 1231 0,0939524 2 ___1 1 8,10E-06 116,54 116,54 116,54 0,31089 43717000 Eukaryotic translation initiation factor 4 gamma 1 RGRDAVKREAALPPVSPLKAALSEEELEKKSUID2178 1

Q8WWI1 LMO7 S 926 0,0939357 2 ___1 0,862408 0,0260817 65,252 17,404 65,252 -0,42783 6248400 LIM domain only protein 7 VVTPRPFGSQTRGISSLPRSYTMDDAWKYNGUID4529 1

Q9P1Y6 PHRF1 S 991 0,0938702 3 ___1 1 0,00116734 93,096 93,096 51,998 -0,56817 32511000 PHD and RING finger domain-containing protein 1 VLQAATHRVVELRPPSRSRSTSSSRSRKKAKUID6038 1

O95466 FMNL1 S 624 0,0938607 2 ___1 1 3,52E-14 166,87 95,787 166,87 0,2289 177090000 Formin-like protein 1 PPPPGGPPDALGRRDSELGPGVKAKKPIQTKUID731 1

Q9P246 STIM2 S 626 0,0938305 3 ___1 0,992917 0,00011798 68,567 61,197 68,567 0,30998 10814000 Stromal interaction molecule 2 PLSLEIYQTLSPRKISRDEVSLEDSSRGDSPUID6053 1

Q9UKJ3 GPATCH8 S 1076 0,0938305 4 ___2 0,586767 4,41E-09 55,772 55,772 42,269 -0,11266 55594000 G patch domain-containing protein 8 TGPPSQNSNIGTGRGSEGDCSPEDKNSVTAKUID14353 2

Q9BUR4 WRAP53 S 90 0,0936764 3 ___1 0,993057 6,55E-07 81,197 70,775 81,197 0,33273 32766000 Telomerase Cajal body protein 1 LSTPLETEFGSPSELSPRIEEQELSENTSLPUID5293 1;2

Q9UPR0 PLCL2 T 584 0,0935602 3 ___1 0,999688 3,27E-11 76,799 67,418 76,799 -0,022904 30597000 Inactive phospholipase C-like protein 2 AKKLSSNCSGVEGDVTDEDEGAEMSQRMGKEUID7912 1

Q9UPN9 TRIM33 S 1105 0,0933898 3 ___2 0,999971 2,84E-18 83,559 77,839 83,559 0,10657 74772000 E3 ubiquitin-protein ligase TRIM33 PEFEQEEDDGEVTEDSDEDFIQPRRKRLKSDUID14502 2

Q9UPN9 TRIM33 T 1102 0,0933898 3 ___2 0,999938 2,84E-18 83,559 77,839 83,559 0,10657 74772000 E3 ubiquitin-protein ligase TRIM33 APLPEFEQEEDDGEVTEDSDEDFIQPRRKRLUID16006 2

P22314 UBA1 S 820 0,0930192 3 ___2 0,997176 1,73E-10 71,67 60,767 71,67 0,11215 43842000 Ubiquitin-like modifier-activating enzyme 1 VKIHVSDQELQSANASVDDSRLEELKATLPSUID9266 1;2

P22314 UBA1 S 816 0,0930192 3 ___2 0,996224 1,73E-10 71,67 60,767 71,67 0,11215 36120000 Ubiquitin-like modifier-activating enzyme 1 PKSGVKIHVSDQELQSANASVDDSRLEELKAUID9265 2

Q96T37 RBM15 T 265 0,0930192 3 ___2 0,500142 3,10E-05 42,041 42,041 42,041 0,082374 4140900 Putative RNA-binding protein 15 VYVSRRRSRSPLDKDTYPPSASVVGASVGGHUID15834 2

Q9NWH9 SLTM S 999 0,092831 2 ___1 0,779254 1,87E-06 69,594 63,153 69,594 0,22357 37524000 SAFB-like transcription modulator MGDGRAGAGMITQHSSNASPINRIVQISGNSUID5891 1

Q99856 ARID3A S 77 0,0927883 3 ___2 1 5,92E-29 143,06 136,98 143,06 -0,015625 259290000 AT-rich interactive domain-containing protein 3A LAAMRAAAAGLGHPASPGGSEDGPPGSEEEDUID13288 2;3

Q99856 ARID3A S 81 0,0927883 3 ___2 1 5,92E-29 143,06 136,98 143,06 -0,015625 259840000 AT-rich interactive domain-containing protein 3A RAAAAGLGHPASPGGSEDGPPGSEEEDAAREUID13289 2;3

Q8N2M8 CLASRP S 285 0,0926122 2 ___1 1 0,00023528 125,74 89,355 125,74 -0,063745 39428000 CLK4-associating serine/arginine rich protein QRREFREKRLRGRKISPPSYARRDSPTYDPYUID4212 1

Q9H0C8 ILKAP S 13 0,0923789 3 ___1 1 3,35E-08 80,67 77,229 50,215 -0,4897 22380000 Integrin-linked kinase-associated serine/threonine phosphatase 2C___MDLFGDLPEPERSPRPAAGKEAQKGPLLUID5466 1

P35269 GTF2F1 S 385 0,0922931 2 ___2 0,999735 5,48E-08 76,237 67,19 72,086 0,032743 261680000 General transcription factor IIF subunit 1 PKRERKPSGGSSRGNSRPGTPSAEGGSTSSTUID9462 1;2

Q9Y2U5 MAP3K2 S 164 0,0922074 3 ___1 0,5 2,63E-07 115,11 115,11 115,11 0,057702 29737000 Mitogen-activated protein kinase kinase kinase 2 KKRLSIIGPTSRDRSSPPPGYIPDELHQVARUID6637 1

Q9UHB7 AFF4 S 836 0,0921098 2 ___1 0,999118 0,00097646 99,568 36,935 99,568 -0,55845 34704000 AF4/FMR2 family member 4 SKDPKTEHGSRKRTISQSSSLKSSSNSNKETUID6173 1

P49736 MCM2 S 12 0,0920817 2 ___2 0,947638 5,89E-162 296,14 296,14 118,47 0,75398 134990000 DNA replication licensing factor MCM2 ____MAESSESFTMASSPAQRRRGNDPLTSSUID9795 1;2

Q9UKI8 TLK1 S 77 0,0918014 2 ___1 0,526406 8,88E-06 54,974 54,974 41,86 -0,0067178 5750000 Serine/threonine-protein kinase tousled-like 1 LLEARFTGVASGSTGSTGSCSVGAKASTNNEUID6252 1

Q9BTK6 PAGR1 S 237 0,0917545 2 ___1 0,997644 2,70E-06 108,34 98,011 94,544 0,20538 10377000 PAXIP1-associated glutamate-rich protein 1 GRDLFSLDSEDPSPASPPLRSSGSSLFPRQRUID5276 1

Q8NE71 ABCF1 S 109 0,0915938 2 ___2 1 1,43E-12 139,45 139,45 105,77 0,47624 6311300000 ATP-binding cassette sub-family F member 1 EKELMERLKKLSVPTSDEEDEVPAPKPRGGKUID12415 1;2;3

Q96T23 RSF1 S 1345 0,0914313 2 ___1 1 1,99E-77 242,07 229,49 242,07 -0,046019 187140000 Remodeling and spacing factor 1 LPSEQESTKKPYRIESDEEEDFENVGKVGSPUID5089 1

Q9Y2W1 THRAP3 S 232 0,0913952 3 ___1 0,669006 4,80E-05 48,773 48,773 48,773 -0,27294 11715000 Thyroid hormone receptor-associated protein 3 SESSKPWPDATYGTGSASRASAVSELSPRERUID6653 1

Q86WB0 ZC3HC1 S 394 0,091185 2 ___1 0,566973 6,88E-06 59,261 53,877 59,261 0,18629 19502000 Nuclear-interacting partner of ALK TRSMGTGDTPGLEVPSSPLRKAKRARLCSSSUID3941 1

Q9Y6D6 ARFGEF1 S 1569 0,091085 2 ___1 1 2,81E-17 161,93 141,34 155,48 0,35934 116300000 Brefeldin A-inhibited guanine nucleotide-exchange protein 1PSPVSEKPLDTISQKSVDIHDSIQPRSVDNRUID6822 1

P06748 NPM1 S 10 0,0908535 3 ___1 0,980087 1,73E-10 69,548 69,548 69,548 -0,5036 13697000 Nucleophosmin ______MEDSMDMDMSPLRPQNYLFGCELKAUID853 1

Q14839 CHD4 S 428 0,0908299 5 ___1 1 5,64E-43 168,48 168,48 47,59 -0,47811 460200000 Chromodomain-helicase-DNA-binding protein 4 HCEKEGIQWEAKEDNSEGEEILEEVGGDLEEUID2788 1

Q16637 SMN1 T 25 0,0908266 2 ___2 0,817936 7,10E-07 119,38 119,38 101,47 -0,090623 96262000 Survival motor neuron protein GGVPEQEDSVLFRRGTGQSDDSDIWDDTALIUID15515 1;2

Q9BXY0 MAK16 S 200 0,0907199 3 ___2 0,86925 8,16E-29 135,75 133,66 72,474 0,55662 301430000 Protein MAK16 homolog AFDKALEQQEAESDSSDTEEKDDDDDDEEDVUID13464 2;3

Q9H6F5 CCDC86 S 91 0,0906567 2 ___1 1 4,14E-78 229,68 229,68 128,12 0,16185 1028500000 Coiled-coil domain-containing protein 86 AGLESPQGQPEPGAASPQRQQDLHLESPQRQUID5615 1;2

O75446 SAP30 T 145 0,0905825 3 ___2 0,689558 5,74E-06 43,068 43,068 41,661 0,86572 9031300 Histone deacetylase complex subunit SAP30 GSDDDGGDSPVQDIDTPEVDLYQLQVNTLRRUID15049 2

Q9NWH9 SLTM S 553 0,0904667 2 ___2 1 1,91E-70 240,31 222,49 240,31 -0,056548 615270000 SAFB-like transcription modulator ESIKKSEEKKRISSKSPGHMVILDQTKGDHCUID13993 1;2

Q9NW75 GPATCH2 S 115 0,090421 3 ___2 1 2,04E-06 126,71 117,75 44,299 -0,67018 29220000 G patch domain-containing protein 2 SKDYRENHNNNKKDHSDSDDQMLVAKRRPSSUID13983 2

Q9NW75 GPATCH2 S 117 0,090421 3 ___2 1 2,04E-06 126,71 117,75 44,299 -0,67018 29220000 G patch domain-containing protein 2 DYRENHNNNKKDHSDSDDQMLVAKRRPSSNLUID13984 2

O14497 ARID1A S 769 0,0903693 3 ___1 0,554725 1,42E-06 91,657 91,657 50,539 -0,69708 31720000 AT-rich interactive domain-containing protein 1A QRNPQMPQYSSPQPGSALSPRQPSGGQIHTGUID124 1

O95819 MAP4K4 S 629 0,0903115 2 ___1 0,690444 3,07E-06 138,63 99,822 138,63 -0,11389 58360000 Mitogen-activated protein kinase kinase kinase kinase 4ALQRPAEPQVPVRTTSRSPVLSRRDSPLQGSUID769 1;2

P33241 LSP1 S 189 0,0902581 2 ___1 0,98363 1,48E-153 274,6 274,6 274,6 -0,30255 1203800000 Lymphocyte-specific protein 1 RTPSPLVLEGTIEQSSPPLSPTTKLIDRTESUID1341 1;2;3

P46013 MKI67 S 584 0,0902453 2 ___1 0,99995 2,46E-29 179,17 179,17 87,932 0,3314 75819000 Antigen KI-67 VEVKAQSLVISPPAPSPRKTPVASDQRRRSCUID1547 1;2

Q96HR8 NAF1 S 315 0,089962 3 ___1 1 4,92E-10 133,53 133,53 46,847 -0,072135 208420000 H/ACA ribonucleoprotein complex non-core subunit NAF1SWKNDQEPPPEALDFSDDEKEKEAKQRKKSQUID4908 1

Q86VR2 FAM134C T 307 0,0897619 3 ___2 0,999994 5,21E-17 120,98 120,98 58,345 0,0030956 98628000 Protein FAM134C VSCTDNGTFNLSRGQTPLTEGSEDLDGHSDPUID15674 2;4

Q86VR2 FAM134C S 320 0,0897619 3 ___2 0,999308 5,21E-17 120,98 120,98 120,98 -0,034556 172680000 Protein FAM134C GQTPLTEGSEDLDGHSDPEESFARDLPDFPSUID12019 1;2;3;4

O95218 ZRANB2 S 120 0,0896397 2 ___1 1 2,93E-72 223,5 208,81 223,5 -0,070525 2234800000 Zinc finger Ran-binding domain-containing protein 2 GFNERENVEYIEREESDGEYDEFGRKKKKYRUID692 1

Q14153 FAM53B S 178 0,0894982 3 ___1 0,5 1,52E-05 74,769 63,295 74,769 -0,92815 12293000 Protein FAM53B QRSSSFSLPSRANVLSSPCDQAGLHHRFGGQUID2646 1

O94806 PRKD3;PRKD1 S 391 0,0894978 2 ___1 0,98346 0,00011188 102,66 89,783 102,66 -0,25819 6909600 Serine/threonine-protein kinase D3;Serine/threonine-protein kinase D1SDLDVERDEEAVKTISPSTSNNIPLMRVVQSUID640 1

P49116 NR2C2 S 46 0,0894198 2 ___1 0,626546 1,39E-05 119,46 84,774 103,67 -0,0042226 21805000 Nuclear receptor subfamily 2 group C member 2 TGQKIQIVTAVDASGSPKQQFILTSPDGAGTUID1676 1

P12956 XRCC6 S 27 0,0893917 2 ___1 1 1,44E-14 132,79 127,9 132,79 0,042589 48262000 X-ray repair cross-complementing protein 6 GDEEAEEEQEENLEASGDYKYSGRDSLIFLVUID974 1

P41182 BCL6 S 333 0,0890816 2 ___1 0,999991 1,81E-14 161,25 161,25 161,25 0,70923 173010000 B-cell lymphoma 6 protein PPNAPLNRKGLVSPQSPQKSDCQPNSPTESCUID1457 1;2

Q5VUA4 ZNF318 S 2243 0,0888201 4 ___1 0,999562 1,76E-06 43,723 39,65 43,723 -0,30756 13530000 Zinc finger protein 318 DSGDPLNLVKAPVSRSPPREQVIEDNMVPQGUID3330 1



Q9UL46 PSME2 S 10 0,088751 2 ___1 1 0,00024945 63,682 55,169 55,724 -0,29666 290280000 Proteasome activator complex subunit 2 ______MAKPCGVRLSGEARKQVEVFRQNLFUID6307 1

Q6IQ49 SDE2 S 278 0,0886551 3 ___1 0,945595 3,16E-11 119,87 119,87 119,87 0,28941 46844000 Protein SDE2 homolog PSGSQRARVVNTDHGSPEQLQIPVTDSGRHIUID3456 1

O43164 PJA2 S 308 0,088413 3 ___1 0,5 0,0053066 50,158 38,879 50,158 -0,14774 22473000 E3 ubiquitin-protein ligase Praja-2 ICSEQNTNDREKNHGSSPEQVVRPKVRKLISUID281

P20273 CD22 S 717 0,0882608 3 ___1 0,908449 2,21E-09 132,64 132,64 68,187 0,47139 15873000 B-cell receptor CD22 AICGLKLQRRWKRTQSQQGLQENSSGQSFFVUID1132 1

Q8IY92 SLX4 S 884 0,0881415 3 ___1 0,779693 7,19E-06 43,494 43,494 43,494 -0,42809 5124700 Structure-specific endonuclease subunit SLX4 RAAGAGEDADWLEGGSPVSGQLLAGVQVQKQUID4107 1

O60832 DKC1 S 453 0,0881237 3 ___2 1 1,14E-34 180,52 180,52 41,475 0,30445 3934400000 H/ACA ribonucleoprotein complex subunit 4 VAEAAKTAKRKRESESESDETPPAAPQLIKKUID8549 2;3;4

Q9UKV3 ACIN1 S 657 0,0880742 2 ___1 0,999973 0,00190824 91,265 35,007 89,679 -0,024628 149180000 Apoptotic chromatin condensation inducer in the nucleusRSRSRSASSNSRKSLSPGVSRDSSTSYTETKUID6286 1;2

Q8IYB3 SRRM1 S 389 0,0880388 2 ___3 1 1,50E-09 153,11 133,33 92,792 0,10535 2691200000 Serine/arginine repetitive matrix protein 1 PPKRTSSPPRKTRRLSPSASPPRRRHRPSPPUID20330 1;2;3

Q8IYB3 SRRM1 S 391 0,0880388 2 ___3 1 0,00021579 92,792 75,094 92,792 0,10535 1140500000 Serine/arginine repetitive matrix protein 1 KRTSSPPRKTRRLSPSASPPRRRHRPSPPATUID20331 3

Q8IYB3 SRRM1 S 393 0,0880388 2 ___3 1 1,50E-09 153,11 133,33 92,792 0,10535 2682900000 Serine/arginine repetitive matrix protein 1 TSSPPRKTRRLSPSASPPRRRHRPSPPATPPUID20332 2;3

O75152 ZC3H11A S 758 0,0879619 3 ___1 0,877735 5,41E-11 100,17 90,751 100,17 -0,40663 774130000 Zinc finger CCCH domain-containing protein 11A SGPSSSQMSMKTRRLSSASTGKPPLSVEDDFUID504 1;2

Q9H0G5 NSRP1 S 248 0,0879454 3 ___3 1 6,95E-15 106,09 103,54 106,09 -0,12306 167960000 Nuclear speckle splicing regulatory protein 1 ILQTDVKVEENPDADSDFDAKSSADDEIEETUID21675 2;3

Q9H0G5 NSRP1 S 254 0,0879454 3 ___3 1 6,95E-15 106,09 103,54 106,09 -0,12306 156610000 Nuclear speckle splicing regulatory protein 1 KVEENPDADSDFDAKSSADDEIEETRVNCRRUID21676 2;3

Q9H0G5 NSRP1 S 255 0,0879454 3 ___3 0,999992 6,95E-15 106,09 103,54 106,09 -0,12306 158190000 Nuclear speckle splicing regulatory protein 1 VEENPDADSDFDAKSSADDEIEETRVNCRREUID21677 2;3

O14497 ARID1A S 363 0,0878789 3 ___1 0,989526 1,01E-07 85,062 80,841 85,062 -0,2977 172990000 AT-rich interactive domain-containing protein 1A AASGGAQQRSHHAPMSPGSSGGGGQPLARTPUID127 1

P42694 HELZ S 1614 0,0878656 3 ___2 0,999998 2,69E-15 112,99 112,99 92,343 -0,1108 119340000 Probable helicase with zinc finger domain PPQSRLLQYRQVQSRSPPAVPSPPSSTDHSSUID9608 1;2

P42694 HELZ S 1620 0,0878656 3 ___2 0,989534 1,27E-14 97,804 97,804 97,804 -0,21088 51029000 Probable helicase with zinc finger domain LQYRQVQSRSPPAVPSPPSSTDHSSHFSNFNUID9609 2

P46379 BAG6 S 113 0,0877342 4 ___1 0,962105 3,82E-35 149,68 149,68 149,68 0,15325 528330000 Large proline-rich protein BAG6 ASSGTGSASATHGGGSPPGTRGPGASVHDRNUID1587 1

Q02447 SP3 S 73 0,0875895 4 ___1 1 6,38E-31 98,114 94,069 94,992 0,11419 97792000 Transcription factor Sp3 PLALLAATCSKIGPPSPGDDEEEAAAAAGAPUID2132 1

Q13895 BYSL S 98 0,087551 2 ___1 1 3,57E-72 229,59 229,59 229,59 0,44202 816790000 Bystin RERTTRLGPRMPQDGSDDEDEEWPTLEKAATUID2599 1

P15056 BRAF S 729 0,0875178 2 ___1 0,999997 7,17E-06 145,89 127,51 145,89 0,16111 361890000 Serine/threonine-protein kinase B-raf IELLARSLPKIHRSASEPSLNRAGFQTEDFSUID1003 1

Q5T200 ZC3H13 S 370 0,0873114 2 ___3 0,999999 3,53E-15 154,36 147,49 154,36 0,11981 275340000 Zinc finger CCCH domain-containing protein 13 PSPSYQRTLTPPLRRSASPYPSHSLSSPQRKUID19432 2;3

Q5T200 ZC3H13 S 372 0,0873114 2 ___3 0,999998 3,53E-15 154,36 147,49 154,36 0,11981 284500000 Zinc finger CCCH domain-containing protein 13 PSYQRTLTPPLRRSASPYPSHSLSSPQRKQSUID19433 2;3

Q9NZT2 OGFR S 8 0,0871912 3 ___1 0,5 1,73E-09 56,709 56,709 56,709 0,20347 5073200 Opioid growth factor receptor ________MDDPDCDSTWEEDEEDAEDAEDEUID6024 1

Q9NZT2 OGFR T 9 0,0871912 3 ___1 0,5 1,73E-09 56,709 56,709 56,709 0,20347 5073200 Opioid growth factor receptor _______MDDPDCDSTWEEDEEDAEDAEDEDUID7857 1

O15027 SEC16A S 1069 0,08719 2 ___1 1 5,84E-07 102,66 102,66 52,026 0,09035 84804000 Protein transport protein Sec16A LERAQQELVPPQQQASPPQLPKAMFSELSNPUID222 1

Q6ZSZ5 ARHGEF18 S 94 0,0871092 3 ___1 0,999903 2,48E-16 157,28 157,28 138,66 -0,11743 146040000 Rho guanine nucleotide exchange factor 18 SWERSRSCSESWRRLSLDASAVDEEPCLPRTUID3626 1

Q5JWR5 DOPEY1 S 1237 0,0869719 3 ___1 0,975768 1,06E-21 139,16 139,16 139,16 0,093297 28727000 Protein dopey-1 EGGHECVANGISRNSSSPCISGTTHTLHDSSUID3183 1

Q13136 PPFIA1 S 763 0,0867878 2 ___1 0,998949 0,0003234 75,695 57,831 75,695 0,052656 69958000 Liprin-alpha-1 ALRLDRLHKGALHTVSHEDIRDIRNSTGSQDUID2401 1

Q13595 TRA2A T 88 0,0867838 2 ___2 0,933128 0,00382656 73,273 62,965 51,066 -0,10365 121990000 Transformer-2 protein homolog alpha SHSHSHRRRSRSRSYTPEYRRRRSRSHSPMSUID15439 2;3;4

Q13595 TRA2A Y 87 0,0867838 2 ___2 0,696208 0,00271051 63,691 58,325 45,28 0,22164 50352000 Transformer-2 protein homolog alpha RSHSHSHRRRSRSRSYTPEYRRRRSRSHSPMUID16149 2;3;4

Q9BRL6 SRSF8 S 158 0,0866479 3 ___2 0,922153 0,0084762 41,092 15,374 41,092 -0,011798 54598000 Serine/arginine-rich splicing factor 8 RSRSRSRYRGSRYSRSPYSRSPYSRSRYSRSUID13341 2

Q9BRL6 SRSF8 S 156 0,0866479 3 ___2 0,752606 0,0084762 41,092 15,374 41,092 -0,011798 30756000 Serine/arginine-rich splicing factor 8 CSRSRSRSRYRGSRYSRSPYSRSPYSRSRYSUID13340 2

Q9Y2W1 THRAP3 S 928 0,0865766 3 ___2 1 5,79E-17 144,2 144,2 144,2 -0,40274 593620000 Thyroid hormone receptor-associated protein 3 FRKSSTSPKWAHDKFSGEEGEIEDDESGTENUID14754 1;2

Q9Y2W1 THRAP3 S 939 0,0865766 4 ___2 0,959642 5,79E-17 144,2 144,2 86,869 0,12266 724150000 Thyroid hormone receptor-associated protein 3 HDKFSGEEGEIEDDESGTENREEKDNIQPTTUID14755 1;2

Q12888 TP53BP1 S 1067 0,0865226 3 ___1 0,5 2,04E-10 65,779 65,779 40,52 0,1008 49703000 Tumor suppressor p53-binding protein 1 DPPTTPIRGNLLHFPSSQGEEEKEKLEGDHTUID2317 1

Q9UQ35 SRRM2 S 440 0,0865106 2 ___2 0,999997 3,18E-09 129,11 125,79 129,11 0,043283 1180500000 Serine/arginine repetitive matrix protein 2 PQPTKVSRHASSSPESPKPAPAPGSHREISSUID14571 1;2;3;4

Q13427 PPIG S 397 0,0864207 3 ___1 1 4,91E-15 150,45 150,45 142,72 -0,07424 328910000 Peptidyl-prolyl cis-trans isomerase G KGDKSELNEIKENQRSPVRVKERKITDHRNVUID2476 1

Q9ULU4 ZMYND8 S 432 0,0863761 3 ___2 0,977242 1,59E-06 56,252 56,252 56,252 -0,67921 91379000 Protein kinase C-binding protein 1 SGGTGRRISLSDMPRSPMSTNSSVHTGSDVEUID14440 2

Q9ULD9 ZNF608 S 964 0,0863761 2 ___1 0,90601 0,00257517 62,088 51,979 62,088 -0,043279 8962600 Zinc finger protein 608 GGSDSRSEGMRSKASSPSDIISSKDSVVKGHUID6310 1

Q12888 TP53BP1 S 500 0,0863612 2 ___1 1 1,64E-54 216 216 216 -0,070832 173160000 Tumor suppressor p53-binding protein 1 LTVECSKTSEIEPKNSPEDLGLSLTGDSCKLUID2334 1

P12270 TPR S 379 0,0863412 2 ___1 0,870229 3,64E-09 72,184 66,799 72,184 -0,12798 9485900 Nucleoprotein TPR KRKGAILSEEELAAMSPTAAAVAKIVKPGMKUID966 1

P50914 RPL14 S 139 0,0862919 2 ___1 1 1,20E-12 166,14 146,53 83,397 0,067506 2311800000 60S ribosomal protein L14 KNEVKKLQKAALLKASPKKAPGTKGTAAAAAUID1794 1

Q15751 HERC1 T 1429 0,0855606 4 ___1 0,547243 9,89E-07 55,158 55,158 51,963 -0,14287 4167100 Probable E3 ubiquitin-protein ligase HERC1 ADDPPPQSQQERRVSTDLPEGQDVYTAACNSUID7407 1

Q86Y91 KIF18B S 674 0,0853043 2 ___1 0,999718 2,46E-09 95,205 77,505 95,205 -0,47202 52523000 Kinesin-like protein KIF18B TKRQRQSFLPCLRRGSLPDTQPSQGPSTPKGUID3974 1;2

Q9BWU0 SLC4A1AP S 312 0,0852746 2 ___1 1 3,66E-11 146,16 141,05 146,16 -0,32246 126520000 Kanadaptin KQQQILLEKKMLGEDSDEEEEMDTSERKINAUID5341 1

P46821 MAP1B S 1779 0,0852456 2 ___3 1 1,98E-18 172,57 172,57 172,57 0,22641 483390000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1SLTSEKVQSLEGEKLSPKSDISPLTPRESSPUID17831 1;2;3;4

P46821 MAP1B T 1788 0,0852456 2 ___3 0,99995 1,61E-10 80,98 60,873 50,149 0,238 258230000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1LEGEKLSPKSDISPLTPRESSPLYSPTFSDSUID23347 2;3;4

P46821 MAP1B S 1782 0,0852456 3 ___3 0,997696 1,61E-10 80,98 60,873 78,913 0,58778 291090000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1SEKVQSLEGEKLSPKSDISPLTPRESSPLYSUID17810 2;3;4

Q01082 SPTBN1 S 2164 0,0850168 3 ___3 0,820151 3,56E-05 55,734 55,734 41,348 0,0038634 458130000 Spectrin beta chain, non-erythrocytic 1 EMVNGATEQRTSSKESSPIPSPTSDRKAKTAUID18271 2;3;4

Q70Z53 FRA10AC1 S 283 0,0849399 3 ___2 0,941864 1,23E-10 111,04 111,04 48,18 -0,24562 86140000 Protein FRA10AC1 KKSEDSLLRNSDEEESASESELWKGPLPETDUID11741 2;3

Q70Z53 FRA10AC1 S 278 0,0849399 3 ___2 0,903516 1,23E-10 111,04 111,04 111,04 -0,34143 86140000 Protein FRA10AC1 GHSSSKKSEDSLLRNSDEEESASESELWKGPUID11740 2;3

P35269 GTF2F1 S 217 0,0848828 3 ___3 1 6,36E-15 88,518 83,896 47,281 -0,25244 316760000 General transcription factor IIF subunit 1 ASELRIHDLEDDLEMSSDASDASGEEGGRVPUID17560 3;4

P35269 GTF2F1 S 218 0,0848828 3 ___3 1 6,36E-15 88,518 83,896 47,281 -0,25244 316760000 General transcription factor IIF subunit 1 SELRIHDLEDDLEMSSDASDASGEEGGRVPKUID17561 3;4

P35269 GTF2F1 S 221 0,0848828 3 ___3 1 6,36E-15 88,518 83,896 47,281 -0,25244 316760000 General transcription factor IIF subunit 1 RIHDLEDDLEMSSDASDASGEEGGRVPKAKKUID17562 3;4

P07910 HNRNPC S 260 0,0847976 4 ___1 1 1,89E-53 167,32 167,32 125,9 -0,39605 915730000 Heterogeneous nuclear ribonucleoproteins C1/C2 DETNVKMESEGGADDSAEEGDLLDDDDNEDRUID866 1;2

P53602 MVD S 96 0,0846898 3 ___1 1 6,01E-15 153,22 131,92 102,98 -0,24439 342560000 Diphosphomevalonate decarboxylase ACLREIRCLARKRRNSRDGDPLPSSLSCKVHUID1872 1

O00567 NOP56 S 513 0,08464 3 ___2 0,5855 2,28E-10 77,276 77,276 77,276 0,29745 54253000 Nucleolar protein 56 DPSISFSKPKKKKSFSKEELMSSDLEETAGSUID8202 2

Q96FS4 SIPA1 S 67 0,0846086 3 ___1 0,499908 0,00017028 48,656 44,187 48,656 0,068529 9153000 Signal-induced proliferation-associated protein 1 RSGSDAGEARPPTPASPRARAHSHEEASRPAUID4875 1

Q96FS4 SIPA1 T 64 0,0846086 3 ___1 0,499908 0,00017028 48,656 44,187 48,656 0,068529 9153000 Signal-induced proliferation-associated protein 1 PLLRSGSDAGEARPPTPASPRARAHSHEEASUID7712 1

Q13547 HDAC1 S 421 0,0845763 3 ___1 1 1,69E-34 183,54 183,54 41,76 -0,10113 4718200000 Histone deacetylase 1 SICSSDKRIACEEEFSDSEEEGEGGRKNSSNUID2560 1;2

Q8NB78 KDM1B S 247 0,0845267 3 ___1 0,958016 7,34E-05 58,672 58,672 43,955 0,02155 39044000 Lysine-specific histone demethylase 1B PSCTSTNRAAATGNASPGKLEHSKAALSVHVUID4270 1

Q12778 FOXO1 S 287 0,0844991 2 ___1 0,995561 8,75E-14 147,06 147,06 147,06 -0,24756 21339000 Forkhead box protein O1 KKKASLQSGQEGAGDSPGSQFSKWPASPGSHUID2253 1

O14974 PPP1R12A S 445 0,0843314 2 ___1 0,997926 3,41E-21 169,17 160,1 157,43 0,28464 165340000 Protein phosphatase 1 regulatory subunit 12A DESPATWRLGLRKTGSYGALAEITASKEGQKUID199 1

Q12996 CSTF3 S 691 0,0839971 3 ___1 1 1,35E-21 139,85 139,85 139,85 0,020304 1315000000 Cleavage stimulation factor subunit 3 SNAVLTKAVKRPNEDSDEDEEKGAVVPPVHDUID2374 1

Q9UPN3 MACF1 S 7278 0,0839282 3 ___1 0,576742 0,00288415 52,555 39,37 52,555 0,35554 2812700 Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5PSSGSKLKRPTPTFHSSRTSLAGDTSNSSSPUID6388 1

Q96QR8 PURB S 101 0,0835197 3 ___1 0,974575 1,93E-21 95,741 95,741 95,741 -0,024876 30268000 Transcriptional activator protein Pur-beta SLGDFIEHYAQLGPSSPEQLAAGAEEGGGPRUID5033 1

P18583 SON S 2009 0,083493 2 ___3 1 0,00277732 65,5 53,635 41,704 -0,14723 1513100000 Protein SON TPSRRRRSRSVVRRRSFSISPVRLRRSRTPLUID17269 2;3

P18583 SON S 2011 0,083493 2 ___3 1 0,00277732 72,643 58,436 41,704 -0,14723 1480200000 Protein SON SRRRRSRSVVRRRSFSISPVRLRRSRTPLRRUID17270 2;3

P18583 SON S 2013 0,083493 2 ___3 1 0,00277732 72,643 58,436 41,704 -0,14723 1508200000 Protein SON RRRSRSVVRRRSFSISPVRLRRSRTPLRRRFUID17271 2;3

P33241 LSP1 S 139 0,0832474 4 ___2 0,761978 3,88E-06 45,832 45,832 45,832 -0,28591 22329000 Lymphocyte-specific protein 1 AYEKEDSDEVHLEELSLSKEGPGPEDTVQDNUID9430 2

Q9NYV4 CDK12 S 325 0,0830532 3 ___2 0,789774 0,00156465 45,221 30,43 43,37 0,28836 59233000 Cyclin-dependent kinase 12 SSSYERSGSYSGRSPSPYGRRRSSSPFLSKRUID14090 2

Q96JA1 LRIG1 S 1069 0,0830445 2 ___1 0,995918 1,66E-08 76,85 53,37 76,85 -1,1829 17531000 Leucine-rich repeats and immunoglobulin-like domains protein 1YLLVSNGHLPKACDASPESTPLTGQLPGKQRUID4913 1

P31749 AKT1 S 122 0,0829776 3 ___3 0,775818 2,87E-06 55,383 55,383 55,383 -0,12516 43782000 RAC-alpha serine/threonine-protein kinase ADGLKKQEEEEMDFRSGSPSDNSGAEEMEVSUID17508 2;3

P31749 AKT1 S 124 0,0829776 3 ___3 0,755863 2,36E-14 101,17 88,188 55,383 -0,12516 98188000 RAC-alpha serine/threonine-protein kinase GLKKQEEEEMDFRSGSPSDNSGAEEMEVSLAUID17509 1;3

P31749 AKT1 S 126 0,0829776 3 ___3 0,735735 2,87E-06 55,383 55,383 46,027 -0,083016 27895000 RAC-alpha serine/threonine-protein kinase KKQEEEEMDFRSGSPSDNSGAEEMEVSLAKPUID17510 3

P31749 AKT1 S 129 0,0829776 3 ___3 0,735735 2,87E-06 55,383 55,383 46,027 -0,083016 27895000 RAC-alpha serine/threonine-protein kinase EEEEMDFRSGSPSDNSGAEEMEVSLAKPKHRUID17511 3

Q14761 PTPRCAP S 99 0,0829751 2 ___1 0,833602 0,0282811 70,089 62,365 70,089 0,95901 17892000 Protein tyrosine phosphatase receptor type C-associated proteinASPPGRWLQARAELGSTDNDLERQEDEQDTDUID2784

P11171 EPB41 S 712 0,0829107 2 ___1 0,961822 0,00128984 104,22 82,758 104,22 0,11373 24923000 Protein 4.1 PEPRPSEWDKRLSTHSPFRTLNINGQIPTGEUID928 1;2

Q96ST2 IWS1 S 440 0,0828554 2 ___2 0,999999 1,83E-31 180,64 180,64 180,64 0,3462 1153600000 Protein IWS1 homolog VSDKSGKREKTIASDSEEEAGKELSDKKNEEUID13169 2

Q96ST2 IWS1 S 438 0,0828554 2 ___2 0,999998 1,83E-31 180,64 180,64 180,64 0,3462 1153600000 Protein IWS1 homolog DAVSDKSGKREKTIASDSEEEAGKELSDKKNUID13168 2

Q9H9B1 EHMT1 S 1048 0,0828389 2 ___1 0,822267 0,00015839 64,104 55,591 64,104 -0,13027 3724400 Histone-lysine N-methyltransferase EHMT1 PCPSNYKYVSQNCVTSPMNIDRNITHLQYCVUID5683 1

Q8IYB3 SRRM1 S 769 0,0828017 3 ___3 0,99965 1,93E-14 95,302 95,302 95,302 0,21003 344020000 Serine/arginine repetitive matrix protein 1 SGSPEPAAKKPPAPPSPVQSQSPSTNWSPAVUID20318 2;3

Q13303 KCNAB2 S 9 0,0827026 2 ___1 0,791497 4,87E-05 94,688 94,688 94,688 -0,016273 18700000 Voltage-gated potassium channel subunit beta-2 _______MYPESTTGSPARLSLRQTGSPGMIUID2455 1

P35580 MYH10 S 1956 0,0826673 3 ___1 0,964477 2,54E-07 91,883 91,883 82,885 -0,028398 22288000 Myosin-10 SGRRQLHLEGASLELSDDDTESKTSDVNETQUID1379 1

Q9P035 HACD3 S 114 0,0826586 2 ___1 1 3,88E-25 185,59 185,59 185,59 0,16265 270290000 Very-long-chain (3R)-3-hydroxyacyl-CoA dehydratase 3RPLFLAPDFDRWLDESDAEMELRAKEEERLNUID6028 1

Q12888 TP53BP1 S 1758 0,0824273 3 ___2 0,853397 2,37E-14 96,387 96,387 96,387 0,37488 80925000 Tumor suppressor p53-binding protein 1 DKLASRSKLPDGPTGSSEEEEEFLEIPPFNKUID10437 2

Q12888 TP53BP1 S 1759 0,0824273 3 ___2 0,827708 2,37E-14 96,387 96,387 96,387 0,37488 80925000 Tumor suppressor p53-binding protein 1 KLASRSKLPDGPTGSSEEEEEFLEIPPFNKQUID10438 2

Q9Y5B6 PAXBP1 S 295 0,0822018 3 ___1 0,999995 4,36E-22 142,45 142,45 142,45 0,26514 65290000 PAX3- and PAX7-binding protein 1 KSQRQKIAEEIGIEGSDDDALVTGEQDEELSUID6765 1

P37837 TALDO1 S 237 0,0821575 2 ___1 0,999979 0,0128416 51,268 43,342 51,268 0,067566 2478200 Transaldolase NYYKKFSYKTIVMGASFRNTGEIKALAGCDFUID1409 1

Q96RK0 CIC S 1245 0,0821575 2 ___1 0,5 7,37E-05 90,614 79,856 90,614 -0,51275 5918600 Protein capicua homolog PAPPPLPETWTPTARSSPPLPPPAEERTSAKUID5036 1

Q96RK0 CIC S 1246 0,0821575 2 ___1 0,5 7,37E-05 90,614 79,856 90,614 -0,51275 5918600 Protein capicua homolog APPPLPETWTPTARSSPPLPPPAEERTSAKGUID5037 1

Q8WWM7 ATXN2L S 111 0,0821034 2 ___1 1 4,73E-41 190,19 190,19 190,19 0,2693 70112000 Ataxin-2-like protein IGSARGQSTGKGPPQSPVFEGVYNNSRMLHFUID4537 1

P08238 HSP90AB1;HSP90AB2PS 255 0,0820319 2 ___2 1 2,46E-120 259,53 238,14 70,783 0,097861 2,4049E+10 Heat shock protein HSP 90-beta;Putative heat shock protein HSP 90-beta 2EDKDDEEKPKIEDVGSDEEDDSGKDKKKKTK;ENKDDEEKPKIEDVGSDEEDDSGKDKKKKTKUID8973 1;2

P08238 HSP90AB1;HSP90AB2PS 261 0,0820319 2 ___2 1 0,00036777 70,783 61,595 70,783 0,097861 26672000 Heat shock protein HSP 90-beta;Putative heat shock protein HSP 90-beta 2EKPKIEDVGSDEEDDSGKDKKKKTKKIKEKYUID8974 2

Q92619 HMHA1 S 578 0,0820213 3 ___2 0,926464 1,11E-20 92,865 83,403 76,765 -0,16489 176540000 Minor histocompatibility protein HA-1;Minor histocompatibility antigen HA-1VSANAWSPVMRARKSSFNVSDVARPEAAGSPUID12770 1;2

P48651 PTDSS1 S 417 0,0819301 3 ___2 0,999915 1,17E-18 159,78 159,78 159,78 -0,23693 81397000 Phosphatidylserine synthase 1 MIWYAEHYGHREKTYSECEDGTYSPEISWHHUID9757 1;2

P48651 PTDSS1 S 425 0,0819301 3 ___2 0,922654 7,99E-07 65,753 62,021 65,753 0,12198 24490000 Phosphatidylserine synthase 1 GHREKTYSECEDGTYSPEISWHHRKGTKGSEUID9758 1;2

Q8NEY8 PPHLN1 S 110 0,0818578 2 ___1 0,999997 0,00047809 120,27 103,73 120,27 0,068536 38603000 Periphilin-1 RQPEYRDMRDGFRRKSFYSSHYARERSPYKRUID4331 1

Q9UDY2 TJP2 S 170 0,0817487 2 ___2 0,618699 0,0015702 84,753 49,017 84,753 -0,34162 13358000 Tight junction protein ZO-2 YSERSRLNSHGGRSRSWEDSPERGRPHERARUID14219 2

Q96JM3 CHAMP1 S 386 0,0817081 2 ___1 0,997223 2,21E-06 105,46 105,2 73,466 0,13716 94106000 Chromosome alignment-maintaining phosphoprotein 1KSSSVSPSSWKSPPASPESWKSGPPELRKTAUID4954 1;2

Q9Y2X3 NOP58 S 514 0,0815831 2 ___1 0,999998 2,25E-67 204,21 182,81 165,66 0,38544 9283000000 Nucleolar protein 58 EPLSEEEPCTSTAIASPEKKKKKKKKRENEDUID6674 1;2

P20020 ATP2B1 S 1155 0,0815518 3 ___2 0,999999 2,80E-10 66,825 66,825 65,093 -0,077643 18824000 Plasma membrane calcium-transporting ATPase 1 SIHNFMTHPEFRIEDSEPHIPLIDDTDAEDDUID9225 1;2

P20020 ATP2B1 T 1165 0,0815518 3 ___2 0,99992 2,80E-10 66,825 66,825 66,825 -0,052625 13062000 Plasma membrane calcium-transporting ATPase 1 FRIEDSEPHIPLIDDTDAEDDAPTKRNSSPPUID15158 2

Q8NEJ9 NGDN S 142 0,0814101 3 ___2 1 1,91E-13 122,78 122,78 121,26 -0,19022 136400000 Neuroguidin PLRFKPHPSNMMSKLSSEDEEEDEAEDDQSEUID12418 2

Q8NEJ9 NGDN S 143 0,0814101 3 ___2 1 1,91E-13 122,78 122,78 121,26 -0,19022 111340000 Neuroguidin LRFKPHPSNMMSKLSSEDEEEDEAEDDQSEAUID12419 2

P85037 FOXK1 S 239 0,081067 3 ___3 0,949187 1,87E-07 62,393 55,929 62,393 -0,49286 21923000 Forkhead box protein K1 PLKIHIPEPDLRSMVSPVPSPTGTISVPNSCUID18246 3

O14745 SLC9A3R1 S 280 0,0810391 3 ___1 1 9,39E-12 147,06 142,06 114,55 0,053005 94058000 Na(+)/H(+) exchange regulatory cofactor NHE-RF1 QKENSREALAEAALESPRPALVRSASSDTSEUID186 1

P49792 RANBP2;RGPD4;RGPD3;RGPD1;RGPD2S 796 0,0808306 2 ___2 0,985398 0,0005401 85,554 74,725 85,554 -0,30095 93884000 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4;RanBP2-like and GRIP domain-containing protein 3;RANBP2-like and GRIP domain-containing protein 1;RANBP2-like and GRIP domain-containing protein 2SPTRYSLSPSKSYKYSPKTPPRWAEDQNSLLUID9851 2

Q16181 07. Sep S 334 0,0807848 3 ___1 1 5,62E-33 190,66 169,8 139,48 -0,2831 177060000 Septin-7 YNGVDNNKNKGQLTKSPLAQMEEERREHVAKUID2982 1

Q9NYL9 TMOD3 S 25 0,0807826 3 ___1 0,947368 4,21E-07 71,656 71,656 66,3 0,42808 34666000 Tropomodulin-3 EKYKDLDEDELLGNLSETELKQLETVLDDLDUID5973 1

Q96T23 RSF1 S 622 0,0806278 3 ___2 0,884614 6,81E-17 92,198 92,198 90,246 0,0023955 286360000 Remodeling and spacing factor 1 PEEVPKSTLESEKPGSPEAAETSPPSNIIDHUID13191 1;2

Q96T23 RSF1 S 629 0,0806278 3 ___2 0,823747 6,81E-17 92,198 92,198 90,246 0,0023955 137340000 Remodeling and spacing factor 1 TLESEKPGSPEAAETSPPSNIIDHCEKLASEUID13192 2

Q5UIP0 RIF1 S 1554 0,0802975 3 ___1 0,943704 1,53E-14 99,319 94,968 93,043 0,078672 101890000 Telomere-associated protein RIF1 RRASQGLLSSIENSESDSSEAKEEGSRKKRSUID3282 1;2

Q96I25 RBM17 S 222 0,0802483 3 ___1 0,890849 2,00E-07 92,426 92,426 67,136 -0,20287 24003000 Splicing factor 45 AAIPPPVYEEQDRPRSPTGPSNSFLANMGGTUID4910 1

P0DPB5 S 104 0,0799754 2 ___1 0,989161 0,0050731 68,536 61,306 68,536 0,34719 12346000 HPYKHSFRARGSASYSPPRKRSSQDKYEKRSUID915 1

Q9P270 SLAIN2 S 315 0,0799338 4 ___2 0,790365 2,42E-13 71,267 71,267 71,267 -0,75693 35555000 SLAIN motif-containing protein 2 RSSGSSCNSTRRGTFSDQELDAQSLDDEDDNUID14159 2

Q96GN5 CDCA7L S 139 0,0797024 2 ___1 0,942927 0,0141731 72,478 22,106 72,478 -0,018716 16369000 Cell division cycle-associated 7-like protein EEDKATPRRSRSRRSSIGLRVAFQFPTKKLAUID4891 1

Q7Z460 CLASP1 S 559 0,0797014 3 ___1 0,951734 1,81E-67 218,63 218,63 105,02 0,071065 269830000 CLIP-associating protein 1 DSIVSLPQSDRSSSSSQESLNRPLSAKRSPTUID3778 1

Q9HC35 EML4 S 895 0,0795595 3 ___2 0,649235 8,37E-05 66,083 60,709 66,083 -0,3592 20009000 Echinoderm microtubule-associated protein-like 4 TLTKAPVSSTESVIQSNTPTPPPSQPLNETAUID13808 2

Q9HC35 EML4 T 897 0,0795595 3 ___2 0,648329 8,37E-05 66,083 60,709 66,083 -0,3592 20009000 Echinoderm microtubule-associated protein-like 4 TKAPVSSTESVIQSNTPTPPPSQPLNETAEEUID15918 2

Q9HC35 EML4 T 899 0,0795595 3 ___2 0,647079 8,37E-05 66,083 60,709 66,083 -0,3592 20009000 Echinoderm microtubule-associated protein-like 4 APVSSTESVIQSNTPTPPPSQPLNETAEEESUID15919 2

Q08999 RBL2 S 639 0,0794986 2 ___2 1 0,00092742 56,599 45,502 46,41 0,094048 8704900 Retinoblastoma-like protein 2 PPQNLERADEICIAGSPLTPRRVTEVRADTGUID10332 2

Q08999 RBL2 T 642 0,0794986 2 ___2 1 0,00092742 56,599 45,502 46,41 0,094048 8704900 Retinoblastoma-like protein 2 NLERADEICIAGSPLTPRRVTEVRADTGGLGUID15370 2

Q9Y520 PRRC2C S 878 0,0793303 4 ___1 0,997832 1,10E-100 234,52 234,52 129,35 0,070814 1085700000 Protein PRRC2C IRESSEAQVQKFLSRSVEDVRPHHTDANNQSUID6758 1

P08240 SRPR S 296 0,0792997 3 ___3 0,999998 1,17E-53 184,3 184,3 184,3 -0,087346 333570000 Signal recognition particle receptor subunit alpha IRGTGSGGQLQDLDCSSSDDEGAAQNSTKPSUID17073 2;3

P08240 SRPR S 297 0,0792997 3 ___3 0,999998 1,17E-53 184,3 184,3 184,3 -0,087346 333570000 Signal recognition particle receptor subunit alpha RGTGSGGQLQDLDCSSSDDEGAAQNSTKPSAUID17074 2;3

P08240 SRPR S 298 0,0792997 3 ___3 0,999998 1,17E-53 184,3 184,3 184,3 -0,087346 333570000 Signal recognition particle receptor subunit alpha GTGSGGQLQDLDCSSSDDEGAAQNSTKPSATUID17075 2;3

Q9BZJ4 SLC25A39 S 242 0,0792927 2 ___1 1 0,0570807 42,109 19,369 42,109 -0,12872 6733800 Solute carrier family 25 member 39 VPFSALYWFNYELVKSWLNGFRPKDQTSVGMUID5399 1

Q9Y2K7 KDM2A S 869 0,0792065 3 ___1 1 1,20E-45 161,5 156,34 43,384 0,61186 238870000 Lysine-specific demethylase 2A GGEEEEEEEEEEEDDSAEEGGAARLNGRGSWUID6623 1

Q9H501 ESF1 S 663 0,0791561 3 ___1 0,999813 1,59E-11 76,004 76,004 76,004 -0,29876 124140000 ESF1 homolog KQKALAEEASEEELPSDVDLNDPYFAEEVKQUID5595 1;2

Q9ULW0 TPX2 S 486 0,0790874 2 ___1 1 0,0104357 88,819 88,819 82,452 0,084019 112610000 Targeting protein for Xklp2 VGVPEKKVLPITVPKSPAFALKNRIRMPTKEUID6351 1

Q9UQ35 SRRM2 S 1012 0,0790503 3 ___1 0,65714 6,97E-11 97,346 97,346 97,346 0,18216 139990000 Serine/arginine repetitive matrix protein 2 PKVKAQTPPGPSLSGSKSPCPQEKSKDSLVQUID6442 1;2

P06400 RB1 S 795 0,078974 2 ___1 0,991392 2,20E-43 203,29 203,29 148,41 0,27472 2010600000 Retinoblastoma-associated protein SPIPHIPRSPYKFPSSPLRIPGGNIYISPLKUID832 1;2

Q92616 GCN1L1 S 1628 0,0788831 2 ___1 0,604718 0,0070854 50,292 23,619 50,292 0,33117 15606000 Translational activator GCN1 LALIMPIVQRAFQDRSTDTRKMAAQIIGNMYUID4668 1

Q9UQ35 SRRM2 S 1463 0,0786959 2 ___3 0,989249 2,22E-09 144,7 130,54 52,814 -0,51628 69240000 Serine/arginine repetitive matrix protein 2 RDGSGTPSRHSLSGSSPGMKDIPRTPSRGRSUID22643 1;3

Q12982 BNIP2 S 114 0,078679 2 ___1 0,999971 4,62E-130 274,1 274,1 274,1 0,10851 95492000 BCL2/adenovirus E1B 19 kDa protein-interacting protein 2DDLPKPKTTEVIRKGSITEYTAAEEKEDGRRUID2371 1

P04049 RAF1;ARAF S 621 0,0786098 2 ___1 0,999367 4,12E-06 112,36 89,716 93,556 0,051051 95110000 RAF proto-oncogene serine/threonine-protein kinase;Serine/threonine-protein kinase A-RafIELLQHSLPKINRSASEPSLHRAAHTEDINAUID783 1

P46087 NOP2 S 181 0,0786007 3 ___2 1 6,27E-22 114,7 114,7 114,7 -0,24765 365460000 Probable 28S rRNA (cytosine(4447)-C(5))-methyltransferaseARKQKAREAAAGIQWSEEETEDEEEEKEVTPUID9663 2

P46087 NOP2 T 185 0,0786007 3 ___2 1 6,27E-22 114,7 114,7 114,7 -0,24765 365460000 Probable 28S rRNA (cytosine(4447)-C(5))-methyltransferaseKAREAAAGIQWSEEETEDEEEEKEVTPESGPUID15243 2

Q96T58 SPEN S 2101 0,0783141 2 ___1 1 0,0004874 115 92,513 115 0,10874 60858000 Msx2-interacting protein AVDKSASLKNVDAAVSPRGAAAQAGERESGVUID5120 1

Q5T200 ZC3H13 S 77 0,078155 2 ___1 1 1,73E-09 142,95 142,95 127,17 0,058527 698940000 Zinc finger CCCH domain-containing protein 13 GPSPRGKGYSSNYRRSPERPTGDLRERMKNKUID3237 1

Q6ZUJ8 PIK3AP1 Y 694 0,0779266 2 ___1 0,973694 0,00212081 70,1 45,945 70,1 -0,67072 3359200 Phosphoinositide 3-kinase adapter protein 1 IRHSQHLPAKVEFGVYESGPRKSVIPPRTELUID8063 1

Q16555 DPYSL2 S 522 0,0779266 3 ___1 0,5 0,00535273 48,004 37,952 48,004 -0,4452 7247200 Dihydropyrimidinase-related protein 2 SVTPKTVTPASSAKTSPAKQQAPPVRNLHQSUID2996 1

Q16555 DPYSL2 T 521 0,0779266 3 ___1 0,5 0,00535273 48,004 37,952 48,004 -0,4452 7247200 Dihydropyrimidinase-related protein 2 VSVTPKTVTPASSAKTSPAKQQAPPVRNLHQUID7415 1

Q9BUR4 WRAP53 T 489 0,077765 3 ___1 0,530853 4,45E-10 93,949 93,949 90,633 0,12959 64089000 Telomerase Cajal body protein 1 PLLATASGQRVFPEPTESGDEGEELGLPLLSUID7763 1

Q9H6Z4 RANBP3 S 333 0,0777578 3 ___1 1 3,01E-10 139,11 139,11 139,11 -0,095376 94521000 Ran-binding protein 3 SNKFVFGQNMSERVLSPPKLNEVSSDANRENUID5643 1

P36915 GNL1 T 50 0,0775947 4 ___3 0,998384 1,28E-06 94,384 81,443 75,797 -0,18605 662780000 Guanine nucleotide-binding protein-like 1 NSRSGSRERREEQTDTSDGESVTHHIRRLNQUID23309 2;3

Q6UN15 FIP1L1 S 492 0,0774892 3 ___1 1 1,49E-53 212,11 197,95 171,07 -0,0725 2158500000 Pre-mRNA 3'-end-processing factor FIP1 RERERTRERERERDHSPTPSVFNSDEERYRYUID3576 1;2;3

Q9UMZ2 SYNRG S 473 0,0772339 2 ___1 0,693721 2,79E-07 77,468 77,468 77,468 0,14914 31684000 Synergin gamma FQDFQDASKSGSLDDSFSDFQELPASSKTSNUID6365 1

O15541 RNF113A S 84 0,0771612 2 ___2 0,999152 8,43E-22 143,93 143,93 136,17 0,23576 260920000 RING finger protein 113A KTRDSGKQKAAYGDLSSEEEEENEPESLGVVUID8370 2

O15541 RNF113A S 85 0,0771612 2 ___2 0,999152 8,43E-22 143,93 143,93 136,17 0,23576 260920000 RING finger protein 113A TRDSGKQKAAYGDLSSEEEEENEPESLGVVYUID8371 2

A0FGR8 ESYT2 T 753 0,0771109 3 ___2 0,783391 3,18E-06 61,039 61,039 48,077 -0,08188 22192000 Extended synaptotagmin-2 SSLLASPGHISVKEPTPSIASDISLPIATQEUID14999 1;2

Q15648 MED1 S 770 0,0769695 2 ___2 0,542198 2,24E-14 85,619 79,588 85,619 -0,21359 8247600 Mediator of RNA polymerase II transcription subunit 1PVPHPQPSIQRMVRLSSSDSIGPDVTDILSDUID11046 2

Q9NRA8 EIF4ENIF1 S 345 0,0769689 2 ___1 0,999039 0,0234158 67,897 59,034 67,897 -0,01145 19998000 Eukaryotic translation initiation factor 4E transporter GSVSASRFSRWFSNPSRSGSRSSSLGSTPHEUID5801 1

P33991 MCM4 S 131 0,0768203 3 ___1 0,999972 1,37E-14 95,244 95,244 95,244 -0,027158 68582000 DNA replication licensing factor MCM4 PDLGSAQKGLQVDLQSDGAAAEDIVASEQSLUID1347 1

Q9UHB7 AFF4 S 680 0,0766959 3 ___2 0,748308 7,38E-05 44,743 36,564 44,743 -0,35847 9242900 AF4/FMR2 family member 4 TPKYPESNRTPVKPSSVEEEDSFFRQRMFSPUID14271 2

Q9UHB7 AFF4 T 674 0,0766959 3 ___2 0,547695 7,38E-05 44,743 36,564 44,743 -0,35847 9242900 AF4/FMR2 family member 4 LPPSSQTPKYPESNRTPVKPSSVEEEDSFFRUID15967 2

Q66K74 MAP1S S 657 0,0766386 2 ___1 0,999998 0,00310116 117,81 32,65 117,81 0,032227 26352000 Microtubule-associated protein 1S;MAP1S heavy chain;MAP1S light chainESHRSPAEGSERLSLSPLRGGEAGPDASPTVUID3389 1

P05387 RPLP2;RPLP1 S 102 0,0766198 2 ___1 1 1,68E-84 242,1 242,1 47,204 0,17029 9277100000 60S acidic ribosomal protein P2;60S acidic ribosomal protein P1APAAAEEKKDEKKEESEESDDDMGFGLFD__UID819 1;2

Q96L73 NSD1 S 486 0,07647 4 ___2 0,999206 6,85E-07 66,383 66,383 45,579 -0,33616 100040000 Histone-lysine N-methyltransferase, H3 lysine-36 and H4 lysine-20 specificLLNGCLKSLAFDSEHSADEKEKPCAKSRARKUID13070 2

Q96L73 NSD1 S 483 0,07647 4 ___2 0,992652 6,85E-07 66,383 66,383 45,579 -0,33616 100040000 Histone-lysine N-methyltransferase, H3 lysine-36 and H4 lysine-20 specificHDLLLNGCLKSLAFDSEHSADEKEKPCAKSRUID13069 2

P26358 DNMT1 S 714 0,0764333 2 ___1 1 1,36E-71 223,11 211,6 61,87 -0,85082 547390000 DNA (cytosine-5)-methyltransferase 1 ADDDEEVDDNIPEMPSPKKMHQGKKKKQNKNUID1233 1

Q14258 TRIM25 S 97 0,0761487 2 ___1 0,589045 9,23E-06 74,772 74,772 74,772 -0,51424 10408000 E3 ubiquitin/ISG15 ligase TRIM25 AREPPADVWTPPARASAPSPNAQVACDHCLKUID2689 1

Q9BWU0 SLC4A1AP S 466 0,0760847 2 ___1 0,999841 6,86E-57 203,89 203,89 203,89 0,072202 100390000 Kanadaptin RKRKAKNWEDEDFYDSDDDTFLDRTGLIEKKUID5340 1

P18887 XRCC1 S 241 0,0760118 3 ___1 1 2,31E-31 189,33 154,65 127,83 0,17202 52492000 DNA repair protein XRCC1 SPVSRAIGSTSKPQESPKGKRKLDLNQEEKKUID1098 1

O00418 EEF2K S 18 0,0758078 2 ___1 1 3,63E-13 160,56 144,42 158,53 0,0042845 97061000 Eukaryotic elongation factor 2 kinase DEDLIFRLEGVDGGQSPRAGHDGDSDGDSDDUID83 1

Q07866 KLC1 S 521 0,07575 2 ___1 1 1,32E-05 112,02 77,769 62,891 0,063798 330340000 Kinesin light chain 1 VAEVLNDPENMEKRRSRESLNVDVVKYESGPUID2213 1;2

A6NC98 CCDC88B S 600 0,0756716 2 ___2 0,960556 5,39E-06 66,779 52,205 66,779 -0,33718 20995000 Coiled-coil domain-containing protein 88B TQESPEKAGRRSSLQSPASVAPPQGPGTKIQUID8127 2

Q5QJE6 DNTTIP2 S 273 0,0756551 2 ___1 0,5 8,70E-07 110,44 110,44 102,57 0,38424 37604000 Deoxynucleotidyltransferase terminal-interacting protein 2PNFYNNDFDDDFSHRSSENILTVHEQANVESUID3201 1

Q5QJE6 DNTTIP2 S 274 0,0756551 2 ___1 0,5 8,70E-07 110,44 110,44 102,57 0,38424 37604000 Deoxynucleotidyltransferase terminal-interacting protein 2NFYNNDFDDDFSHRSSENILTVHEQANVESLUID3202 1

Q12888 TP53BP1 S 1216 0,0756468 5 ___2 0,661397 7,03E-10 53,728 53,728 53,728 -0,11223 200820000 Tumor suppressor p53-binding protein 1 GSGEKPVSAPGDDTESLHSQGEEEFDMPQPPUID10417 2

Q12888 TP53BP1 S 1219 0,0756468 5 ___2 0,661397 7,03E-10 53,728 53,728 53,728 -0,11223 200820000 Tumor suppressor p53-binding protein 1 EKPVSAPGDDTESLHSQGEEEFDMPQPPHGHUID10418 2



Q12888 TP53BP1 T 1214 0,0756468 5 ___2 0,661397 7,03E-10 53,728 53,728 53,728 -0,11223 200820000 Tumor suppressor p53-binding protein 1 ERGSGEKPVSAPGDDTESLHSQGEEEFDMPQUID15381 2

Q8IY92 SLX4 S 1185 0,0756011 2 ___1 1 0,0100367 84,615 55,918 82,645 -0,14225 3913600 Structure-specific endonuclease subunit SLX4 SISSDPLEEKKALEISPRSCELFSIIDVDADUID4108 1

Q13469 NFATC2 S 255 0,0756011 3 ___2 1 0,00262381 43,494 34,448 43,494 0,56768 2181400 Nuclear factor of activated T-cells, cytoplasmic 2 RPASRSSSPGAKRRHSCAEALVALPPGASPQUID10615 2

Q13469 NFATC2 S 268 0,0756011 3 ___2 1 0,00262381 43,494 34,448 43,494 0,56768 2181400 Nuclear factor of activated T-cells, cytoplasmic 2 RHSCAEALVALPPGASPQRSRSPSPQPSSHVUID10616 2

P49761 CLK3 S 199 0,0755822 3 ___2 0,999984 0,00282416 65,305 55,352 65,305 0,21485 792970000 Dual specificity protein kinase CLK3 YPSRREPPPRRSRSRSHDRLPYQRRYRERRDUID9815 1;2

P49761 CLK3 S 197 0,0755822 3 ___2 0,999874 0,0032132 50,149 50,149 40,983 -0,055195 774100000 Dual specificity protein kinase CLK3 LRYPSRREPPPRRSRSRSHDRLPYQRRYRERUID9816 2

Q13523 PRPF4B S 427 0,0755607 2 ___2 1 2,57E-05 108,7 108,7 108,7 -0,37153 555660000 Serine/threonine-protein kinase PRP4 homolog PRTRPRDDILSRRERSKDASPINRWSPTRRRUID10643 2;3

Q13523 PRPF4B S 437 0,0755607 2 ___2 0,988634 2,57E-05 108,7 108,7 101,28 0,09232 617610000 Serine/threonine-protein kinase PRP4 homolog SRRERSKDASPINRWSPTRRRSRSPIRRRSRUID10639 2;3

Q8IYB3 SRRM1 S 696 0,0752541 2 ___1 0,965613 3,60E-44 212,59 212,59 210,64 0,093973 1151200000 Serine/arginine repetitive matrix protein 1 RHSPSPRPRAPQTSSSPPPVRRGASSSPQRRUID4121 1;2

Q14153 FAM53B S 266 0,0751964 3 ___1 0,656127 0,00063719 64,454 58,912 64,454 -0,15967 33172000 Protein FAM53B ASTPELARRSSGLSRSRSQPCVLNDKKVGVKUID2649 1

Q8IYB3 SRRM1 S 717 0,0751884 2 ___2 0,648982 4,99E-05 107,99 91,567 107,99 -0,26264 329900000 Serine/arginine repetitive matrix protein 1 RGASSSPQRRQSPSPSTRPIRRVSRTPEPKKUID12238 2

P25788 PSMA3 S 250 0,0751464 2 ___1 0,999999 1,10E-47 185,95 173,38 185,95 -0,16446 4641000000 Proteasome subunit alpha type-3 EAEKYAKESLKEEDESDDDNM__________UID1232 1

P51116 FXR2 S 601 0,074976 3 ___2 0,999711 7,86E-10 130,83 130,83 109,68 0,1259 479420000 Fragile X mental retardation syndrome-related protein 2NRSRRRRNRGNRTDGSISGDRQPVTVADYISUID9898 1;2

Q5T200 ZC3H13 S 993 0,0749543 2 ___2 1 4,40E-22 167,05 160,93 167,05 0,12305 109830000 Zinc finger CCCH domain-containing protein 13 ERGNIETTSEDGQVFSPKKGQKKKSIEKKRKUID11330 1;2

Q5T200 ZC3H13 S 986 0,0749543 2 ___2 0,899428 1,86E-06 121,31 107,05 121,31 -0,056398 41900000 Zinc finger CCCH domain-containing protein 13 KEDDVGIERGNIETTSEDGQVFSPKKGQKKKUID11329 1;2

Q9NRL2 BAZ1A S 1281 0,0747727 2 ___1 0,954367 0,0087815 72,243 18,177 72,243 0,19899 13111000 Bromodomain adjacent to zinc finger domain protein 1APQVRLPVKTRGKLSSSFSSRGQQQEPGRYPSUID5811 1

P55081 MFAP1 S 132 0,0746372 4 ___2 1 7,56E-50 199,75 199,75 79,568 -0,63114 1046600000 Microfibrillar-associated protein 1 DSEVEGDAWRMEREDSSEEEEEEIDDEEIERUID9994 2

P55081 MFAP1 S 133 0,0746372 4 ___2 1 7,56E-50 199,75 199,75 79,568 -0,63114 1046600000 Microfibrillar-associated protein 1 SEVEGDAWRMEREDSSEEEEEEIDDEEIERRUID9995 2

P45973 CBX5 S 12 0,0745054 2 ___2 0,991812 2,50E-07 89,301 85,199 65,563 0,018641 65465000 Chromobox protein homolog 5 ____MGKKTKRTADSSSSEDEEEYVVEKVLDUID9638 2;4

P45973 CBX5 S 13 0,0745054 2 ___2 0,991812 2,50E-07 89,301 85,199 65,563 0,018641 65465000 Chromobox protein homolog 5 ___MGKKTKRTADSSSSEDEEEYVVEKVLDRUID9639 2;4

P45973 CBX5 S 14 0,0745054 2 ___2 0,991807 1,69E-22 163,8 138,37 65,563 0,018641 124370000 Chromobox protein homolog 5 __MGKKTKRTADSSSSEDEEEYVVEKVLDRRUID9640 1;2;4

Q9NYV4 CDK12 S 274 0,0742967 3 ___2 0,999962 8,47E-08 118,9 118,9 117,82 0,095973 247900000 Cyclin-dependent kinase 12 YDSYKKSPGSTSRRQSVSPPYKEPSAYQSSTUID14081 2

Q9NYV4 CDK12 S 276 0,0742967 3 ___2 0,999599 8,47E-08 118,9 118,9 103,63 -0,078691 247900000 Cyclin-dependent kinase 12 SYKKSPGSTSRRQSVSPPYKEPSAYQSSTRSUID14082 2

Q9P219 CCDC88C S 1887 0,0742315 3 ___1 1 0,0016085 57,328 48,373 57,328 -0,19093 10193000 Protein Daple QGPGPRSRPLDTRRFSLAPPKEERLAPLHQSUID6043 1

Q9HCK8 CHD8 T 1993 0,0742315 2 ___1 0,5 0,00716192 40,857 32,68 40,857 0,29998 8962300 Chromodomain-helicase-DNA-binding protein 8 SRCSTPLLHQQYTSRTASPLPLRPDAPVEKSUID7824 1

Q92945 KHSRP S 181 0,0742282 2 ___1 0,999987 3,85E-09 136,99 136,99 136,99 0,34068 82509000 Far upstream element-binding protein 2 QINKIQQDSGCKVQISPDSGGLPERSVSLTGUID4731 1

Q13029 PRDM2 S 643 0,0742104 2 ___1 0,999448 0,0151232 49,35 42,222 49,35 0,037334 16888000 PR domain zinc finger protein 2 PLGSTNSEAKKRRTASPPALPKIKAETDSDPUID2380 1

Q641Q2 FAM21A S 539 0,0741696 2 ___1 1 3,06E-09 126,07 126,07 126,07 0,89159 46320000 WASH complex subunit FAM21A NLKPSSETKTQKGLFSDEEDSEDLFSSQSASUID3381 1

P33241 LSP1 S 141 0,0741426 4 ___2 0,722471 4,78E-09 55,308 48,809 55,308 0,009386 56501000 Lymphocyte-specific protein 1 EKEDSDEVHLEELSLSKEGPGPEDTVQDNLGUID9431 1;2

Q9H7N4 SCAF1 S 734 0,0739369 3 ___2 0,99961 2,57E-05 74,214 74,214 69,922 -0,22939 139980000 Splicing factor, arginine/serine-rich 19 SPAPASSPKREVLYDSEGLSGEERGGKSSQKUID13753 2;4

P53396 ACLY S 455 0,0736092 3 ___1 0,999167 3,17E-06 105,2 78,233 96,55 0,20719 582910000 ATP-citrate synthase NASGSTSTPAPSRTASFSESRADEVAPAKKAUID1870 1

Q9UQ35 SRRM2 S 1233 0,073546 3 ___1 0,731929 3,85E-10 78,674 78,674 69,619 0,17427 49697000 Serine/arginine repetitive matrix protein 2 SSPETKEQNSALPTSSQDEELMEVVEKSEEPUID6456 1

Q5UIP0 RIF1 S 1542 0,0734927 3 ___2 0,998212 1,64E-17 120,58 120,58 120,58 -0,33488 40542000 Telomere-associated protein RIF1 EKLVRGRTRYQTRRASQGLLSSIENSESDSSUID11377 1;2

Q13422 IKZF1 S 361 0,0734089 2 ___1 0,995563 1,21E-05 59,872 59,872 47,09 -0,21868 11884000 DNA-binding protein Ikaros PMYQLHKPLAEGTPRSNHSAQDSAVENLLLLUID2463 1;2

P15056 BRAF S 447 0,0730264 3 ___1 0,562764 3,85E-07 87,102 87,102 87,102 -0,021659 116030000 Serine/threonine-protein kinase B-raf SEDRNRMKTLGRRDSSDDWEIPDGQITVGQRUID1002 1

Q9Y3L3 SH3BP1 S 598 0,0730204 3 ___2 0,93327 1,94E-10 106,1 106,1 106,1 0,22474 17200000 SH3 domain-binding protein 1 SRSSPPAPPLPPGSGSPGTPQALPRRLVGSSUID14798 2

Q9Y3L3 SH3BP1 S 586 0,0730204 3 ___2 0,531668 1,94E-10 106,1 106,1 106,1 0,22474 17200000 SH3 domain-binding protein 1 ARPTMPPPQVSGSRSSPPAPPLPPGSGSPGTUID14797 2

P04075 ALDOA S 36 0,07299 2 ___1 0,795735 9,63E-05 98,943 88,42 98,943 -0,17819 17429000 Fructose-bisphosphate aldolase A HRIVAPGKGILAADESTGSIAKRLQSIGTENUID789 1

Q9H4L4 SENP3 S 73 0,0728014 3 ___2 0,962459 7,32E-21 86,785 82,023 81,487 0,57643 145430000 Sentrin-specific protease 3 VPARRLPVPRPSFDASASEEEEEEEEEEDEDUID13657 2

Q13112 CHAF1B S 429 0,0727745 2 ___1 0,971703 1,77E-13 134,06 127,45 133,48 0,13692 66771000 Chromatin assembly factor 1 subunit B RPVEGTPASRTQDPSSPGTTPPQARQAPAPTUID2398 1

Q96JM3 CHAMP1 S 282 0,0727399 3 ___2 0,980622 3,94E-10 90,37 84,884 85,982 0,084079 162190000 Chromosome alignment-maintaining phosphoprotein 1SRKSARTTSPEPRKPSPSESPEPWKPFPAVSUID13041 2;3

Q9H7N4 SCAF1 T 989 0,0727232 3 ___2 0,628223 7,54E-07 46,524 46,524 46,524 -0,20359 11280000 Splicing factor, arginine/serine-rich 19 PSTPPPKAAPPPPALTPDSQTVDSSCKTPEVUID15907 2

Q8N5S9 CAMKK1 S 458 0,0726243 2 ___1 1 0,00078869 76,655 67,926 76,655 0,17373 8909800 Calcium/calmodulin-dependent protein kinase kinase 1SWTTVILVKSMLRKRSFGNPFEPQARREERSUID4245 1

O75179 ANKRD17 S 2047 0,072586 2 ___2 0,999987 2,75E-29 161,86 161,86 161,86 0,10755 102000000 Ankyrin repeat domain-containing protein 17 PTAKEHYPVSSPSSPSPPAQPGGVSRNSPLDUID8620 2

P09874 PARP1 S 179 0,0725804 3 ___1 0,785878 2,04E-05 61,767 61,767 40,381 -0,19027 21266000 Poly [ADP-ribose] polymerase 1 VKNREELGFRPEYSASQLKGFSLLATEDKEAUID907 1

O75037 KIF21B T 1237 0,0725736 3 ___2 0,999825 1,28E-05 110,84 110,84 100,59 -0,016335 140950000 Kinesin-like protein KIF21B SYDRGQPIRSTDVGFTPPSSPPTRPRNDRNVUID15041 2

Q6F5E8 RLTPR S 991 0,0725121 2 ___1 0,941051 1,39E-05 112,02 112,02 112,02 0,1112 56577000 Leucine-rich repeat-containing protein 16C PGEDAEPQAGPSARGSPSPAAPGPPAGPLPRUID3429 1

Q5TAQ9 DCAF8 S 129 0,0723116 3 ___2 0,999841 1,42E-10 71,528 68,686 55,67 0,083168 17834000 DDB1- and CUL4-associated factor 8 PRRRVQRKRANRDQDSSDDERALEDWVSSETUID11365 2

Q5TAQ9 DCAF8 S 130 0,0723116 3 ___2 0,999841 1,42E-10 71,528 68,686 55,67 0,083168 17834000 DDB1- and CUL4-associated factor 8 RRRVQRKRANRDQDSSDDERALEDWVSSETSUID11366 2

Q8N8A6 DDX51 S 103 0,0722495 4 ___1 0,988197 4,68E-11 54,789 54,789 54,789 -0,14194 46913000 ATP-dependent RNA helicase DDX51 QGKRRKADGEDAGAESNEEAPGEPSAGSSEEUID4262 1

Q12888 TP53BP1 S 1317 0,0722374 3 ___1 0,998113 3,17E-34 186,85 186,85 131,18 0,047502 589540000 Tumor suppressor p53-binding protein 1 ISSFSSKASSLHRTSSGTSLSAMHSSGSSGKUID2347 1;2

Q12857 NFIA S 300 0,0721745 3 ___1 0,92477 4,44E-07 53,895 53,895 53,895 -0,20538 6236600 Nuclear factor 1 A-type MDSPGEEPFYTGQGRSPGSGSQSSGWHEVEPUID2291 1

Q9Y4K1 AIM1 S 75 0,0721642 2 ___2 0,91835 1,71E-06 56,719 50,873 50,425 -0,4589 39858000 Absent in melanoma 1 protein KSPRAALDGGVASAASPESKPSPGTKGQLRGUID14836 1;2

Q9Y4K1 AIM1 S 81 0,0721642 2 ___2 0,790091 3,83E-06 52,19 52,19 50,397 0,020971 12394000 Absent in melanoma 1 protein LDGGVASAASPESKPSPGTKGQLRGESDRSKUID14837 2

Q7Z401 DENND4A T 1019 0,0720372 3 ___1 0,5 8,64E-07 87,566 87,566 87,566 0,18204 68327000 C-myc promoter-binding protein IQSRCFRKRHKSDNETNLQQQVVWGNRNRNLUID7555 1

Q9NYF8 BCLAF1 S 658 0,0716291 2 ___1 0,999973 7,61E-27 196,52 120,35 196,52 0,19949 807400000 Bcl-2-associated transcription factor 1 STRQKSPEIHRRIDISPSTLRKHTRLAGEERUID5960 1

Q92922 SMARCC1 S 328 0,0714907 2 ___2 1 4,30E-10 140,22 123 140,22 -0,03528 2266000000 SWI/SNF complex subunit SMARCC1 RRDRKASANARKRKHSPSPPPPTPTESRKKSUID12824 2

O00566 MPHOSPH10 S 163 0,0713636 3 ___3 1 2,84E-14 104,29 104,29 89,954 0,18131 146990000 U3 small nucleolar ribonucleoprotein protein MPP10 MGERAENSSKSDLRKSPVFSDEDSDLDFDISUID16290 2;3

O00566 MPHOSPH10 S 167 0,0713636 3 ___3 0,999993 2,84E-14 104,29 104,29 89,954 0,18131 153890000 U3 small nucleolar ribonucleoprotein protein MPP10 AENSSKSDLRKSPVFSDEDSDLDFDISKLEQUID16291 2;3

O00566 MPHOSPH10 S 171 0,0713636 3 ___3 0,999986 2,84E-14 104,29 104,29 104,29 -0,52996 153890000 U3 small nucleolar ribonucleoprotein protein MPP10 SKSDLRKSPVFSDEDSDLDFDISKLEQQSKVUID16292 2;3

O15541 RNF113A S 6 0,0713507 2 ___1 1 0,00586655 56,404 49,254 40,386 -0,48351 5804700 RING finger protein 113A __________MAEQLSPGKAVDQVCTFLFKKUID275 1

Q8IWS0 PHF6 S 154 0,0712136 4 ___1 0,668542 2,02E-11 89,297 80,154 42,536 -0,15206 67472000 PHD finger protein 6 EADLEESFNEHELEPSSPKSKKKSRKGRPRKUID4057 1;2

Q96S82 UBL7 S 230 0,0712015 3 ___1 1 6,60E-11 109,55 109,55 109,55 -0,50815 112730000 Ubiquitin-like protein 7 SSYRDMPGGFLFEGLSDDEDDFHPNTRSTPSUID5059 1

P23588 EIF4B S 93 0,0710788 2 ___1 0,9976 2,28E-12 130,85 130,85 79,97 0,038737 53289000 Eukaryotic translation initiation factor 4B RAAREPNIDRSRLPKSPPYTAFLGNLPYDVTUID1197 1

Q15024 EXOSC7 S 177 0,0710762 3 ___1 0,987781 2,27E-07 74,841 62,039 74,841 1,0996 7173900 Exosome complex component RRP42 NTRIPRVRVLEDEEGSKDIELSDDPYDCIRLUID2849 1

P06400 RB1 S 807 0,0710374 2 ___1 1 1,82E-31 186,98 186,98 121,45 0,32952 1270500000 Retinoblastoma-associated protein FPSSPLRIPGGNIYISPLKSPYKISEGLPTPUID835 1;2

Q02880 TOP2B S 1413 0,0708743 3 ___2 0,999942 4,32E-25 131,16 131,16 110,59 0,038398 601130000 DNA topoisomerase 2-beta KASPITNDGEDEFVPSDGLDKDEYTFSPGKSUID10232 2;3

Q8IYB3 SRRM1 S 713 0,0708548 2 ___2 0,999947 3,63E-05 107,99 91,567 107,99 -0,26264 1,0976E+10 Serine/arginine repetitive matrix protein 1 PPVRRGASSSPQRRQSPSPSTRPIRRVSRTPUID12236 1;2

Q9Y2X7 GIT1 S 361 0,0706641 2 ___1 0,548595 2,30E-09 137,84 123,48 137,84 0,15259 16022000 ARF GTPase-activating protein GIT1 DILSEAKRRQQGKSLSSPTDNLELSLRSQSDUID6675 1

Q8NI27 THOC2 S 1393 0,0705912 3 ___1 0,999518 5,25E-06 86,182 86,182 86,182 -0,056315 78768000 THO complex subunit 2 NVKGGEKTPVSGSLKSPVPRSDIPEPEREQKUID4385 1;2

Q9NVI1 FANCI S 407 0,0703882 2 ___1 0,992436 1,08E-05 133,42 94,615 133,42 -0,097592 66582000 Fanconi anemia group I protein SYGPKKVLDGKTIETSPSLSRMPNQHACKLGUID5876 1

Q66K74 MAP1S S 729 0,0702756 3 ___1 0,999988 1,87E-08 79,236 79,236 79,236 0,11113 199370000 Microtubule-associated protein 1S;MAP1S heavy chain;MAP1S light chainEAGLSLPLRGPRARRSASPHDVDLCLVSPCEUID3390 1;2

Q3KQU3 MAP7D1 S 113 0,0700869 3 ___3 0,85905 3,82E-10 109,89 109,89 94,163 0,018315 206820000 MAP7 domain-containing protein 1 PPAMGPRDARPPRRSSQPSPTAVPASDSPPTUID19261 1;2;3

Q3KQU3 MAP7D1 S 116 0,0700869 3 ___3 0,813446 4,13E-10 94,163 83,552 92,238 -0,025998 65148000 MAP7 domain-containing protein 1 MGPRDARPPRRSSQPSPTAVPASDSPPTKQEUID19262 3

Q8IYB3 SRRM1 S 695 0,0699771 2 ___1 0,9783 2,18E-45 216,68 216,68 216,68 0,20531 239760000 Serine/arginine repetitive matrix protein 1 KRHSPSPRPRAPQTSSSPPPVRRGASSSPQRUID4120 1;2

Q12888 TP53BP1 S 1068 0,0699738 5 ___1 0,621603 2,04E-10 65,779 65,779 42,828 -0,12026 72366000 Tumor suppressor p53-binding protein 1 PPTTPIRGNLLHFPSSQGEEEKEKLEGDHTIUID2318 1

Q01484 ANK2 S 3823 0,0698396 3 ___2 1 0,00016059 72,514 58,031 72,514 0,23632 12504000 Ankyrin-2 EKLYLQTPTSSERGGSPIIQEPEEPSEHREEUID10191 2

Q9H0E3 SAP130 T 853 0,0698396 4 ___2 0,865921 2,06E-15 110,06 104,44 110,06 -0,17153 97454000 Histone deacetylase complex subunit SAP130 KQQHVISTEEGDMMETNSTDDEKSTAKSLLVUID15878 2

Q9Y2D5 AKAP2 S 393 0,0698101 2 ___1 1 1,90E-62 210,17 210,17 210,17 -0,056937 394260000 A-kinase anchor protein 2 GPPEDSGASAAKGQKSPGALETPSAAGSQGNUID6602 1

Q9UKK3 PARP4 S 1507 0,0696808 2 ___1 0,830715 1,16E-07 76,061 76,061 76,061 0,055174 7394200 Poly [ADP-ribose] polymerase 4 RTTPVDLCLLEESVGSLEGSRCPVFAFQSSDUID6266 1

O14492 SH2B2 S 310 0,0695641 3 ___1 0,99915 1,57E-22 146,03 146,03 146,03 0,23541 80890000 SH2B adapter protein 2 HSWVADIQGCVDPGDSEEDTELSCTRGGCLAUID118 1

Q13416 ORC2 S 280 0,0694271 2 ___1 0,989937 0,00636265 48,423 31,184 48,423 -0,41255 2709800 Origin recognition complex subunit 2 AKLDQQTLRNLLSKVSPSFSAELKQLNQQYEUID2462 1

P49796 RGS3 S 916 0,0694271 3 ___1 0,524573 6,66E-05 48,641 48,641 48,641 0,044454 4661900 Regulator of G-protein signaling 3 DTSDDNYGERSEAKRSSMIETGQGAEGGLSLUID1758 1

P06748 NPM1 S 254 0,0692529 3 ___1 1 0,00010428 81,972 41,703 49,66 0,55362 195890000 Nucleophosmin KGPSSVEDIKAKMQASIEKGGSLPKVEAKFIUID854 1;2

Q14181 POLA2 S 141 0,0691523 2 ___1 0,999974 1,20E-07 73,405 73,405 73,405 -0,8287 33303000 DNA polymerase alpha subunit B STPETPLTKRSVSTRSPHQLLSPSSFSPSATUID2677 1;2

Q9NYB0 TERF2IP S 36 0,069121 2 ___1 0,999633 9,14E-05 63,894 46,405 62,378 0,17222 11468000 Telomeric repeat-binding factor 2-interacting protein 1FVRDDGSSMSFYVRPSPAKRRLSTLILHGGGUID5945 1

Q9H6F5 CCDC86 S 18 0,0690866 2 ___2 0,99968 5,36E-06 87,772 74,831 66,152 0,1351 260110000 Coiled-coil domain-containing protein 86 TPLRRSRRLGGLRPESPESLTSVSRTRRALVUID13709 1;2

Q9H6F5 CCDC86 S 21 0,0690866 2 ___2 0,983865 1,71E-05 66,152 57,148 66,152 0,1351 79873000 Coiled-coil domain-containing protein 86 RRSRRLGGLRPESPESLTSVSRTRRALVEFEUID13710 2

Q7Z3B3 KANSL1 S 1045 0,0689843 3 ___1 0,931233 3,52E-10 83,693 83,693 82,077 0,48213 36688000 KAT8 regulatory NSL complex subunit 1 QSVQPWERRTFPLAHSPQAECEDQLDAQERAUID3743 1

Q9Y4K1 AIM1 S 75 0,0689238 2 ___1 0,91835 1,71E-06 56,719 50,873 50,425 -0,4589 39858000 Absent in melanoma 1 protein KSPRAALDGGVASAASPESKPSPGTKGQLRGUID6739 1;2

Q8N122 RPTOR S 722 0,0688772 2 ___1 0,621297 0,00353989 76,282 40,788 76,282 -0,05273 73652000 Regulatory-associated protein of mTOR PVRDSPCTPRLRSVSSYGNIRAVATARSLNKUID4183 1

Q9Y4E8 USP15 S 229 0,0687896 2 ___1 1 2,94E-25 186,51 186,51 150,22 0,01938 99192000 Ubiquitin carboxyl-terminal hydrolase 15 KNEDGTWPRGPSTPKSPGASNFSTLPKISPSUID6730 1

Q9UKM9 RALY S 135 0,0686976 2 ___1 1 3,93E-06 135,99 108,66 77,379 -0,035443 202500000 RNA-binding protein Raly RDDFYDRLFDYRGRLSPVPVPRAVPVKRPRVUID6267 1

Q8NHM5 KDM2B S 1018 0,068602 2 ___1 0,998804 0,00804702 69,276 52,045 69,276 -0,82137 5440200 Lysine-specific demethylase 2B GTPRELRHQLGPSLRSPPRVISRPPPSVSPPUID4374 1

Q9UKT9 IKZF3 T 389 0,068602 3 ___2 0,801697 1,12E-09 105,17 96,57 105,17 0,40493 19340000 Zinc finger protein Aiolos ERGLSPNNSGHDSTDTDSNHEERQNHIYQQNUID15982 2

Q92609 TBC1D5 S 538 0,068602 2 ___2 0,735447 7,79E-05 66,982 59,573 66,982 -0,28505 20945000 TBC1 domain family member 5 MPVQLNKGLSSKNISSSPSVESLPGGREFTGUID12738 2

Q9HCN4 GPN1 S 312 0,068602 3 ___1 0,529037 4,61E-05 64,136 64,136 64,136 -0,25227 4885000 GPN-loop GTPase 1 KDMGSVALDAGTAKDSLSPVLHPSDLILTRGUID5730 1

Q9NPQ8 RIC8A T 441 0,0685964 3 ___2 0,990223 6,38E-23 146,57 146,57 146,57 -0,16662 776340000 Synembryn-A MAGGRPEGQYSEDEDTDTDEYKEAKASINPVUID15923 2

Q14004 CDK13 S 317 0,0685357 3 ___2 1 8,36E-06 77,53 72,101 42,797 0,065761 276950000 Cyclin-dependent kinase 13 EDKTEPKAYRRRRSLSPLGGRDDSPVSHRASUID10706 2;3

Q9H814 PHAX S 350 0,0684901 4 ___3 0,592522 1,64E-14 73,266 71,763 51,544 0,60636 26453000 Phosphorylated adapter RNA export protein KQAIKSLNFQEDDDTSRETFASDTNEALASLUID21866 3

Q9H814 PHAX S 356 0,0684901 4 ___3 0,592522 1,64E-14 73,266 71,763 51,544 0,60636 26453000 Phosphorylated adapter RNA export protein LNFQEDDDTSRETFASDTNEALASLDESQEGUID21867 3

Q9H814 PHAX T 349 0,0684901 4 ___3 0,592522 1,64E-14 73,266 71,763 51,544 0,60636 26453000 Phosphorylated adapter RNA export protein MKQAIKSLNFQEDDDTSRETFASDTNEALASUID24009 3

Q9H814 PHAX T 353 0,0684901 4 ___3 0,592522 1,64E-14 73,266 71,763 51,544 0,60636 26453000 Phosphorylated adapter RNA export protein IKSLNFQEDDDTSRETFASDTNEALASLDESUID24010 3

Q9H814 PHAX T 358 0,0684901 4 ___3 0,592522 1,64E-14 73,266 71,763 51,544 0,60636 26453000 Phosphorylated adapter RNA export protein FQEDDDTSRETFASDTNEALASLDESQEGHAUID24011 3

P39880 CUX1 S 1321 0,0684327 3 ___1 0,762048 2,35E-10 72,791 65,224 72,791 -0,54087 21398000 Homeobox protein cut-like 1 EEIQAGSQGQAGASDSPSARSGRAAPSSEGDUID1439 1

Q9NTJ3 SMC4 S 27 0,0684178 3 ___2 0,999972 9,77E-101 231,44 231,44 96,219 -0,032357 475570000 Structural maintenance of chromosomes protein 4 RRREEGPPPPSPDGASSDAEPEPPSGRTESPUID13953 1;2;3

Q6PKG0 LARP1 S 143 0,0681893 3 ___1 0,649238 4,25E-05 45,269 45,269 45,269 0,029902 6706000 La-related protein 1 TKNALPPVLTTVNGQSPPEHSAPAKVVRAAVUID3558 1

Q5VUA4 ZNF318 T 2037 0,0681893 2 ___1 0,534432 0,0517799 76,17 56,173 76,17 -0,10125 9575600 Zinc finger protein 318 VDFCTTRVSPAHRSPTVLCQKVCEENSVSPIUID7473 1

Q9Y2W1 THRAP3 S 939 0,0678828 4 ___1 0,959642 5,79E-17 144,2 144,2 86,869 0,12266 724150000 Thyroid hormone receptor-associated protein 3 HDKFSGEEGEIEDDESGTENREEKDNIQPTTUID6658 1;2

Q8IYB3 SRRM1 S 402 0,0676308 3 ___1 1 3,51E-05 98,943 92,908 43,592 0,22911 4786900000 Serine/arginine repetitive matrix protein 1 RLSPSASPPRRRHRPSPPATPPPKTRHSPTPUID4122 1;2

Q8IYH5 ZZZ3 S 89 0,0675473 2 ___1 0,944191 0,00017198 80,318 58,291 62,891 0,038244 11587000 ZZ-type zinc finger-containing protein 3 QSTRESWVSPRKRGLSSSEKDNIERQAIENCUID4155 1

Q92922 SMARCC1 S 330 0,0674679 3 ___2 0,999999 4,30E-10 140,22 123 88,264 0,1214 2257500000 SWI/SNF complex subunit SMARCC1 DRKASANARKRKHSPSPPPPTPTESRKKSGKUID12825 2

Q9H6F5 CCDC86 S 66 0,0673633 3 ___2 0,536276 1,99E-12 141,74 141,74 58,758 -0,084 462660000 Coiled-coil domain-containing protein 86 VQRAGLGSPERPPKTSPGSPRLQQGAGLESPUID13706 2;3

Q13247 SRSF6 S 303 0,0672252 2 ___1 0,999927 1,09E-06 122,66 111,97 41,644 -0,23135 311360000 Serine/arginine-rich splicing factor 6 DIKSKSRSRSQSRSNSPLPVPPSKARSVSPPUID2426 1;2;3

Q15424 SAFB2;SAFB S 344 0,0669959 3 ___2 0,996522 1,06E-40 117,74 117,74 111,24 -0,42248 1019500000 Scaffold attachment factor B2;Scaffold attachment factor B1EASSEELAEAPTEAPSPEARDSKEDGRKFDFUID10738 1;2

P26358 DNMT1 S 954 0,0669503 3 ___1 0,963484 0,00900337 47,302 47,302 47,302 -0,38065 4858100 DNA (cytosine-5)-methyltransferase 1 VYLPPEAFTFNIKLSSPVKRPRKEPVDEDLYUID1234 1

P83369 LSM11 S 21 0,0669362 2 ___2 0,999962 0,00027604 62,949 38,014 53,403 0,041423 55491000 U7 snRNA-associated Sm-like protein LSm11 RGARSAGAGSPARPPSPRLDVSSDSFDPLLAUID10139 2

Q96BY7 ATG2B S 1582 0,0668626 2 ___2 0,719929 4,36E-09 134,24 114,14 134,24 0,056586 258580000 Autophagy-related protein 2 homolog B IVPPTSPAKSYISPHSSPSHTPTRHGRNTVCUID12884 2

P46013 MKI67 S 648 0,0666211 2 ___1 0,99987 3,67E-09 140,63 117,91 117,2 0,17754 35067000 Antigen KI-67 RSQHDILQMICSKRRSGASEANLIVAKSWADUID1557 1

Q6PKG0 LARP1 S 90 0,066605 3 ___1 1 9,98E-64 169,09 162,71 52,342 0,70733 1114200000 La-related protein 1 SPRPLQLPGAEGPAISDGEEGGGEPGAGGGAUID3551 1;2

Q6PJT7 ZC3H14 S 620 0,066537 3 ___1 0,999296 0,0005013 47,047 47,047 47,047 0,20086 8562300 Zinc finger CCCH domain-containing protein 14 PACKNGDECAYHHPISPCKAFPNCKFAEKCLUID3548 1

Q6PJG2 ELMSAN1 T 704 0,0664048 3 ___2 0,991697 6,94E-11 76,423 76,423 76,423 -0,14821 49667000 ELM2 and SANT domain-containing protein 1 KSAHRTLLRTNSAEVTPPVLSVMGEATPVSIUID15605 2;3

Q86TB9 PATL1 S 184 0,0663992 2 ___3 0,999973 2,25E-05 90,725 78,365 90,725 0,18884 96461000 Protein PAT1 homolog 1 SERALPRRSTSPIIGSPPVRAVPIGTPPKQMUID20052 2;3

Q86TB9 PATL1 S 177 0,0663992 2 ___3 0,976536 0,00250701 47,545 37,757 47,545 0,12454 8640400 Protein PAT1 homolog 1 PEDDRDLSERALPRRSTSPIIGSPPVRAVPIUID20050 3

Q86TB9 PATL1 T 178 0,0663992 2 ___3 0,580578 0,00250701 47,545 37,757 47,545 0,12454 8640400 Protein PAT1 homolog 1 EDDRDLSERALPRRSTSPIIGSPPVRAVPIGUID23764 3

Q9H410 DSN1 S 30 0,0663982 3 ___2 0,935482 5,46E-07 83,395 83,395 83,395 -0,16169 75363000 Kinetochore-associated protein DSN1 homolog PVMSKTHDHQLESSLSPVEVFAKTSASLEMNUID13647 2

P35251 RFC1 S 69 0,0663438 2 ___2 0,999679 7,42E-31 177,84 157,56 162,69 0,010977 526600000 Replication factor C subunit 1 FKQKQPSKKKRIIYDSDSESEETLQVKNAKKUID9456 1;2

Q9BY44 EIF2A S 506 0,0662509 2 ___1 0,998798 1,33E-08 127,59 127,59 127,59 0,099193 592320000 Eukaryotic translation initiation factor 2A;Eukaryotic translation initiation factor 2A, N-terminally processedHEAKKAAKQEARSDKSPDLAPTPAPQSTPRNUID5373 1

Q9UEW8 STK39 S 385 0,0662183 2 ___1 0,99998 1,20E-05 76,358 66,169 76,358 -0,21565 55101000 STE20/SPS1-related proline-alanine-rich protein kinaseSSGHLHKTEDGDWEWSDDEMDEKSEEGKAAFUID6128 1

Q9P1Y6 PHRF1 S 973 0,0659566 3 ___1 0,995817 1,78E-10 66,479 66,479 66,479 -0,18105 38997000 PHD and RING finger domain-containing protein 1 RTVTCVTVVEPEAPPSPDVLQAATHRVVELRUID6037 1

Q13428 TCOF1 S 1378 0,0659145 2 ___1 0,999996 2,64E-153 281,3 281,3 253,79 0,081725 739620000 Treacle protein KKKKLGAGEGGEASVSPEKTSTTSKGKAKRDUID2480 1;2

Q9UKJ3 GPATCH8 S 738 0,0657101 3 ___1 1 6,36E-10 136,81 136,81 56,54 -0,22686 142510000 G patch domain-containing protein 8 APADSERGPKPEPPGSGSPAPPRRRRRAQDDUID6258 1;2

Q01518 CAP1 S 308 0,0657096 2 ___2 0,645461 3,55E-07 91,317 78,525 91,317 0,21906 120470000 Adenylyl cyclase-associated protein 1 VRSGPKPFSAPKPQTSPSPKRATKKEPAVLEUID10195 2

Q14153 FAM53B S 179 0,0656509 3 ___1 0,875093 6,08E-06 80,638 80,638 80,638 -0,75755 23915000 Protein FAM53B RSSSFSLPSRANVLSSPCDQAGLHHRFGGQPUID2647 1

Q8IYB3 SRRM1 S 402 0,0656394 3 ___2 1 3,51E-05 98,943 92,908 43,592 0,22911 4786900000 Serine/arginine repetitive matrix protein 1 RLSPSASPPRRRHRPSPPATPPPKTRHSPTPUID12219 1;2

Q8IYB3 SRRM1 T 406 0,0656394 3 ___2 1 3,51E-05 98,943 92,908 43,592 0,22911 4782000000 Serine/arginine repetitive matrix protein 1 SASPPRRRHRPSPPATPPPKTRHSPTPQQSNUID15704 1;2

Q6PJT7 ZC3H14 S 409 0,065565 3 ___1 0,999998 3,35E-06 83,404 74,121 83,404 -0,084138 50678000 Zinc finger CCCH domain-containing protein 14 LLAEVVQGQSRTPRISPPIKEEETKGDSVEKUID3547 1

Q9NTZ6 RBM12 S 424 0,0654344 3 ___3 1 1,01E-05 102,66 102,66 100,97 -0,13777 754680000 RNA-binding protein 12 PRSKSPSGQKRSRSRSPHEAGFCVYLKGLPFUID22054 1;2;3

Q9NTZ6 RBM12 S 422 0,0654344 3 ___3 1 1,84E-05 100,97 100,97 100,97 -0,13777 803370000 RNA-binding protein 12 TLPRSKSPSGQKRSRSRSPHEAGFCVYLKGLUID22055 1;2;3

Q9NTZ6 RBM12 S 420 0,0654344 3 ___3 0,999985 1,84E-05 89,011 89,011 67,11 -0,12763 171810000 RNA-binding protein 12 PQTLPRSKSPSGQKRSRSRSPHEAGFCVYLKUID22056 2;3

Q96PY6 NEK1 S 1126 0,0653881 2 ___1 0,991195 6,27E-05 68,481 68,481 56,514 0,11766 19151000 Serine/threonine-protein kinase Nek1 ASMEQLLREQPGEEYSEEEESVLKNSDVEPTUID5011 1

O00429 DNM1L S 616 0,0653618 2 ___1 0,999998 0,00070583 58,071 58,071 58,071 -0,065254 11320000 Dynamin-1-like protein LLAEEKSKPIPIMPASPQKGHAVNLLDVPVPUID89 1

Q8WXI9 GATAD2B S 129 0,0651171 3 ___1 0,999998 8,25E-10 106,44 102,95 104,97 0,3475 159770000 Transcriptional repressor p66-beta PERGRLTPSPDIIVLSDNEASSPRSSSRMEEUID4561 1;2;3;4

Q9Y2U5 MAP3K2 S 163 0,0649002 3 ___1 0,589601 2,63E-07 115,11 115,11 101,41 0,01976 52742000 Mitogen-activated protein kinase kinase kinase 2 RKKRLSIIGPTSRDRSSPPPGYIPDELHQVAUID6636 1

Q9Y2W1 THRAP3 S 682 0,0648425 2 ___1 0,999999 8,14E-20 188,87 134,46 174,41 0,50726 1069400000 Thyroid hormone receptor-associated protein 3 AKNKKSPEIHRRIDISPSTFRKHGLAHDEMKUID6660 1

P52333 JAK3 S 17 0,0647449 3 ___2 0,88622 6,21E-07 104,45 104,45 88,755 -0,11806 12974000 Tyrosine-protein kinase JAK3 APPSEETPLIPQRSCSLLSTEAGALHVLLPAUID9943 2

P52333 JAK3 S 20 0,0647449 3 ___2 0,853339 6,21E-07 104,45 104,45 88,755 -0,11806 12974000 Tyrosine-protein kinase JAK3 SEETPLIPQRSCSLLSTEAGALHVLLPARGPUID9944 2

Q15311 RALBP1 S 29 0,0647305 3 ___1 0,998326 7,31E-42 193,47 183,15 163,85 0,2917 227890000 RalA-binding protein 1 EHRRVEHGSGLTRTPSSEEISPTKFPGLYRTUID2909 1;2

Q2KHR2 RFX7 S 1081 0,0647037 2 ___1 0,999711 1,12E-05 119,62 119,62 119,62 -0,03925 24785000 DNA-binding protein RFX7 RCRSVSPAVHRQRNLSGSTLYPVSNIPRSNVUID3026 1

Q68DK7 MSL1 S 205 0,0646532 2 ___1 1 6,39E-18 156,22 147,7 156,22 -0,48883 30562000 Male-specific lethal 1 homolog GTLAASEGRWKSMRKSPLGGGGGSGASSQAAUID3402 1

Q96D71 REPS1 S 162 0,0646069 3 ___3 0,504145 9,21E-08 59,888 59,888 59,888 0,0094809 17379000 RalBP1-associated Eps domain-containing protein 1 DTVQPRTSADAQEPASPVVSPQQSPPTSPHTUID21019 3

Q9UHR5 SAP30BP S 18 0,0644459 3 ___2 0,785558 1,10E-14 80,93 80,93 72,842 0,85234 79162000 SAP30-binding protein GKKNVLSSLAVYAEDSEPESDGEAGIEAVGSUID14278 2

Q9UHR5 SAP30BP S 22 0,0644459 3 ___2 0,785558 1,10E-14 80,93 80,93 72,842 0,85234 79162000 SAP30-binding protein VLSSLAVYAEDSEPESDGEAGIEAVGSAAEEUID14279 2

P42677 RPS27 S 11 0,0641729 4 ___1 1 0,00053704 54,281 45,027 45,618 -0,0089752 36086000 40S ribosomal protein S27 _____MPLAKDLLHPSPEEEKRKHKKKRLVQUID1501 1

Q9Y4K1 AIM1 T 525 0,0640551 3 ___2 0,601626 1,22E-08 52,391 52,391 52,391 -0,20231 19854000 Absent in melanoma 1 protein QNNEKMPLLELGGETTPPLSTERSPEAVGSEUID16085 2

Q9Y4K1 AIM1 T 524 0,0640551 3 ___2 0,571471 1,22E-08 52,391 52,391 52,391 -0,20231 19854000 Absent in melanoma 1 protein RQNNEKMPLLELGGETTPPLSTERSPEAVGSUID16084 2

Q96F86 EDC3 S 131 0,0639181 2 ___1 1 7,06E-101 253,06 253,06 220,25 -0,16114 261810000 Enhancer of mRNA-decapping protein 3 NIPKRTDVKSQDVAVSPQQQQCSKSYVDRHMUID4867 1

O00267 SUPT5H S 32 0,0639102 3 ___2 1 1,96E-33 124,72 124,72 124,72 0,46247 191470000 Transcription elongation factor SPT5 RSSDGEEAEVDEERRSAAGSEKEEEPEDEEEUID8175 2

O00267 SUPT5H S 36 0,0639102 3 ___2 1 1,96E-33 124,72 124,72 124,72 0,46247 191470000 Transcription elongation factor SPT5 GEEAEVDEERRSAAGSEKEEEPEDEEEEEEEUID8176 2

Q16566 CAMK4 S 360 0,0638975 2 ___2 1 3,95E-23 119,06 107,5 64,374 0,65116 476800000 Calcium/calmodulin-dependent protein kinase type IVSHGSIQESHKASRDPSPIQDGNEDMKAIPEGUID11095 1;2

Q9NS69 TOMM22 S 45 0,063641 3 ___1 0,969709 0,00125626 45,685 38,239 45,685 2,9924 7746200 Mitochondrial import receptor subunit TOM22 homologEELEEDDDEELDETLSERLWGLTEMFPERVRUID5826 1

P22059 OSBP S 240 0,0636176 2 ___1 0,926587 0,00032931 42,64 42,64 40,187 0,43811 13542000 Oxysterol-binding protein 1 NDLIAKHGTALQRSLSELESLKLPAESNEKIUID1163 1

Q9BWF3 RBM4 S 86 0,0635924 3 ___1 0,984984 2,48E-05 99,991 99,991 90,561 -0,21134 67212000 RNA-binding protein 4 KNKSKTSTKLHVGNISPTCTNKELRAKFEEYUID5336 1

P23193 TCEA1 S 100 0,063487 2 ___1 1 2,48E-131 285,38 266,13 285,38 0,045197 5710300000 Transcription elongation factor A protein 1 DLDEKKKEPAITSQNSPEAREESTSSGNVSNUID1179 1

Q00526 CDK3;CDK2;CDK1Y 19 0,0632269 2 ___1 0,998898 0,0269751 75,378 30,217 75,378 0,26011 10264000 Cyclin-dependent kinase 3;Cyclin-dependent kinase 2;Cyclin-dependent kinase 1FQKVEKIGEGTYGVVYKAKNRETGQLVALKKUID8035

Q9NQS1 AVEN S 94 0,0629102 3 ___1 0,765545 5,35E-21 86,195 86,195 86,195 0,27798 72985000 Cell death regulator Aven PGGWGAGASAPVEDDSDAETYGEENDEQGNYUID5767 1

Q12888 TP53BP1 S 380 0,0628189 2 ___1 0,987063 2,11E-53 204,82 204,82 204,82 -0,10914 380580000 Tumor suppressor p53-binding protein 1 PSPDAFRSTPFIVPSSPTEQEGRQDKPMDTSUID2344 1

Q6VN20 RANBP10 S 369 0,0627409 2 ___2 0,868746 3,77E-05 88,768 68,738 88,768 -0,12949 30540000 Ran-binding protein 10 RSPKSQDSYPGSPSLSPRHGPSSSHMHNTGAUID11688 2

Q14573 ITPR3 S 1832 0,0626017 2 ___1 0,998918 5,93E-05 98,407 92,923 89,629 -0,082741 21504000 Inositol 1,4,5-trisphosphate receptor type 3 EDREPVDPTTKGRVASFSIPGSSSRYSLGPSUID2707 1

P52701 MSH6 S 227 0,0625691 2 ___1 1 3,92E-05 106,76 101,26 106,76 -0,38124 23411000 DNA mismatch repair protein Msh6 TTYVTDKSEEDNEIESEEEVQPKTQGSRRSSUID1857 1

O75037 KIF21B S 1241 0,0625267 3 ___2 0,808138 1,28E-05 110,84 110,84 100,59 -0,016335 140950000 Kinesin-like protein KIF21B GQPIRSTDVGFTPPSSPPTRPRNDRNVFSRLUID8573 2

P45973 CBX5 S 92 0,0624075 2 ___1 0,999999 4,59E-09 141,13 126,45 141,13 0,23737 56493000 Chromobox protein homolog 5 ENNKPREKSESNKRKSNFSNSADDIKSKKKRUID1539 1

Q7Z5K2 WAPAL S 77 0,0623699 2 ___1 0,995949 2,17E-14 105,06 98,209 104,86 -0,35559 146850000 Wings apart-like protein homolog PKVEEESTGDPFGFDSDDESLPVSSKNLAQVUID3812 1



Q9BZE4 GTPBP4 S 470 0,0621851 3 ___3 0,808586 1,99E-10 105,38 93,401 78,794 0,64915 104960000 Nucleolar GTP-binding protein 1 KEEELRTAAGEYDSVSESEDEEMLEIRQLAKUID21585 2;3

P18583 SON S 1697 0,0620913 3 ___1 1 6,94E-39 181,77 181,77 181,77 0,09545 217660000 Protein SON PLPVKESDQTLAALLSPKESSGGEKEVPPPPUID1067 1

Q9H6F5 CCDC86 S 69 0,0617778 2 ___2 0,999973 1,99E-12 141,74 141,74 141,74 -0,040134 1416300000 Coiled-coil domain-containing protein 86 AGLGSPERPPKTSPGSPRLQQGAGLESPQGQUID13707 2;3

A6NC98 CCDC88B S 1379 0,0616627 2 ___1 0,997827 3,78E-07 108,57 69,023 108,57 0,39442 60698000 Coiled-coil domain-containing protein 88B DGTGSPSPAPMRRAQSSLCLRDETLAGGQRRUID24 1

O75607 NPM3 S 147 0,0616363 4 ___2 0,998407 1,25E-21 90,207 90,207 90,207 -0,033554 199290000 Nucleoplasmin-3 RITGRHQIVTMSNDVSEEESEEEEEDSDEEEUID8679 2;3

O14974 PPP1R12A S 910 0,0615683 2 ___1 0,989996 0,00040685 98,754 98,754 80,245 -0,48636 53855000 Protein phosphatase 1 regulatory subunit 12A TSAGDRYDSLLGRSGSYSYLEERKPYSSRLEUID201 1

Q8WWQ0 PHIP S 1281 0,0611135 2 ___2 1 6,53E-14 147,06 137,27 147,06 0,08031 457280000 PH-interacting protein YNIIPLYNSMKKKVLSDSEDEEKDADVPGTSUID12644 2

Q8WWQ0 PHIP S 1283 0,0611135 2 ___2 1 6,53E-14 147,06 137,27 147,06 0,08031 457280000 PH-interacting protein IIPLYNSMKKKVLSDSEDEEKDADVPGTSTRUID12645 2

Q12888 TP53BP1 S 809 0,0610809 2 ___1 0,99984 0,00535471 67,113 55,382 67,113 -0,25725 10616000 Tumor suppressor p53-binding protein 1 IEPCAENRLDTKEEKSVEYEGDLKSGTAETEUID2345 1

P36507 MAP2K2 S 293 0,0610158 3 ___1 0,695377 2,69E-14 95,823 95,823 95,823 0,2616 20404000 Dual specificity mitogen-activated protein kinase kinase 2IFGRPVVDGEEGEPHSISPRPRPPGRPVSGHUID1397 1

Q9BUJ2 HNRNPUL1 S 194 0,0608797 4 ___1 0,999997 1,84E-13 87,719 82,957 87,719 -0,001802 681470000 Heterogeneous nuclear ribonucleoprotein U-like protein 1RGRGYFEHREDRRGRSPQPPAEEDEDDFDDTUID5290 1

Q9BUR4 WRAP53 S 491 0,0608069 2 ___1 0,999129 4,01E-39 184,7 184,7 184,7 -0,3046 153170000 Telomerase Cajal body protein 1 LATASGQRVFPEPTESGDEGEELGLPLLSTRUID5294 1

P49761 CLK3 S 157 0,0607907 2 ___1 0,999823 4,08E-05 100,55 100,55 100,55 -0,46008 64840000 Dual specificity protein kinase CLK3 AAGAWETMHHCKRYRSPEPDPYLSYRWKRRRUID1723 1

P42694 HELZ S 1317 0,0607754 2 ___1 0,97333 7,90E-05 75,764 59,093 55,841 0,60037 6730300 Probable helicase with zinc finger domain TEPKQVDLESNPQNRSPESRPSVVYPSTKFPUID1510 1

P29692 EEF1D S 133 0,0607735 2 ___1 0,999994 2,44E-30 188,92 188,92 188,92 -0,1599 3206600000 Elongation factor 1-delta SSPGHRATAPQTQHVSPMRQVEPPAKKPATPUID1292 1

P16383 GCFC2 S 96 0,0606008 4 ___2 0,534183 3,17E-05 72,37 62,573 72,37 -0,078686 9574500 GC-rich sequence DNA-binding factor 2 APRADEGSESRTLDVSTDEEDKIHHSSESKDUID9116 2

P16383 GCFC2 T 97 0,0606008 4 ___2 0,534183 3,17E-05 72,37 62,573 72,37 -0,078686 9574500 GC-rich sequence DNA-binding factor 2 PRADEGSESRTLDVSTDEEDKIHHSSESKDDUID15138 2

P55196 MLLT4 S 1512 0,0604624 3 ___1 0,949455 0,00037622 59,9 47,345 59,9 0,78397 2566700 Afadin YITVSKEELSSGDSLSPDPWKRDAKEKLEKQUID1903 1

P20810 CAST S 243 0,0604624 3 ___1 0,71068 1,11E-09 53,687 51,314 53,687 0,40057 41222000 Calpastatin PDDAIDALSSDFTCGSPTAAGKKTEKEESTEUID1142 1

Q9BRD0 BUD13 S 222 0,0603833 3 ___2 1 0,00072122 65,225 65,225 48,547 0,67266 40869000 BUD13 homolog QHNSSGASPRRVRHDSPDPSPPRRARHGSSDUID13332 2

Q9BRD0 BUD13 S 226 0,0603833 3 ___2 1 0,00072122 65,225 65,225 48,547 0,67266 40869000 BUD13 homolog SGASPRRVRHDSPDPSPPRRARHGSSDISSPUID13333 2

O00161 SNAP23 S 161 0,0603777 3 ___1 0,980867 1,36E-14 86,19 86,19 86,19 -0,11035 7445800 Synaptosomal-associated protein 23 DAREDEMEENLTQVGSILGNLKDMALNIGNEUID65 1

Q16666 IFI16 S 153 0,0603471 3 ___1 0,999882 1,35E-13 133,95 121,77 112,34 -0,1652 865490000 Gamma-interferon-inducible protein 16 GPKGSKVSEEQTQPPSPAGAGMSTAMGRSPSUID3013 1;3

Q6F5E8 RLTPR S 1381 0,0602387 2 ___1 1 0,0394394 58,699 23,188 58,699 0,10956 49216000 Leucine-rich repeat-containing protein 16C DQLQAPAERPLRLQRSPVLKRRPKLEAPPSPUID3431

Q8N3X1 FNBP4 S 499 0,0601918 3 ___2 1 3,85E-07 72,474 72,474 51,963 0,039683 127800000 Formin-binding protein 4 ETAIGAENSEKIDENSDKEMEVEESPEKIKVUID12323 2

Q8N3X1 FNBP4 S 508 0,0601918 3 ___2 1 3,85E-07 72,474 72,474 51,963 0,039683 127800000 Formin-binding protein 4 EKIDENSDKEMEVEESPEKIKVQTTPKVEEEUID12324 2

P49756 RBM25 S 703 0,0601094 3 ___1 0,999999 1,99E-07 98,74 90,14 98,74 -0,059764 25710000 RNA-binding protein 25 KLPVDSVFNKFEDEDSDDVPRKRKLVPLDYGUID1711 1

O00410 IPO5 S 827 0,0600787 3 ___1 1 3,73E-28 150,94 144,78 150,94 -0,1804 101020000 Importin-5 QVKRQDEDYDEQVEESLQDEDDNDVYILTKVUID82 1

Q14687 GSE1 S 1101 0,0600703 3 ___1 0,971337 1,27E-24 123,9 119,8 99,709 0,031993 67435000 Genetic suppressor element 1 PTARKGPPTQELDRDSEEEEEEDDEDGEDEEUID2761 1

Q9BRD0 BUD13 S 163 0,0600276 3 ___2 1 3,31E-05 97,69 88,827 42,317 0,38134 278630000 BUD13 homolog PDPSPRRARHDTPDPSPLRGARHDSDTSPPRUID13323 2

Q9BRD0 BUD13 T 159 0,0600276 3 ___2 1 3,31E-05 97,69 88,827 42,317 0,38134 278630000 BUD13 homolog RHDTPDPSPRRARHDTPDPSPLRGARHDSDTUID15853 2

Q70CQ2 USP34 T 3364 0,0600112 2 ___2 0,905828 1,12E-06 88,168 88,168 52,185 -0,27518 51440000 Ubiquitin carboxyl-terminal hydrolase 34 ATPIKRRRVSSDEEHTVDSCISDMKTETREVUID15627 2

Q9NU22 MDN1 S 4538 0,059819 2 ___1 0,99999 9,75E-39 151,57 138,29 151,57 0,28046 79675000 Midasin EERKNEKAEENTDQASPQEDYAGFERLQSGHUID5863 1

Q9NRY4 ARHGAP35 S 980 0,0597706 3 ___2 0,566724 3,76E-05 41,209 34,56 41,209 -0,77771 3803400 Rho GTPase-activating protein 35 EEVFNSPRAGSPLCNSNLQDSEEDIEPSYSLUID13911 2

O14974 PPP1R12A S 862 0,0597706 3 ___2 0,50551 5,19E-06 45,021 45,021 45,021 -0,15837 28647000 Protein phosphatase 1 regulatory subunit 12A REKRRSTGVSFWTQDSDENEQEQQSDTEEGSUID8299 2

P60174 TPI1 S 249 0,05975 2 ___1 0,806808 0,00150479 50,897 35,695 40,025 0,32514 5770600 Triosephosphate isomerase VSDAVAQSTRIIYGGSVTGATCKELASQPDVUID1937 1

Q5H9R7 PPP6R3 S 579 0,0595436 2 ___1 1 0,00013042 73,887 70,26 73,887 0,46017 10301000 Serine/threonine-protein phosphatase 6 regulatory subunit 3FNDEKFADQDDIGNVSFDRVSDINFTLNTNEUID3152 1

Q14498 RBM39 S 136 0,0592658 3 ___1 1 9,05E-121 267,46 245,8 203,4 -0,062652 3401700000 RNA-binding protein 39 SRRRSRSKSPFRKDKSPVREPIDNLTPEERDUID2694 1

P06733 ENO1 S 254 0,0592532 2 ___1 0,99993 0,00353338 72,652 60,076 72,652 -0,23676 16506000 Alpha-enolase KVVIGMDVAASEFFRSGKYDLDFKSPDDPSRUID846 1

O00559 EBAG9 S 36 0,0591744 2 ___1 0,999767 6,13E-08 115,34 115,34 115,34 0,266 186650000 Receptor-binding cancer antigen expressed on SiSo cellsFLKRLICRSGRGRKLSGDQITLPTTVDYSSVUID94 1

P22059 OSBP S 382 0,0590903 3 ___3 0,998879 1,73E-22 143,83 143,83 143,83 -0,12315 679840000 Oxysterol-binding protein 1 TMPENLGHKRTGSNISGASSDISLDEQYKHQUID17354 2;3

Q8WWM7 ATXN2L S 559 0,0589582 2 ___1 0,909681 1,36E-16 160,8 160,8 160,8 0,21696 69156000 Ataxin-2-like protein ELRKFGAQFKLQPSSSPENSLDPFPPRILKEUID4540 1

P24928 POLR2A S 1913 0,0589339 2 ___1 0,997038 3,53E-14 148,52 96,973 148,41 0,42783 129580000 DNA-directed RNA polymerase II subunit RPB1 TSPVYTPTSPKYSPTSPTYSPTSPKYSPTSPUID1211 1;2

Q86TB9 PATL1 S 184 0,0589118 2 ___2 0,999973 2,25E-05 90,725 78,365 90,725 0,18884 96461000 Protein PAT1 homolog 1 SERALPRRSTSPIIGSPPVRAVPIGTPPKQMUID11955 2;3

Q99613 EIF3C;EIF3CL S 39 0,0588671 3 ___1 0,999579 0,00023875 56,407 45,773 56,407 -0,23084 25510000 Eukaryotic translation initiation factor 3 subunit C;Eukaryotic translation initiation factor 3 subunit C-like proteinTKPVGGNYGKQPLLLSEDEEDTKRVVRSAKDUID50 1

Q8TB72 PUM2 S 136 0,0588504 2 ___1 1 2,75E-44 212,93 205,04 130,19 0,013938 157480000 Pumilio homolog 2 AETDGPEKGDQKGKASPFEEDQNRDLKQGDDUID4410 1

P50395 GDI2 S 61 0,0588048 2 ___1 0,999972 0,00113665 73,848 63,091 73,848 0,013413 18428000 Rab GDP dissociation inhibitor beta ITPLEDLYKRFKIPGSPPESMGRGRDWNVDLUID1778 1

Q14687 GSE1 S 826 0,0587682 2 ___2 0,999999 2,80E-13 158,52 158,52 158,52 -0,099692 140280000 Genetic suppressor element 1 VAQKRRKRRRMLRERSPSPPTIQSKRQTPSPUID10856 2

Q14687 GSE1 S 828 0,0587682 2 ___2 0,999067 2,80E-13 158,52 158,52 158,52 -0,099692 140280000 Genetic suppressor element 1 QKRRKRRRMLRERSPSPPTIQSKRQTPSPRLUID10857 2

Q13595 TRA2A S 2 0,0587593 2 ___1 1 1,57E-12 154,66 154,66 79,837 -0,57129 68856000 Transformer-2 protein homolog alpha ______________MSDVEENNFEGRESRSQUID2574 1;2

Q9BZE4 GTPBP4 S 472 0,058732 2 ___3 0,950439 1,99E-10 80,238 80,238 80,238 0,59937 74593000 Nucleolar GTP-binding protein 1 EELRTAAGEYDSVSESEDEEMLEIRQLAKQIUID21586 2;3

Q9BZE4 GTPBP4 Y 466 0,058732 2 ___3 0,880338 1,99E-10 105,38 93,401 92,935 0,57975 109480000 Nucleolar GTP-binding protein 1 EELEKEEELRTAAGEYDSVSESEDEEMLEIRUID24274 2;3

O15042 U2SURP S 37 0,0586853 3 ___1 0,915287 1,43E-15 79,911 79,911 79,911 -0,19411 49509000 U2 snRNP-associated SURP motif-containing protein HSSGSSDAHMDASGPSDSDMPSRTRPKSPRKUID233 1

Q02241 KIF23 S 160 0,0586304 3 ___1 0,828763 6,01E-07 101,3 101,3 101,3 -0,15343 20532000 Kinesin-like protein KIF23 SFQAKRYVFKSNDRNSMDIQCEVDALLERQKUID2129 1

P98175 RBM10 Y 732 0,0585499 2 ___2 0,974271 1,02E-14 136,01 136,01 136,01 -0,34936 210220000 RNA-binding protein 10 ASDDRPSPPRGLVAAYSGESDSEEEQERGGPUID16137 2;3

Q96E09 FAM122A S 62 0,0583859 2 ___1 0,971211 0,00043958 105,46 84,76 105,46 0,16223 46430000 Protein FAM122A TSPVFQAEAPSARRNSTTFPSRHGLLLPASPUID4840 1

Q12888 TP53BP1 S 1430 0,0582473 3 ___1 0,980815 1,64E-07 58,861 58,861 47,749 -0,17435 38541000 Tumor suppressor p53-binding protein 1 AVPGPLGIEDISPNLSPDDKSFSRVVPRVPDUID2316 1;2

Q13263 TRIM28 S 17 0,0582473 2 ___1 0,872061 3,06E-35 148,28 148,28 148,28 0,31606 10229000 Transcription intermediary factor 1-beta AASAAAASAAAASAASGSPGPGEGSAGGEKRUID2430 1

Q9H7N4 SCAF1 S 448 0,0581514 3 ___1 0,527013 1,14E-09 53,569 53,569 51,868 -0,55343 48901000 Splicing factor, arginine/serine-rich 19 PQPPAPRAPEGDDFLSLHAESDGEGALQVDLUID5654 1

Q8TEK3 DOT1L S 899 0,0581372 3 ___2 0,558477 0,00089951 61,641 61,641 61,641 -0,17553 46000000 Histone-lysine N-methyltransferase, H3 lysine-79 specificPLASVVLPSRAERARSTPSPVLQPRDPSSTLUID12560 2

Q01082 SPTBN1 S 2169 0,0579942 2 ___3 0,997723 5,71E-11 143,02 143,02 143,02 -0,011743 1417700000 Spectrin beta chain, non-erythrocytic 1 ATEQRTSSKESSPIPSPTSDRKAKTALPAQSUID18273 2;3;4

Q9UPT8 ZC3H4 S 1275 0,057994 2 ___2 1 3,66E-24 149,35 135,67 118,21 0,17379 505420000 Zinc finger CCCH domain-containing protein 4 KQTPKTGSGSPFAGNSPAREGEQDAASLKDVUID14520 1;2

Q9NYV4 CDK12 S 334 0,0579929 2 ___2 0,981705 0,00075455 80,31 62,476 52,555 -0,030065 282170000 Cyclin-dependent kinase 12 YSGRSPSPYGRRRSSSPFLSKRSLSRSPLPSUID14085 2;3

Q9NYV4 CDK12 S 333 0,0579929 2 ___2 0,915939 0,00070232 84,188 63,901 52,555 -0,030065 323030000 Cyclin-dependent kinase 12 SYSGRSPSPYGRRRSSSPFLSKRSLSRSPLPUID14084 2;3

P32519 ELF1 S 432 0,0579649 2 ___1 0,999836 6,93E-05 72,898 72,898 72,898 0,046201 10175000 ETS-related transcription factor Elf-1 SIRTIQAPTQVPVVVSPRNQQLHTVTLQTVPUID1324 1

Q7Z5R6 APBB1IP S 526 0,0579436 2 ___1 0,854722 4,09E-09 136,27 122,82 78,932 -0,28388 1167300000 Amyloid beta A4 precursor protein-binding family B member 1-interacting proteinAPKSSLPPPPPVRRSSDTSGSPATPLKAKGTUID3818 1;2

Q5VTR2 RNF20 S 138 0,0578946 2 ___1 0,999106 3,31E-16 159,34 159,34 102,08 -0,011648 235130000 E3 ubiquitin-protein ligase BRE1A ERKALVVPEPEPDSDSNQERKDDRERGEGQEUID3315 1

Q14847 LASP1 S 146 0,0578694 2 ___1 0,999664 4,01E-50 194,18 178,94 194,18 -0,49282 2458400000 LIM and SH3 domain protein 1 MGPSGGEGMEPERRDSQDGSSYRRPLEQQQPUID2795 1

A8MRT5 NPIPB5;NPIPB3;NPIPB11;NPIPB4S 1066 0,0578221 2 ___1 0,881826 3,83E-05 86,944 63,195 66,533 0,14326 31015000 Nuclear pore complex-interacting protein family member B5;Nuclear pore complex-interacting protein family member B3;Nuclear pore complex-interacting protein family member B11;Nuclear pore complex-interacting protein family member B4;Putative NPIP-like protein LOC613037SRKPKRRRAADVEPSSPEPKRRRVGDVEPSRUID38 1

Q9ULM3 YEATS2 S 367 0,0575542 3 ___1 0,881034 7,19E-06 54,943 54,943 54,943 -0,014703 20335000 YEATS domain-containing protein 2 PPSLPLTIPAPVKASSPIKQSHEPVPDTSVEUID6327 1

P05455 SSB S 366 0,0574844 3 ___1 1 3,10E-93 232,58 232,58 232,58 0,33138 1514100000 Lupus La protein GKGKVQFQGKKTKFASDDEHDEHDENGATGPUID825 1

Q96EV2 RBM33 S 205 0,0573307 2 ___1 1 2,30E-105 245,66 235,29 245,66 0,069708 215480000 RNA-binding protein 33 GGMETLELQKDIKEESDEEEEDDEESGRLRFUID4858 1

Q9NYV4 CDK12 S 685 0,057277 3 ___2 1 6,98E-11 72,292 72,292 72,292 -0,3697 32370000 Cyclin-dependent kinase 12 PLPPELPGGDLSPPDSPEPKAITPPQQPYKKUID14078 2

Q9NYV4 CDK12 S 681 0,057277 3 ___2 0,999999 6,98E-11 72,292 72,292 72,292 -0,3697 36194000 Cyclin-dependent kinase 12 LTDLPLPPELPGGDLSPPDSPEPKAITPPQQUID14077 1;2

O75592 MYCBP2 S 2920 0,0572697 3 ___1 0,999848 7,87E-11 73,548 73,548 73,548 0,28454 26299000 E3 ubiquitin-protein ligase MYCBP2 PKDSTDSPGSENRAPSPHVVQENLHSEVVEVUID573 1

Q709C8 VPS13C S 737 0,0571383 2 ___1 0,866912 0,00016446 83,617 67,48 83,617 0,50324 4746400 Vacuolar protein sorting-associated protein 13C QLNSKDQGLQKTTNSSLEEIMDKAYDKFDVEUID3639 1

Q6PJG2 ELMSAN1 S 923 0,0570956 3 ___1 0,755676 0,00051674 67,707 67,707 67,707 -0,0012002 67044000 ELM2 and SANT domain-containing protein 1 KTSQKFPRVPLPRRESPSEERLEPKREVKEPUID3541 1

Q7Z460 CLASP1 S 1196 0,0570274 2 ___1 1 2,24E-25 188,27 168,17 109,72 0,33489 422570000 CLIP-associating protein 1 SLRGVTEAIEKFSFRSQEDLNEPIKRDGKKEUID3769 1

O15037 KHNYN S 10 0,0570017 3 ___1 0,99998 1,99E-05 72,793 59,954 72,793 -0,3541 16329000 Protein KHNYN ______MPTWGARPASPDRFAVSAEAENKVRUID230 1

Q9Y4E1 FAM21C S 544 0,0568609 2 ___1 0,517323 0,00013311 44,601 44,601 44,601 0,035072 12114000 WASH complex subunit FAM21C SETKTQKGLFSDEEDSEDLFSSQSASNLKGAUID6726 1

Q15003 NCAPH S 87 0,0568396 2 ___1 0,99793 0,00105608 109,02 45,487 83,358 0,029143 53306000 Condensin complex subunit 2 VFDLQFSTDSPRLLASPSSRSIDISATIPKFUID2833 1

P33241 LSP1 S 141 0,0565835 4 ___1 0,722471 4,78E-09 55,308 48,809 55,308 0,009386 56501000 Lymphocyte-specific protein 1 EKEDSDEVHLEELSLSKEGPGPEDTVQDNLGUID1334 1;2

Q86XL3 ANKLE2 S 662 0,0564986 2 ___1 0,999973 4,99E-05 78,069 78,069 78,069 -0,25212 52888000 Ankyrin repeat and LEM domain-containing protein 2 SLEEIKNRQNAARNNSPPTVGAFGHTRCSAFUID3968 1

Q14498 RBM39 S 337 0,0564771 2 ___1 0,86731 2,58E-07 96,163 82,257 51,606 -0,74814 25629000 RNA-binding protein 39 KVGHVTERTDASSASSFLDSDELERTGIDLGUID2699 1;2

Q9UIQ6 LNPEP S 51 0,0564339 3 ___1 1 2,41E-08 79,762 79,762 79,762 -0,077845 20162000 Leucyl-cystinyl aminopeptidase;Leucyl-cystinyl aminopeptidase, pregnancy serum formLHPLEPDEVEYEPRGSRLLVRGLGEHEMEEDUID6209 1

O95819 MAP4K4 S 631 0,0562075 2 ___2 0,991344 0,00010318 107,17 78,208 77,813 -0,22364 221190000 Mitogen-activated protein kinase kinase kinase kinase 4QRPAEPQVPVRTTSRSPVLSRRDSPLQGSGQUID8867 1;2

Q7Z5K2 WAPAL S 459 0,0560541 3 ___2 0,999984 9,68E-15 131,67 129,87 131,67 -0,12662 115720000 Wings apart-like protein homolog GSSNYKIKYFGFDDLSESEDDEDDDCQVERKUID11904 2

Q7Z5K2 WAPAL S 461 0,0560541 3 ___2 0,999984 9,68E-15 131,67 129,87 131,67 -0,12662 115720000 Wings apart-like protein homolog SNYKIKYFGFDDLSESEDDEDDDCQVERKTSUID11905 2

Q9NYB0 TERF2IP S 156 0,0560286 2 ___1 0,598544 3,77E-06 122,33 81,829 122,33 0,089594 8531700 Telomeric repeat-binding factor 2-interacting protein 1DVAILTYVKENARSPSSVTGNALWKAMEKSSUID5947 1

P35269 GTF2F1 T 389 0,0558979 2 ___2 0,950597 9,66E-08 74,207 60,981 41,202 -0,13959 266920000 General transcription factor IIF subunit 1 RKPSGGSSRGNSRPGTPSAEGGSTSSTLRAAUID15201 1;2

P50402 EMD S 173 0,0558898 3 ___1 0,554005 1,12E-05 66,325 66,325 66,325 0,019833 15244000 Emerin DSAYQSITHYRPVSASRSSLDLSYYPTSSSTUID1780 1

Q9Y2W1 THRAP3 S 928 0,0556245 3 ___1 1 5,79E-17 144,2 144,2 144,2 -0,40274 593620000 Thyroid hormone receptor-associated protein 3 FRKSSTSPKWAHDKFSGEEGEIEDDESGTENUID6657 1;2

Q76FK4 NOL8 S 1099 0,0555981 2 ___1 0,996725 7,15E-05 102,73 81,283 102,73 0,1248 56454000 Nucleolar protein 8 SEEEDVTEETDHRNSSPGEASLLEKETTRFFUID3661 1

P46821 MAP1B S 1779 0,0553339 2 ___2 1 1,98E-18 172,57 172,57 172,57 0,22641 483390000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1SLTSEKVQSLEGEKLSPKSDISPLTPRESSPUID9734 1;2;3;4

P46821 MAP1B S 1782 0,0553339 3 ___2 0,997696 1,61E-10 80,98 60,873 78,913 0,58778 291090000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1SEKVQSLEGEKLSPKSDISPLTPRESSPLYSUID9713 2;3;4

P11171 EPB41 S 542 0,0551066 2 ___1 1 7,30E-07 129,76 114,18 129,76 -0,084366 60491000 Protein 4.1 PAPHFERTASKRASRSLDGAAAVDSADRSPRUID929 1;2

O75396 SEC22B S 137 0,0548898 2 ___1 1 3,57E-39 194,98 194,98 194,98 0,12336 427400000 Vesicle-trafficking protein SEC22b TKKLYIDSCARRNLGSINTELQDVQRIMVANUID545 1

P22059 OSBP S 382 0,0548365 3 ___2 0,998879 1,73E-22 143,83 143,83 143,83 -0,12315 679840000 Oxysterol-binding protein 1 TMPENLGHKRTGSNISGASSDISLDEQYKHQUID9257 2;3

Q06455 RUNX1T1 T 595 0,054779 2 ___2 0,921324 0,00109101 51,495 44,836 51,495 -0,39971 17902000 Protein CBFA2T1 MDTPPAATPRSTTPGTPSTIETTPR______UID15368

Q06455 RUNX1T1 T 592 0,054779 2 ___2 0,912177 0,00109101 51,495 44,836 51,495 -0,39971 17902000 Protein CBFA2T1 GSPMDTPPAATPRSTTPGTPSTIETTPR___UID15367

Q01518 CAP1 S 310 0,054558 3 ___2 0,995363 6,28E-11 135,79 135,79 58,457 0,42454 995680000 Adenylyl cyclase-associated protein 1 SGPKPFSAPKPQTSPSPKRATKKEPAVLELEUID10196 2

Q01082 SPTBN1 S 2161 0,0542675 2 ___3 0,924412 5,71E-11 143,02 143,02 143,02 -0,011743 443280000 Spectrin beta chain, non-erythrocytic 1 DTSEMVNGATEQRTSSKESSPIPSPTSDRKAUID18275 2;3;4

Q9NQ55 PPAN S 228 0,0542234 3 ___2 0,527732 1,91E-09 53,074 53,074 53,074 0,3689 5249200 Suppressor of SWI4 1 homolog LLQEKFPNMSRLQDISELLATGAGLSESEAEUID13845 2

Q03468 ERCC6 S 486 0,0540844 3 ___2 1 0,00192882 45,257 36,325 45,257 -0,047922 3374700 DNA excision repair protein ERCC-6 LRLQDKEKRLKLEDDSEESDAEFDEGFKVPGUID10264 2

Q03468 ERCC6 S 489 0,0540844 3 ___2 1 0,00192882 45,257 36,325 45,257 -0,047922 3374700 DNA excision repair protein ERCC-6 QDKEKRLKLEDDSEESDAEFDEGFKVPGFLFUID10265 2

Q9BVJ6 UTP14A T 389 0,0539454 3 ___2 0,774982 2,56E-06 40,96 40,96 40,96 0,39392 28533000 U3 small nucleolar RNA-associated protein 14 homolog APWMLRSCTSDTKEAATQEDPEQLPELEAHGVUID15863 2

P22059 OSBP S 190 0,0538636 3 ___2 1 2,01E-69 205,42 205,42 205,42 0,15566 1825700000 Oxysterol-binding protein 1 ALELAKAKAVKMLAESDESGDEESVSQTDKTUID9254 2

P22059 OSBP S 193 0,0538636 2 ___2 0,999999 2,01E-69 205,42 205,42 133,32 -0,07201 1883000000 Oxysterol-binding protein 1 LAKAKAVKMLAESDESGDEESVSQTDKTELQUID9255 1;2

P24928 POLR2A S 1920 0,0538064 2 ___2 0,909603 3,99E-10 146,27 90,858 146,27 0,015183 124960000 DNA-directed RNA polymerase II subunit RPB1 TSPKYSPTSPTYSPTSPKYSPTSPTYSPTSPUID9310 1;2

P46821 MAP1B S 1252 0,0538064 2 ___3 0,792865 6,85E-14 97,904 97,904 97,904 -0,28361 42101000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1LDIKDSISAVSSEKVSPSKSPSLSPSPPSPLUID17796 1;3

Q8NFC6 BOD1L1 S 484 0,0535672 2 ___2 0,999979 1,64E-09 136,6 124,39 136,6 -0,045546 73993000 Biorientation of chromosomes in cell division protein 1-like 1AYVHKPYLYSKYYSDSDDELTVEQRRQSIAKUID12458 2

Q8NFC6 BOD1L1 S 482 0,0535672 2 ___2 0,999841 1,64E-09 136,6 124,39 136,51 -0,072469 73993000 Biorientation of chromosomes in cell division protein 1-like 1RHAYVHKPYLYSKYYSDSDDELTVEQRRQSIUID12457 2

O43583 DENR S 73 0,0534474 2 ___1 1 1,05E-21 134,28 134,28 89,679 0,22639 133880000 Density-regulated protein EKNFPNEFAKLTVENSPKQEAGISEGQGTAGUID337 1

P25205 MCM3 Y 708 0,0533895 2 ___3 0,998211 4,17E-45 188,86 184,62 157,28 -0,33495 106290000 DNA replication licensing factor MCM3 KTRQPDAKDGDSYDPYDFSDTEEEMPQVHTPUID24230 2;3

Q8WXI9 GATAD2B S 135 0,0532906 3 ___2 0,920925 7,91E-22 152,31 147,44 152,31 0,13862 207500000 Transcriptional repressor p66-beta TPSPDIIVLSDNEASSPRSSSRMEERLKAANUID12660 1;2;3;4

Q13200 PSMD2 S 16 0,053181 3 ___1 1 1,11E-21 138,82 138,82 134,14 0,68761 1241200000 26S proteasome non-ATPase regulatory subunit 2 MEEGGRDKAPVQPQQSPAAAPGGTDEKPSGKUID2412 1

Q92585 MAML1 S 314 0,0530652 3 ___1 0,999877 8,63E-06 52,909 52,909 52,909 0,34999 7874200 Mastermind-like protein 1 KTEFSPAAFEQEQLGSPQVRAGSAGQTFLGPUID4632 1

Q9C0B5 ZDHHC5 S 398 0,0530167 2 ___1 0,99956 0,00011235 85,813 80,611 85,813 -0,42348 15988000 Palmitoyltransferase ZDHHC5 EPTSIAESSRHPSYRSEPSLEPESFRSPTFGUID5414 1;2

P17181 IFNAR1 S 495 0,0529055 2 ___1 0,758648 1,73E-06 130,19 130,19 129,76 -0,54709 50899000 Interferon alpha/beta receptor 1 EYFSEQPLKNLLLSTSEEQIEKCFIIENISTUID1047 1

P14317 HCLS1 S 275 0,0528973 2 ___1 1 6,80E-16 135,26 135,26 66,779 -0,60248 737700000 Hematopoietic lineage cell-specific protein QVARRQQERKAVTKRSPEAPQPVIAMEEPAVUID988 1

P46821 MAP1B S 1322 0,0528209 3 ___1 0,825429 2,49E-17 92,609 80,977 92,609 0,4396 49525000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1EEHCASPEDKTLEVVSPSQSVTGSAGHTPYYUID1632 1

P25054 APC S 2531 0,0526941 3 ___2 0,983956 0,00061703 55,011 5,50E+01 55,011 9,73E-05 24333000 Adenomatous polyposis coli protein EYNDGRPAKRHDIARSHSESPSRLPINRSGTUID9319 2

P25054 APC S 2535 0,0526941 3 ___2 0,830183 0,00061703 55,011 5,50E+01 55,011 9,73E-05 24333000 Adenomatous polyposis coli protein GRPAKRHDIARSHSESPSRLPINRSGTWKREUID9320 2

Q13595 TRA2B;TRA2A S 260 0,0526877 2 ___2 1 1,32E-05 139,31 70,681 139,31 -0,031896 1,6737E+10 Transformer-2 protein homolog beta;Transformer-2 protein homolog alphaGWRAAQDRDQIYRRRSPSPYYSRGGYRSRSR;GYDRYEDYDYRYRRRSPSPYYSRYRSRSRSRUID10083 1;2

Q9UBW7 ZMYM2 T 1376 0,0525322 2 ___1 0,999998 7,43E-05 80,3 80,3 80,3 -0,49624 15363000 Zinc finger MYM-type protein 2 VKDIYDKDNYELDEDTD______________UID7867 1

Q9UQ35 SRRM2 S 2046 0,0523205 2 ___1 1 0,00078197 115,39 38,326 46,132 -0,042383 5911500000 Serine/arginine repetitive matrix protein 2 RSRTPLLPRKRSRSRSPLAIRRRSRSRTPRTUID6528 1;2;3

Q8TBA6 GOLGA5 S 116 0,0522768 3 ___1 0,999984 9,49E-06 51,827 51,827 51,827 0,017551 3384000 Golgin subfamily A member 5 ASVPRPSSHFVRRKKSEPDDELLFDFLNSSQUID4419 1

Q9HAZ1 CLK1;CLK4 S 339 0,0521685 3 ___1 0,88775 1,74E-29 168,57 168,57 168,57 -0,32557 44920000 Dual specificity protein kinase CLK1;Dual specificity protein kinase CLK4FGSATYDDEHHSTLVSTRHYRAPEVILALGWUID1716 1

Q9Y3T9 NOC2L S 672 0,0521176 2 ___2 1 1,30E-57 210,09 180,16 185,59 0,013877 894690000 Nucleolar complex protein 2 homolog KDEDRKQFKDLFDLNSSEEDDTEGFSERGILUID14804 1;2

Q9Y3T9 NOC2L S 673 0,0521176 2 ___2 1 1,30E-57 210,09 180,16 185,59 0,013877 870780000 Nucleolar complex protein 2 homolog DEDRKQFKDLFDLNSSEEDDTEGFSERGILRUID14805 1;2

P29692 EEF1D S 162 0,0520443 3 ___1 1 2,73E-129 252,17 252,17 145,37 0,59799 1,5094E+10 Elongation factor 1-delta TPAEDDEDDDIDLFGSDNEEEDKEAAQLREEUID1293 1;2

Q9H6F5 CCDC86 T 65 0,0520121 2 ___2 0,882397 1,99E-12 141,74 141,74 102,57 -0,22495 1066500000 Coiled-coil domain-containing protein 86 SVQRAGLGSPERPPKTSPGSPRLQQGAGLESUID15900 2;3

Q13595 TRA2A T 88 0,0520028 2 ___3 0,933128 0,00382656 73,273 62,965 51,066 -0,10365 121990000 Transformer-2 protein homolog alpha SHSHSHRRRSRSRSYTPEYRRRRSRSHSPMSUID23536 2;3;4

Q96ST2 IWS1 S 287 0,0519887 2 ___2 1 2,72E-05 83,966 69,276 61,641 -0,2289 78929000 Protein IWS1 homolog RISDSESEDPPRNQASDSENEELPKPRVSDSUID13177 2

Q96ST2 IWS1 S 289 0,0519887 2 ___2 1 2,72E-05 83,966 69,276 61,641 -0,2289 78929000 Protein IWS1 homolog SDSESEDPPRNQASDSENEELPKPRVSDSESUID13178 2

Q13480 GAB1 T 503 0,0518593 3 ___1 1 0,00039654 42,325 33,506 42,325 -0,3914 5637500 GRB2-associated-binding protein 1 QVPPPAHMGFRSSPKTPPRRPVPVADCEPPPUID7328 1

Q9NQC3 RTN4 S 181 0,0518359 3 ___2 0,807626 1,60E-17 127,64 127,64 127,64 -0,056268 74063000 Reticulon-4 PAAPPSTPAAPKRRGSSGSVDETLFALPAASUID13852 2

Q13501 SQSTM1 S 328 0,0517975 3 ___2 0,998494 3,82E-21 99,34 97,527 99,34 -0,27502 175020000 Sequestosome-1 KIALESEGRPEEQMESDNCSGGDDDWTHLSSUID10629 2

Q13501 SQSTM1 S 332 0,0517975 3 ___2 0,998494 2,90E-29 141,12 136,86 99,34 -0,27502 276690000 Sequestosome-1 ESEGRPEEQMESDNCSGGDDDWTHLSSKEVDUID10630 1;2

Q14934 NFATC4 S 289 0,0517506 3 ___1 0,748153 0,00067446 42,746 42,746 42,746 -0,14133 9533200 Nuclear factor of activated T-cells, cytoplasmic 4 SGTPSSASPALSRRGSLGEEGSEPPPPPPLPUID2798

Q9BTE3 MCMBP T 160 0,0517201 2 ___1 0,863291 0,00255951 82,543 50,02 82,543 0,11491 6414100 Mini-chromosome maintenance complex-binding proteinYVNANQARVSPSTSYTPSRHKRSYEDDDDMDUID7760 1

Q12912 LRMP T 139 0,0515809 2 ___2 0,546905 1,87E-17 124,37 124,37 111,97 -0,072406 67650000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinEEDTRSASPTIEAQGTSPAHDNIAFQDSTSKUID15393 2

Q9UPP1 PHF8 S 857 0,0515045 2 ___1 0,998614 4,97E-07 101,05 96,077 101,05 0,37284 42958000 Histone lysine demethylase PHF8 GACFKDAEYIYPSLESDDDDPALKSRPKKKKUID6407 1

Q9C0B5 ZDHHC5 S 425 0,0514607 3 ___1 0,965242 5,96E-09 136,01 128,09 58,071 -0,18896 44969000 Palmitoyltransferase ZDHHC5 PTFGKSFHFDPLSSGSRSSSLKSAQGTGFELUID5416 1

Q13905 RAPGEF1 S 314 0,0514416 2 ___1 0,853161 0,00047589 65,563 55,459 65,563 0,063173 4386700 Rap guanine nucleotide exchange factor 1 RVAVVAPMSRATSGSSLPVGINRQDFDVDCYUID2601 1

Q9BUA3 C11orf84 S 308 0,0514192 2 ___1 0,999559 9,40E-05 101,89 94,609 101,56 0,075822 70980000 Uncharacterized protein C11orf84 PKDREVAEGGLPRAESPSPAPPPGLRGTLDLUID5285 1

Q9BYW2 SETD2 S 2082 0,051398 2 ___2 0,997114 2,22E-05 100,08 100,08 91,969 0,090255 131060000 Histone-lysine N-methyltransferase SETD2 KQTQNKEKRKRRSSLSPPSSAYERGTKRPDDUID13482 2

Q9BYW2 SETD2 S 2080 0,051398 2 ___2 0,968571 2,22E-05 100,08 100,08 91,969 0,090255 131060000 Histone-lysine N-methyltransferase SETD2 PDKQTQNKEKRKRRSSLSPPSSAYERGTKRPUID13481 2

Q9BTU6 PI4K2A S 51 0,0512871 2 ___2 0,999952 3,56E-09 126,25 116,36 109,87 0,17815 435300000 Phosphatidylinositol 4-kinase type 2-alpha VRVAAAAGSGPSPPGSPGHDRERQPLLDRARUID13377 2

O75179 ANKRD17 S 2067 0,0512669 2 ___1 0,953348 2,56E-06 128,22 109,44 128,22 0,26581 47749000 Ankyrin repeat domain-containing protein 17 PGGVSRNSPLDCGSASPNKVASSSEQEAGSPUID525 1

P07919 UQCRH S 61 0,0511633 3 ___1 0,867367 1,02E-06 89,028 84,319 89,028 -0,19615 5875000 Cytochrome b-c1 complex subunit 6, mitochondrial ARERLELCDERVSSRSHTEEDCTEELFDFLHUID871 1

Q13595 TRA2A S 84 0,0510513 2 ___3 0,996882 0,00271051 73,273 62,965 63,691 0,14633 159860000 Transformer-2 protein homolog alpha TRSRSHSHSHRRRSRSRSYTPEYRRRRSRSHUID18771 3;4

Q13595 TRA2A S 86 0,0510513 2 ___3 0,981598 0,00271051 73,273 62,965 63,691 0,14633 159860000 Transformer-2 protein homolog alpha SRSHSHSHRRRSRSRSYTPEYRRRRSRSHSPUID18772 3;4

O95785 WIZ S 996 0,0508847 2 ___1 0,854726 0,029486 69,229 69,229 69,229 0,3626 6449100 Protein Wiz PSSPLLKKTPLALAGSPTPKNPEDKSPQLSLUID764

Q8IWS0 PHF6 S 154 0,0508847 4 ___2 0,668542 2,02E-11 89,297 80,154 42,536 -0,15206 67472000 PHD finger protein 6 EADLEESFNEHELEPSSPKSKKKSRKGRPRKUID12154 1;2

Q6ZN18 AEBP2 S 24 0,0507449 3 ___2 0,903635 1,88E-18 84,226 84,226 40,952 0,29641 51924000 Zinc finger protein AEBP2 ADLEELSRLSPLPPGSPGSAARGRAEPPEEEUID11707 2

Q14676 MDC1 S 307 0,0506061 3 ___2 0,517134 7,06E-13 66,88 66,88 66,88 0,19105 48965000 Mediator of DNA damage checkpoint protein 1 SQPPGEDSDTDVDDDSRPPGRPAEVHLERAQUID10832 2

O95239 KIF4A S 801 0,050434 3 ___1 0,994459 0,00434789 70,552 62,542 40,552 -0,4446 37233000 Chromosome-associated kinesin KIF4A ESGENPPPKLRRRTFSLTEVRGQVSESEDSIUID700 1;2

Q96D71 REPS1 S 170 0,0503265 3 ___3 0,975295 1,83E-15 108,39 101,52 108,39 0,1931 95845000 RalBP1-associated Eps domain-containing protein 1 ADAQEPASPVVSPQQSPPTSPHTWRKHSRHPUID21021 2;3

Q96D71 REPS1 S 174 0,0503265 3 ___3 0,655084 1,83E-15 108,39 101,52 76,221 0,37874 95845000 RalBP1-associated Eps domain-containing protein 1 EPASPVVSPQQSPPTSPHTWRKHSRHPSGGNUID21022 2;3

Q9NQG6 MIEF1 S 59 0,0501742 2 ___1 0,855658 9,64E-05 120,06 101,32 63,091 -0,063994 57832000 Mitochondrial dynamics protein MID51 LAVKRMYDRAISAPTSPTRLSHSGKRSWEEPUID5762 1;2

Q13469 NFATC2 S 221 0,0500956 2 ___2 0,999531 0,00631629 68,536 49,404 61,344 0,049765 70771000 Nuclear factor of activated T-cells, cytoplasmic 2 QNIPAHYSPRTSPIMSPRTSLAEDSCLGRHSUID10623 2

Q13469 NFATC2 S 217 0,0500956 2 ___2 0,566389 0,00631629 68,536 49,404 68,536 0,072015 70771000 Nuclear factor of activated T-cells, cytoplasmic 2 CPQFQNIPAHYSPRTSPIMSPRTSLAEDSCLUID10622 2

O75717 WDHD1 S 383 0,050078 2 ___1 1 1,92E-237 330,13 330,13 330,13 -0,094069 407990000 WD repeat and HMG-box DNA-binding protein 1 GRPRQRSHILEDDENSVDISMLKTGSSLLKEUID595 1

Q9UPP1 PHF8 S 120 0,050078 2 ___1 0,999857 0,00256233 96,331 46,616 96,331 -0,23603 28961000 Histone lysine demethylase PHF8 SKGHDTHKGKPVKTGSPTFVRELRSRTFDSSUID6412 1

Q92994 BRF1 S 553 0,0498109 3 ___1 0,999045 6,77E-28 157,95 157,95 157,95 -0,080921 58293000 Transcription factor IIIB 90 kDa subunit INYSVLRGLSSAGGGSPHREDAQPEHSASARUID4739 1

Q6P0Q8 MAST2 S 148 0,0497851 2 ___1 0,951825 1,50E-05 81,632 81,632 63,128 0,15244 10936000 Microtubule-associated serine/threonine-protein kinase 2EASNLVRMRNQSLGQSAPSLTAGLKELSLPRUID3505 1

Q9NTJ3 SMC4 S 27 0,0495247 3 ___1 0,999972 9,77E-101 231,44 231,44 96,219 -0,032357 475570000 Structural maintenance of chromosomes protein 4 RRREEGPPPPSPDGASSDAEPEPPSGRTESPUID5856 1;2;3

P46379 BAG6 S 1117 0,0494168 2 ___1 0,999995 2,44E-06 81,807 81,807 81,709 -0,23419 66077000 Large proline-rich protein BAG6 LRSDIQKRLQEDPNYSPQRFPNAQRAFADDPUID1590 1

Q9Y2D5 AKAP2 S 152 0,0491876 3 ___1 0,990999 1,55E-34 181,4 181,4 101,41 -0,0050076 128790000 A-kinase anchor protein 2 SQPRDALGDSLQVPVSPSSTTSSRCSSRDGEUID6600 1

Q9BRD0 BUD13 S 271 0,0489558 2 ___1 1 2,12E-15 157,38 150,26 157,38 0,031192 79092000 BUD13 homolog LGSSDTQQLRRARHDSPDLAPNVTYSLPRTKUID5224 1;2

Q92619 HMHA1 S 23 0,0489294 2 ___1 0,999955 1,60E-21 172,57 113,35 58,83 0,37972 386090000 Minor histocompatibility protein HA-1;Minor histocompatibility antigen HA-1ELMKTPSISKKNRAGSPSPQPSGELPRKDGAUID4669 1;2

Q01518 CAP1 T 307 0,0488609 2 ___2 0,858143 6,28E-11 135,79 135,79 135,79 -0,33995 875210000 Adenylyl cyclase-associated protein 1 PVRSGPKPFSAPKPQTSPSPKRATKKEPAVLUID15346 2



Q9UKM9 RALY T 298 0,0488333 4 ___3 1 8,29E-65 190,48 190,48 145,51 -0,79279 1661900000 RNA-binding protein Raly GLLTHSEEELEHSQDTDADDGALQ_______UID24078 1;2;3;4

P45973 CBX5 S 12 0,0487033 2 ___3 0,991812 2,50E-07 89,301 85,199 65,563 0,018641 65465000 Chromobox protein homolog 5 ____MGKKTKRTADSSSSEDEEEYVVEKVLDUID17735 2;4

P45973 CBX5 S 13 0,0487033 2 ___3 0,991812 2,50E-07 89,301 85,199 65,563 0,018641 65465000 Chromobox protein homolog 5 ___MGKKTKRTADSSSSEDEEEYVVEKVLDRUID17736 2;4

P45973 CBX5 S 14 0,0487033 2 ___3 0,991807 1,69E-22 163,8 138,37 65,563 0,018641 124370000 Chromobox protein homolog 5 __MGKKTKRTADSSSSEDEEEYVVEKVLDRRUID17737 1;2;4

P45973 CBX5 S 11 0,0487033 2 ___3 0,991756 2,50E-07 83,617 79,516 65,563 0,018641 64535000 Chromobox protein homolog 5 _____MGKKTKRTADSSSSEDEEEYVVEKVLUID17734 2;4

Q99808 SLC29A1 S 254 0,0486547 2 ___1 1 0,00647638 46,069 24,31 46,069 -0,045615 4974300 Equilibrative nucleoside transporter 1 KLEGPGEQETKLDLISKGEEPRAGKEESGVSUID5190 1

Q9C073 FAM117A S 213 0,0486044 3 ___1 1 2,54E-10 130,24 130,24 61,101 0,50065 36212000 Protein FAM117A PSGSPVLRLSPCLHRSLEGLNQELEEVFVKEUID5408 1

P35658 NUP214 S 678 0,048575 2 ___1 1 3,04E-05 86,411 79,721 86,411 0,3669 251000000 Nuclear pore complex protein Nup214 VQKSPRITPPAAKPGSPQAKSLQPAVAEKQGUID1385 1;2

Q9ULD4 BRPF3 S 19 0,0485708 2 ___2 0,906948 0,00205786 75,387 41,001 45,077 0,73528 47734000 Bromodomain and PHD finger-containing protein 3 PRRKSRQNAEGRRSPSPYSLKCSPTRETLTYUID14406 2

O43491 EPB41L2 S 38 0,0483758 4 ___1 0,499978 4,70E-19 80,943 77,473 68,444 -0,60769 18642000 Band 4.1-like protein 2 TKEKPKEVAENQQNQSSDPEEEKGSQPPPAAUID315 1

O43491 EPB41L2 S 39 0,0483758 4 ___1 0,499978 4,70E-19 80,943 77,473 68,444 -0,60769 18642000 Band 4.1-like protein 2 KEKPKEVAENQQNQSSDPEEEKGSQPPPAAEUID316 1

Q2PPJ7 RALGAPA2 S 821 0,0483586 3 ___2 0,989078 1,23E-07 111,3 106,09 111,3 0,20269 36448000 Ral GTPase-activating protein subunit alpha-2 KREHEGITILVRRSSSPAELDLKDDLQQTQGUID11139 2

Q2PPJ7 RALGAPA2 S 820 0,0483586 3 ___2 0,863271 1,23E-07 111,3 106,09 111,3 0,20269 36448000 Ral GTPase-activating protein subunit alpha-2 VKREHEGITILVRRSSSPAELDLKDDLQQTQUID11138 2

Q9H7N4 SCAF1 S 738 0,0482622 2 ___2 0,999987 1,00E-05 120,53 118,51 120,53 0,2565 197380000 Splicing factor, arginine/serine-rich 19 ASSPKREVLYDSEGLSGEERGGKSSQKDRRRUID13754 2;4

Q9UPP1 PHF8 S 834 0,048106 3 ___2 0,999207 9,23E-11 78,45 76,75 78,45 -0,078708 24322000 Histone lysine demethylase PHF8 PAYWRTESEEEEENASLDEQDSLGACFKDAEUID14508 2

Q9UPP1 PHF8 S 826 0,048106 3 ___2 0,991141 9,23E-11 78,45 76,75 73,315 -0,6574 24322000 Histone lysine demethylase PHF8 PGKRPIKRPAYWRTESEEEEENASLDEQDSLUID14507 2

Q7Z589 EMSY S 209 0,0480794 2 ___1 0,953238 4,49E-05 102,9 64,882 102,9 0,21721 48980000 Protein EMSY CSDEDEKPRKRRRTNSSSSSPVVLKEVPKAVUID3796 1;2

Q76FK4 NOL8 S 1082 0,0480757 3 ___3 0,991073 5,12E-09 57,688 52,144 42,633 -0,31848 36143000 Nucleolar protein 8 KPGKIVWQEDPRLQDSSSEEEDVTEETDHRNUID19852 3

Q76FK4 NOL8 S 1083 0,0480757 3 ___3 0,991073 5,12E-09 57,688 52,144 42,633 -0,31848 36143000 Nucleolar protein 8 PGKIVWQEDPRLQDSSSEEEDVTEETDHRNSUID19853 3

Q76FK4 NOL8 S 1084 0,0480757 3 ___3 0,991073 5,12E-09 57,688 52,144 42,633 -0,31848 36143000 Nucleolar protein 8 GKIVWQEDPRLQDSSSEEEDVTEETDHRNSSUID19854 3

O43847 NRD1 S 94 0,0479562 2 ___1 0,994694 1,31E-21 172,32 134,97 172,32 -0,29957 505470000 Nardilysin ARLGADESEEEGRRGSLSNAGDPEIVKSPSDUID363 1;2

Q6PJG6 BRAT1 S 742 0,0477119 2 ___1 0,99998 5,35E-05 115,06 106,47 115,06 -0,08511 71497000 BRCA1-associated ATM activator 1 RDKIASYSSLREARGSPNTASAEATLPRWRAUID3544 1

Q9UKV3 ACIN1 T 408 0,0476779 2 ___2 0,495803 1,73E-09 82,908 82,908 82,908 -0,24517 4825900 Apoptotic chromatin condensation inducer in the nucleusTEDRKKASLVALPEQTASEEETPPPLLTKEAUID15985 2

Q9UKV3 ACIN1 S 1004 0,0475102 2 ___1 1 2,33E-05 127,51 109,62 126,03 0,21952 966480000 Apoptotic chromatin condensation inducer in the nucleusVSITIDDPVRTAQVPSPPRGKISNIVHISNLUID6299 1

P17096 HMGA1 S 102 0,0474501 2 ___1 1 1,08E-125 264,38 249,96 60,364 0,22692 9943900000 High mobility group protein HMG-I/HMG-Y PKKLEKEEEEGISQESSEEEQ__________UID1041 1;2;3

Q9NYF8 BCLAF1 S 385 0,0473989 2 ___2 0,99998 3,15E-51 161,16 146,24 161,16 -3,7851 1042300000 Bcl-2-associated transcription factor 1 RAEGEWEDQEALDYFSDKESGKQKFNDSEGDUID14051 1;2

Q14153 FAM53B S 268 0,0473989 3 ___1 0,5 0,0008344 59,728 54,121 59,728 0,17756 14801000 Protein FAM53B TPELARRSSGLSRSRSQPCVLNDKKVGVKRRUID2650 1

Q7Z4V5 HDGFRP2 S 652 0,0473438 2 ___1 1 1,65E-05 108,49 108,49 82,908 0,50864 137730000 Hepatoma-derived growth factor-related protein 2 LHDSVREGPDLDRPGSDRQERERARGDSEALUID3784 1

P18583 SON S 2029 0,0471503 3 ___2 1 0,00531874 66,056 44,063 47,559 0,25011 2339300000 Protein SON PVRLRRSRTPLRRRFSRSPIRRKRSRSSERGUID9167 2

P18583 SON S 2031 0,0471503 3 ___2 1 0,00531874 66,056 44,063 47,559 0,25011 2339300000 Protein SON RLRRSRTPLRRRFSRSPIRRKRSRSSERGRSUID9168 2

Q9UER7 DAXX S 702 0,0471069 3 ___2 0,999803 4,94E-08 83,755 83,755 81,151 0,28811 55304000 Death domain-associated protein 6 DSPSHGLVTSSLCIPSPARLSQTPHSQPPRPUID14224 2

Q9UKJ3 GPATCH8 T 1072 0,0469874 4 ___2 0,606174 4,41E-09 55,772 55,772 42,269 -0,11266 84041000 G patch domain-containing protein 8 DSKATGPPSQNSNIGTGRGSEGDCSPEDKNSUID15978 2

Q8TEU7 RAPGEF6 S 230 0,0469184 3 ___1 0,999905 8,82E-06 64,768 51,026 64,768 1,0672 54170000 Rap guanine nucleotide exchange factor 6 VGDVDLTRLPEGPVDSEDDEEEDEEIDRTDPUID4481 1

P37275 ZEB1 S 679 0,0467006 3 ___1 0,997963 0,00015904 56,252 46,015 56,252 1,1748 10838000 Zinc finger E-box-binding homeobox 1 SANANEPQDSTVNLQSPLKMTNSPVLPVGSTUID1401 1

Q9P270 SLAIN2 T 313 0,0467006 4 ___2 0,679889 2,69E-09 61,542 61,542 45,332 -0,21643 20383000 SLAIN motif-containing protein 2 SRRSSGSSCNSTRRGTFSDQELDAQSLDDEDUID15957 2

Q9H4L5 OSBPL3 S 265 0,0466637 3 ___2 0,977184 4,29E-08 117,03 117,03 117,03 0,25963 21100000 Oxysterol-binding protein-related protein 3 YSAPAINAIQGGSFESPKKEKRSHRRWRSRAUID13665 2

Q96T58 SPEN S 1287 0,0466142 2 ___1 1 0,0045821 66,267 61,168 47,815 0,15183 20553000 Msx2-interacting protein DEDPIGSPRLLSVKGSPKVDEKVLPYSNITVUID5117 1;2

Q9H8Y8 GORASP2 S 451 0,0465587 2 ___1 0,999585 8,06E-35 162,85 154,66 129,02 -0,32944 384600000 Golgi reassembly-stacking protein 2 SEKPVSAAVDANASESP______________UID5680 1

Q96RR4 CAMKK2 S 495 0,0464888 2 ___1 1 0,00068173 90,653 90,653 90,653 -0,13747 15204000 Calcium/calmodulin-dependent protein kinase kinase 2SLATVILVKTMIRKRSFGNPFEGSRREERSLUID5044 1

Q9UQ35 SRRM2 S 534 0,0463459 2 ___1 1 2,71E-06 118,08 96,267 40,025 -0,26496 4774800000 Serine/arginine repetitive matrix protein 2 AQRWGRSRSPQRRGRSRSPQRPGWSRSRNTQUID6529 1;2;3

Q86YP4 GATAD2A S 100 0,0463179 3 ___2 1 1,83E-18 148,69 143,48 142,23 0,16772 652510000 Transcriptional repressor p66-alpha MRTSHSDMKSERRPPSPDVIVLSDNEQPSSPUID12079 2;3

O60293 ZFC3H1 S 1303 0,0462816 3 ___1 0,985463 1,35E-07 69,361 69,361 57,798 -0,6882 98638000 Zinc finger C3H1 domain-containing protein WKPKFWRKPISDNSFSSDEEQSTGPIKYAFQUID384 1;2

Q641Q2 FAM21A;FAM21CS 333 0,0462745 3 ___2 1 1,26E-07 132,13 132,13 55,844 0,11365 120410000 WASH complex subunit FAM21A;WASH complex subunit FAM21CKPRKTLKEKKERRTPSDDEEDNLFAPPKLTDUID11477 1;2

Q641Q2 FAM21A;FAM21CT 331 0,0462745 3 ___2 1 1,08E-05 55,844 45,3 55,844 0,11365 43521000 WASH complex subunit FAM21A;WASH complex subunit FAM21CEAKPRKTLKEKKERRTPSDDEEDNLFAPPKLUID15577 2

O43491 EPB41L2 S 718 0,0461083 2 ___1 0,997485 0,00076519 71,241 52,147 71,241 0,045635 14706000 Band 4.1-like protein 2 RVITEEMNGKEISPGSGPGEIRKVEPVTQKDUID314 1

Q9UNZ2 NSFL1C S 114 0,0460713 2 ___1 1 3,46E-09 142,83 142,83 142,83 0,064727 112310000 NSFL1 cofactor p47 SERSGQQIVGPPRKKSPNELVDDLFKGAKEHUID6379 1

O43149 ZZEF1 S 1518 0,0460106 3 ___1 0,730122 9,05E-06 42,571 42,571 40,428 -0,89484 8692700 Zinc finger ZZ-type and EF-hand domain-containing protein 1LPAADVSPATAEEPLSPSTPTRRPPFTRGRLUID278 1

O75376 NCOR1 S 2337 0,0460021 4 ___2 0,997828 4,59E-09 59,18 59,18 59,18 0,020345 27514000 Nuclear receptor corepressor 1 CKPKLISKSNSRKSKSPIPGQGYLGTERPSSUID8633 1;2

O75376 NCOR1 S 2335 0,0460021 4 ___2 0,99691 4,59E-09 59,18 59,18 59,18 0,020345 9632500 Nuclear receptor corepressor 1 GVCKPKLISKSNSRKSKSPIPGQGYLGTERPUID8632 2

Q7L4E1 FAM73B S 276 0,0459887 2 ___1 0,89191 0,00070692 72,089 60,496 72,089 -0,25679 6745100 Protein FAM73B LLDLERTLMLPLTEGSLRLRADDEDSLTSEDUID3695 1

P67809 YBX1 S 174 0,0458623 3 ___1 0,935974 1,10E-43 174,14 168,77 174,14 -0,49875 177000000 Nuclease-sensitive element-binding protein 1 QQNYQNSESGEKNEGSESAPEGQAQQRRPYRUID1998 1;2

Q7Z6Z7 HUWE1 S 3816 0,0458623 3 ___1 0,520758 3,77E-21 94,75 94,75 89,403 -0,28255 29825000 E3 ubiquitin-protein ligase HUWE1 ASVRREESPMDVDQPSPSAQDTQSIASDGTPUID3847 1

Q9NWB6 ARGLU1 S 77 0,045796 3 ___1 0,998598 2,12E-06 124,09 124,09 124,09 -0,18025 269050000 Arginine and glutamate-rich protein 1 NTAVSRRERDRERASSPPDRIDIFGRTVSKRUID5890 1

Q08J23 NSUN2 S 743 0,0457898 3 ___2 1 1,01E-28 134,37 134,37 134,37 -0,12531 1048600000 tRNA (cytosine(34)-C(5))-methyltransferase PDNDVTEGQRAGEPNSPDAEEANSPDVTAGCUID10335 1;2

Q08J23 NSUN2 S 751 0,0457898 3 ___2 0,999694 1,01E-28 134,37 134,37 134,37 -0,12531 825190000 tRNA (cytosine(34)-C(5))-methyltransferase QRAGEPNSPDAEEANSPDVTAGCDPAGVHPPUID10336 1;2

O00264 PGRMC1 S 181 0,0457547 3 ___1 0,99999 3,16E-50 196,15 185,31 162,07 0,028365 966430000 Membrane-associated progesterone receptor component 1HVGKLLKEGEEPTVYSDEEEPKDESARKND_UID74 1

Q7Z7F0 KIAA0907 S 571 0,0457225 3 ___2 0,883256 9,00E-06 50,986 50,986 50,986 0,31829 72519000 UPF0469 protein KIAA0907 KTTEKGFGLVAYAADSSDEEEEHGGHKNASSUID11947 2

Q8N108 MIER1 S 166 0,0457225 3 ___2 0,696638 2,87E-05 41,914 41,914 41,914 0,16059 23084000 Mesoderm induction early response protein 1 RRCKYFDTNSEVEEESEEDEDYIPSEDWKKEUID12275 2

Q8N108 MIER1 T 158 0,0457225 3 ___2 0,633238 2,87E-05 41,914 41,914 41,914 0,16059 23084000 Mesoderm induction early response protein 1 DAQEIIRPRRCKYFDTNSEVEEESEEDEDYIUID15712 2

Q9UKM9 RALY S 295 0,045641 4 ___3 1 1,63E-35 150,56 150,56 145,51 -0,79279 1284500000 RNA-binding protein Raly DEEGLLTHSEEELEHSQDTDADDGALQ____UID22463 1;2;3;4

Q9UKM9 RALY S 288 0,045641 3 ___3 0,999959 4,06E-54 187,87 187,87 48,697 -0,21245 2751100000 RNA-binding protein Raly ARTRDDGDEEGLLTHSEEELEHSQDTDADDGUID22462 1;2;3;4

Q86VM9 ZC3H18 S 46 0,045456 2 ___1 0,999998 3,01E-15 109,44 103,9 77,644 0,08046 61408000 Zinc finger CCCH domain-containing protein 18 DSGSDQDLDGAGVRASDLEDEESAARGPSQEUID3901 1;2

Q9ULU4 ZMYND8 S 406 0,0453032 2 ___1 0,995436 3,97E-05 128,85 116,62 128,85 -0,21825 12224000 Protein kinase C-binding protein 1 IDKQEKVKLNFDMTASPKILMSKPVLSGGTGUID6341 1

Q9H4A3 WNK1 S 2029 0,0452617 3 ___2 0,988909 8,76E-07 86,625 82,453 86,625 0,2373 42329000 Serine/threonine-protein kinase WNK1 PEAAFLSRDVDDGSGSPHSPHQLSSKSLPSQUID13650 2

Q9H7L9 SUDS3 S 234 0,0452323 2 ___2 0,998684 9,52E-30 168,99 168,99 168,99 0,4451 840370000 Sin3 histone deacetylase corepressor complex component SDS3DLRTLNKLKSPKRPASPSSPEHLPATPAESPUID13745 1;2

Q9H3N1 TMX1 S 247 0,0452227 2 ___1 1 0 448,85 448,85 448,85 -0,18182 1807200000 Thioredoxin-related transmembrane protein 1 LKKVEEEQEADEEDVSEEEAESKEGTNKDFPUID5536 1

Q9UQ35 SRRM2 T 1106 0,0451634 3 ___2 0,778387 0,00032008 40,012 40,012 40,012 0,011813 8015500 Serine/arginine repetitive matrix protein 2 QTSPKGGRSRSSSPVTELASRSPIRQDRGEFUID16039 2

Q6ZN18 AEBP2 S 206 0,0451483 2 ___1 0,999991 3,48E-05 110,38 95,411 110,38 -0,42983 56381000 Zinc finger protein AEBP2 TGGGGSSATSGGRRGSLEMSSDGEPLSRMDSUID3611 1

O95453 PARN S 619 0,0449798 2 ___1 0,999983 0,00050333 94,791 51,519 62,908 0,29981 121050000 Poly(A)-specific ribonuclease PARN GRKKAKKLKRMKKELSPAGSISKNSPATLFEUID722 1;2

Q76I76 SSH2 S 487 0,0448837 2 ___1 0,922006 5,02E-05 88,552 66,084 88,552 0,28177 6157500 Protein phosphatase Slingshot homolog 2 ICKPGLELNKKDITTSADQIAEVKTMESHPPUID3666 1

Q5VUA4 ZNF318 S 40 0,0448837 3 ___1 0,820928 0,00026618 54,368 48,136 54,368 -0,38003 4660200 Zinc finger protein 318 SGRSSGSSSGPARRSSPPPPPSGSSSRTPARUID3325 1

Q7KZF4 SND1 S 426 0,0448784 3 ___1 0,927634 1,91E-10 68,942 64,96 68,942 0,035881 35110000 Staphylococcal nuclease domain-containing protein 1IGKKVNVTVDYIRPASPATETVPAFSERTCAUID3676 1

Q9ULM3 YEATS2 S 536 0,0447855 2 ___1 0,946567 7,83E-06 102,69 102,69 84,712 -0,11632 37586000 YEATS domain-containing protein 2 TNKISTASQVSQGTGSPVPKIHGSSFVTSTVUID6330 1

P61978 HNRNPK S 284 0,0444628 2 ___1 1 1,19E-08 161,27 153,11 161,27 0,079799 1212200000 Heterogeneous nuclear ribonucleoprotein K GGRPMPPSRRDYDDMSPRRGPPPPPPGRGGRUID1965 1

Q96FV9 THOC1 S 560 0,0444172 4 ___1 0,998744 2,10E-06 47,596 43,108 47,596 -1,417 56588000 THO complex subunit 1 DEDEEDNDALLKENESPDVRRDKPVTGEQIEUID4878 1

Q5UIP0 RIF1 S 1688 0,0443276 2 ___2 0,999997 6,62E-41 202,96 178,61 77,776 -0,060958 224670000 Telomere-associated protein RIF1 NLRTRNAIKRLHKRDSFDNCSLGESSKIGISUID11380 1;2

Q5UIP0 RIF1 S 1693 0,0443276 2 ___2 0,989578 0,00012435 66,335 48,899 49,934 0,077161 33188000 Telomere-associated protein RIF1 NAIKRLHKRDSFDNCSLGESSKIGISDISSLUID11381 2

P51149 RAB7A S 72 0,0440444 2 ___1 0,999995 0,00335938 66,19 66,19 66,19 0,093735 2526100 Ras-related protein Rab-7a VTMQIWDTAGQERFQSLGVAFYRGADCCVLVUID1805 1

Q9Y6D5 ARFGEF2 S 277 0,0440444 3 ___1 0,95897 5,25E-17 96,492 96,492 96,492 -0,60101 13409000 Brefeldin A-inhibited guanine nucleotide-exchange protein 2KVSTENGDAPRERGSSLSGTDDGAQEVVKDIUID6815 1

O75822 EIF3J S 127 0,0440125 2 ___1 1 0,00193771 67,385 44,009 67,385 0,11862 7662500 Eukaryotic translation initiation factor 3 subunit J EQLADKLRLKKLQEESDLELAKETFGVNNAVUID599 1

Q9NZT2 OGFR S 484 0,0439856 4 ___1 0,916366 8,10E-10 63,021 60,482 63,021 0,16707 28914000 Opioid growth factor receptor AAVASGGAQTLALAGSPAPSGHPKAGHSENGUID6022 1

Q9ULU4 ZMYND8 S 668 0,043672 3 ___1 1 3,73E-21 161,86 161,86 161,86 -0,0023884 224440000 Protein kinase C-binding protein 1 PASEKADPGAVKDKASPEPEKDFSEKAKPSPUID6336 1

Q96B97 SH3KBP1 S 511 0,0433446 4 ___2 0,729472 1,83E-09 54,647 40,382 54,647 0,53558 11708000 SH3 domain-containing kinase-binding protein 1 LTSSSLSSPDIFDSPSPEEDKEEHISLAHRGUID12872 2

Q96B97 SH3KBP1 S 509 0,0433446 4 ___2 0,701718 1,83E-09 54,647 40,382 54,647 0,53558 11708000 SH3 domain-containing kinase-binding protein 1 QSLTSSSLSSPDIFDSPSPEEDKEEHISLAHUID12871 2

Q9UPT8 ZC3H4 S 1275 0,0431179 2 ___1 1 3,66E-24 149,35 135,67 118,21 0,17379 505420000 Zinc finger CCCH domain-containing protein 4 KQTPKTGSGSPFAGNSPAREGEQDAASLKDVUID6423 1;2

Q9NR30 DDX21 S 89 0,0431131 2 ___1 1 4,45E-93 252,66 252,66 252,66 0,32911 1868400000 Nucleolar RNA helicase 2 SKKAKKKEEPSQNDISPKTKSLRKKKEPIEKUID5792 1

Q9HAN9 NMNAT1 S 117 0,0430075 3 ___1 0,907309 1,87E-07 93,404 85,412 66,52 -0,17681 55560000 Nicotinamide/nicotinic acid mononucleotide adenylyltransferase 1HQEKLEASDCDHQQNSPTLERPGRKRKWTETUID5694 1

A2CJ06 DYTN S 500 0,0429245 2 ___2 1 0,00117661 40,025 13,019 40,025 0,70329 49737000 Dystrotelin EGLKQDIPKMVPAEMSSPALAAVEKKEAGNIUID8114 2

A2CJ06 DYTN S 501 0,0429245 2 ___2 1 0,00117661 40,025 13,019 40,025 0,70329 49737000 Dystrotelin GLKQDIPKMVPAEMSSPALAAVEKKEAGNIKUID8115 2

Q14147 DHX34 S 749 0,0429004 3 ___2 0,989006 5,34E-06 44,021 40,024 44,021 0,080097 62953000 Probable ATP-dependent RNA helicase DHX34 RRRKVLRLQEEQDGGSSDEDRAGPAPPGASDUID10726 2

Q14147 DHX34 S 750 0,0429004 3 ___2 0,989006 5,34E-06 44,021 40,024 44,021 0,080097 62953000 Probable ATP-dependent RNA helicase DHX34 RRKVLRLQEEQDGGSSDEDRAGPAPPGASDGUID10727 2

Q9UKV3 ACIN1 S 388 0,0428306 3 ___2 0,999973 3,26E-05 114,63 114,63 114,63 0,11586 784660000 Apoptotic chromatin condensation inducer in the nucleusEIKSSQGLKEKSKSPSPPRLTEDRKKASLVAUID14390 2;3

Q96CJ1 EAF2 S 144 0,0427844 3 ___3 0,965583 6,08E-08 90,097 90,097 90,097 -0,12326 49793000 ELL-associated factor 2 QQMWNSARTPNLVKHSPSEDKMSPASPIDDIUID20993 2;3

Q2TB10 ZNF800 S 457 0,0427844 3 ___2 0,512841 5,39E-05 47,38 47,016 47,38 0,92466 20989000 Zinc finger protein 800 NTPAAQKNKVKQDSESPKSTSPSAAGGQQKTUID11141 2

Q9HAW0 BRF2 S 385 0,0427424 3 ___1 0,775869 1,29E-07 60,348 60,348 60,348 -0,59556 22088000 Transcription factor IIIB 50 kDa subunit CPVPPVSTVTGDENISDSEIEQYLRTPQEVRUID5696 1

Q9H2P0 ADNP S 953 0,0426591 2 ___2 1 2,80E-07 99,441 99,441 71,241 0,44907 44566000 Activity-dependent neuroprotector homeobox protein TIHLTEEPTKLMHNASDSEVDQDDVVEWKDGUID13615 1;2

Q9H2P0 ADNP S 955 0,0426591 2 ___2 1 2,80E-07 82,885 82,885 71,241 0,44907 45303000 Activity-dependent neuroprotector homeobox protein HLTEEPTKLMHNASDSEVDQDDVVEWKDGASUID13616 1;2

Q86VM9 ZC3H18 S 110 0,0426443 3 ___3 0,500703 6,74E-06 43,351 43,351 43,351 0,20832 15053000 Zinc finger CCCH domain-containing protein 18 SPCEEEGDEGEEDRTSDLRDEASSVTRELDEUID20102 3

Q86VM9 ZC3H18 T 109 0,0426443 3 ___3 0,500703 6,74E-06 43,351 43,351 43,351 0,20832 15053000 Zinc finger CCCH domain-containing protein 18 SSPCEEEGDEGEEDRTSDLRDEASSVTRELDUID23768 3

Q12888 TP53BP1 S 993 0,0425042 3 ___2 0,515916 0,00356535 41,76 34,567 41,76 -0,32517 6812700 Tumor suppressor p53-binding protein 1 APDVDDKLCLRMKLVSPETEASEESLQFNLEUID10426 2

Q99549 MPHOSPH8 S 51 0,0424536 2 ___1 1 5,12E-13 142,3 142,3 93,958 -0,87904 138170000 M-phase phosphoprotein 8 EDNDAAARGAEAFGDSEEDGEDVFEVEKILDUID5144 1

Q01082 SPTBN1 S 2161 0,0423643 2 ___2 0,924412 5,71E-11 143,02 143,02 143,02 -0,011743 443280000 Spectrin beta chain, non-erythrocytic 1 DTSEMVNGATEQRTSSKESSPIPSPTSDRKAUID10178 2;3;4

Q15154 PCM1 S 65 0,0422887 2 ___2 1 2,03E-15 159,41 141,08 154,88 -0,10406 266710000 Pericentriolar material 1 protein KKFGVESDKRVTNDISPESSPGVGRRRTKTPUID10991 1;2

Q8IWS0 PHF6 S 155 0,042166 2 ___1 0,964027 1,55E-55 190,63 180,57 171,29 0,037907 2111700000 PHD finger protein 6 ADLEESFNEHELEPSSPKSKKKSRKGRPRKTUID4058 1;2

Q86TB9 PATL1 S 179 0,0420627 2 ___2 0,87234 2,25E-05 90,725 78,365 90,725 0,18884 125600000 Protein PAT1 homolog 1 DDRDLSERALPRRSTSPIIGSPPVRAVPIGTUID11954 1;2

Q8N2M8 CLASRP S 101 0,0416635 3 ___1 0,713761 2,36E-05 42,121 35,617 42,121 -0,15945 2564500 CLK4-associating serine/arginine rich protein LDHIPDYTPPLLTTISPEQESDERKCNYERYUID4211 1

Q16566 CAMK4 S 352 0,0416635 4 ___2 0,546074 2,81E-09 59,453 57,306 59,453 -0,02239 172600000 Calcium/calmodulin-dependent protein kinase type IVSRLGSASSSHGSIQESHKASRDPSPIQDGNEUID11098 2

Q9NRY4 ARHGAP35 S 975 0,0416616 3 ___1 0,99921 7,46E-15 111,66 111,66 83,332 0,16462 49148000 Rho GTPase-activating protein 35 ACSTTEEVFNSPRAGSPLCNSNLQDSEEDIEUID5813 1;2

Q15080 NCF4 S 161 0,0415233 2 ___1 0,987522 6,90E-06 117,23 117,23 117,23 0,28475 19042000 Neutrophil cytosol factor 4 ALRRLRPRTRKVKSVSPQGNSVDRMAAPRAEUID2878 1

Q99856 ARID3A S 77 0,0414223 3 ___3 1 5,92E-29 143,06 136,98 143,06 -0,015625 259290000 AT-rich interactive domain-containing protein 3A LAAMRAAAAGLGHPASPGGSEDGPPGSEEEDUID21385 2;3

Q99856 ARID3A S 81 0,0414223 3 ___3 1 5,92E-29 143,06 136,98 143,06 -0,015625 259840000 AT-rich interactive domain-containing protein 3A RAAAAGLGHPASPGGSEDGPPGSEEEDAAREUID21386 2;3

Q99856 ARID3A S 88 0,0414223 3 ___3 1 5,92E-29 143,06 136,98 143,06 -0,015625 201200000 AT-rich interactive domain-containing protein 3A GHPASPGGSEDGPPGSEEEDAAREGTPGSPGUID21387 2;3

Q96QR8 PURB S 6 0,0413032 3 ___2 1 2,11E-10 77,322 77,322 77,322 -0,12846 26317000 Transcriptional activator protein Pur-beta __________MADGDSGSERGGGGGPCGFQPUID13127 2

Q96QR8 PURB S 8 0,0413032 3 ___2 1 2,11E-10 77,322 77,322 77,322 -0,12846 26317000 Transcriptional activator protein Pur-beta ________MADGDSGSERGGGGGPCGFQPASUID13128 2

Q9NYV4 CDK12 T 1071 0,0410712 3 ___1 0,824661 8,69E-06 49,559 49,559 49,559 0,22543 89325000 Cyclin-dependent kinase 12 VVEEPPPSKTSRKETTSGTSTEPVKNSSPAPUID7850 1

Q9UKM9 RALY T 286 0,0408751 4 ___3 0,999963 5,15E-21 94,612 94,612 88,344 -0,17475 383800000 RNA-binding protein Raly GEARTRDDGDEEGLLTHSEEELEHSQDTDADUID24077 2;3;4

P98175 RBM10 S 738 0,0407752 3 ___2 0,99837 1,02E-14 136,01 136,01 65,275 0,44813 307310000 RNA-binding protein 10 SPPRGLVAAYSGESDSEEEQERGGPEREEKLUID10156 2;3

P98175 RBM10 S 736 0,0407752 3 ___2 0,943993 1,22E-09 68,074 61,779 65,275 0,44813 86973000 RNA-binding protein 10 RPSPPRGLVAAYSGESDSEEEQERGGPEREEUID10155 2;3

Q12802 AKAP13 S 1559 0,0404014 2 ___1 0,999158 0,025664 58,917 47,549 58,917 0,011716 3773600 A-kinase anchor protein 13 VPANCSVLRSSMRSLSPFRRHSWGPGKNAASUID2278 1

Q9H7Z6 KAT8 S 37 0,0403865 4 ___2 0,966907 2,37E-18 75,441 69,783 75,441 -0,21031 186640000 Histone acetyltransferase KAT8 EPGPGENAAAEGTAPSPGRVSPPTPARGEPEUID13763 2

Q9H7Z6 KAT8 S 42 0,0403865 4 ___2 0,822727 2,37E-18 75,441 69,783 73,61 -0,3061 186640000 Histone acetyltransferase KAT8 ENAAAEGTAPSPGRVSPPTPARGEPEVTVEIUID13764 2

Q9ULX3 NOB1 S 201 0,040349 2 ___1 1 1,28E-146 277,8 258,59 277,8 0,13593 257680000 RNA-binding protein NOB1 EEEEEENGFEDRKDDSDDDGGGWITPSNIKQUID6354 1

Q9UNZ2 NSFL1C S 140 0,0403312 3 ___1 0,99998 1,36E-05 64,83 58,926 64,83 0,10536 70619000 NSFL1 cofactor p47 GAKEHGAVAVERVTKSPGETSKPRPFAGGGYUID6383 1

Q14498 RBM39 S 97 0,0401702 2 ___1 0,99987 0,00017783 128,88 128,88 128,88 0,025405 550500000 RNA-binding protein 39 SRSRSRDRRFRGRYRSPYSGPKFNSAIRGKIUID2700 1;2

Q9BVS4 RIOK2 S 380 0,0400069 2 ___2 0,999654 1,30E-08 79,511 66,884 79,511 0,18594 58211000 Serine/threonine-protein kinase RIO2 CYCRSSGDPEQIKEDSLSEESADARSFEMTEUID13412 2;3

Q9BVS4 RIOK2 S 382 0,0400069 2 ___2 0,995762 1,30E-08 79,511 66,884 79,511 0,18594 58211000 Serine/threonine-protein kinase RIO2 CRSSGDPEQIKEDSLSEESADARSFEMTEFNUID13413 2;3

Q92508 PIEZO1 S 1646 0,0399851 2 ___1 0,999976 3,82E-29 192,44 176,9 178,46 -0,25108 32292000 Piezo-type mechanosensitive ion channel component 1REAGASLYQGLMRTASELLLDRRLRIPELEEUID4591 1

Q5VWG9 TAF3 S 291 0,0399806 2 ___2 0,782341 0,00054103 58,079 47,847 58,079 -0,072269 3987600 Transcription initiation factor TFIID subunit 3 TSSPGQKTKSPKTAQSPAMVGSPIRSPKTVSUID11436 2

Q9BRR8 GPATCH1 S 6 0,0396292 3 ___2 0,999981 1,36E-17 109,27 109,27 109,27 0,42648 76878000 G patch domain-containing protein 1 __________MAARDSDSEEDLVSYGTGLEPUID13342 2

Q9BRR8 GPATCH1 S 8 0,0396292 3 ___2 0,999931 1,36E-17 109,27 109,27 109,27 0,42648 76878000 G patch domain-containing protein 1 ________MAARDSDSEEDLVSYGTGLEPLEUID13343 2

Q96PK6 RBM14 S 582 0,0396156 2 ___1 0,999003 0,00180208 106,18 55,112 106,18 -0,039844 350220000 RNA-binding protein 14 ANANSTPPPYERTRLSPPRASYDDPYKKAVAUID5008 1

P49761 CLK3 S 283 0,0395936 3 ___1 1 1,36E-06 127,75 113,18 127,75 -0,040034 128520000 Dual specificity protein kinase CLK3 SASSRSQQSSKRSSRSVEDDKEGHLVCRIGDUID1722 1;2

Q5VZ89 DENND4C S 1278 0,0394371 3 ___1 0,820376 7,67E-19 155,8 149 155,8 0,038325 82167000 DENN domain-containing protein 4C SGMTTAFIHALERRSSLPLDHGSPAQENPESUID3350 1

Q96JH7 VCPIP1 S 998 0,0393885 2 ___2 0,90034 5,87E-05 90,229 70,22 62,633 -0,19039 304340000 Deubiquitinating protein VCIP135 VSQVRAEATTRSRESSPSHGLLKLGSGGVVKUID13019 1;2

Q96JH7 VCPIP1 S 997 0,0393885 3 ___2 0,761315 0,00136057 52,372 39,271 40,278 0,23102 233360000 Deubiquitinating protein VCIP135 AVSQVRAEATTRSRESSPSHGLLKLGSGGVVUID13018 1;2

P62328 TMSB4X S 2 0,0393797 3 ___1 1 8,41E-05 70,783 64,346 67,645 -0,20437 8735500 Thymosin beta-4;Hematopoietic system regulatory peptide______________MSDKPDMAEIEKFDKSKUID1972 1

Q9UQ35 SRRM2 S 1404 0,0392049 2 ___1 0,953885 1,81E-32 148,36 125,48 137,45 0,21063 330270000 Serine/arginine repetitive matrix protein 2 DAVEKAGMSSNQSISSPVLDAVPRTPSRERSUID6439 1;2

Q8WYA6 CTNNBL1 S 545 0,0391587 3 ___1 0,999999 1,03E-05 96,544 89,963 96,544 -0,23206 15152000 Beta-catenin-like protein 1 RHIIKEYAENIGDGRSPEFRENEQKRILGLLUID4569 1

Q9UQ35 SRRM2 S 778 0,0391384 2 ___1 0,999998 0,00034498 101,3 91,291 89,403 -0,074497 68233000 Serine/arginine repetitive matrix protein 2 SSPRSKAKSRLSLRRSLSGSSPCPKQKSQTPUID6500 1;2

P78536 ADAM17 S 791 0,0389916 2 ___1 1 1,76E-44 214,81 199,06 195,77 -0,0072625 145180000 Disintegrin and metalloproteinase domain-containing protein 17GFEKDPFPNSSTAAKSFEDLTDHPVTRSEKAUID2036 1

O60832 DKC1 S 451 0,0388119 3 ___3 1 1,14E-34 180,52 180,52 41,475 0,30445 4126500000 H/ACA ribonucleoprotein complex subunit 4 QVVAEAAKTAKRKRESESESDETPPAAPQLIUID16645 1;2;3;4

O60832 DKC1 S 453 0,0388119 3 ___3 1 1,14E-34 180,52 180,52 41,475 0,30445 3934400000 H/ACA ribonucleoprotein complex subunit 4 VAEAAKTAKRKRESESESDETPPAAPQLIKKUID16646 2;3;4

Q4V328 GRIPAP1 S 688 0,0387175 3 ___2 0,849292 4,08E-22 139,3 139,3 139,3 -0,037013 60489000 GRIP1-associated protein 1 REILREKESSAVPARSLSSSPQAQPPRPAELUID11205 2

Q4V328 GRIPAP1 S 692 0,0387175 3 ___2 0,831104 4,08E-22 139,3 139,3 139,3 -0,037013 67672000 GRIP1-associated protein 1 REKESSAVPARSLSSSPQAQPPRPAELSDEEUID11208 2

P27816 MAP4 S 787 0,0387171 3 ___1 0,763893 0,00195293 40,844 29,261 40,844 -0,091516 3483800 Microtubule-associated protein 4 KPKPIADAKAPEKRASPSKPASAPASRSGSKUID1260 1

Q13435 SF3B2 S 307 0,0385377 2 ___2 0,999409 3,77E-26 174,68 174,68 174,68 0,22847 415550000 Splicing factor 3B subunit 2 EEEEMETDARSSLGQSASETEEDTVSVSKKEUID10590 1;2;3

Q13435 SF3B2 S 309 0,0385377 2 ___2 0,998754 1,71E-34 186,97 174,7 128,38 0,23159 749460000 Splicing factor 3B subunit 2 EEMETDARSSLGQSASETEEDTVSVSKKEKNUID10591 1;2;3

O75122 CLASP2 S 360 0,0384664 2 ___1 0,868897 0,0023598 72,652 59,073 72,652 0,051824 14373000 CLIP-associating protein 2 STVAGRVSAGSSKASSLPGSLQRSRSDIDVNUID485 1

O94979 SEC31A S 799 0,0382054 3 ___1 0,999993 4,16E-07 82,635 76,075 82,635 -0,13699 354830000 Protein transport protein Sec31A DRLCRAQGEPVAGHESPKIPYEKQQLPKGRPUID672 1

Q96T58 SPEN S 188 0,0381171 4 ___1 0,552574 0,00058571 52,453 52,453 46,621 -0,32518 28297000 Msx2-interacting protein PRERTLQHGLYYASRSRSPNRFDAHDPRYEPUID5128 1

Q9H410 DSN1 S 77 0,0380239 2 ___2 1 1,90E-09 105,39 83,856 105,39 -0,044396 69725000 Kinetochore-associated protein DSN1 homolog GGNCDLSHQERLQSKSLHLSPQEQSASYQDRUID13643 2

Q9H410 DSN1 S 81 0,0380239 3 ___2 0,999988 1,19E-12 148,03 140,74 73,405 0,035878 217210000 Kinetochore-associated protein DSN1 homolog DLSHQERLQSKSLHLSPQEQSASYQDRRQSWUID13644 1;2

Q13443 ADAM9 S 758 0,0380147 3 ___2 0,999999 1,58E-05 65,47 61,608 65,47 -0,28322 6798400 Disintegrin and metalloproteinase domain-containing protein 9QANPSRQPGSVPRHVSPVTPPREVPIYANRFUID10599 2

Q13443 ADAM9 T 761 0,0380147 3 ___2 0,999958 1,58E-05 65,47 61,608 65,47 -0,28322 6798400 Disintegrin and metalloproteinase domain-containing protein 9PSRQPGSVPRHVSPVTPPREVPIYANRFAVPUID15421 2

Q9UQ35 SRRM2 S 1318 0,0379908 3 ___2 1 1,76E-57 209,03 186,55 157,73 -0,20351 783980000 Serine/arginine repetitive matrix protein 2 SSWGGPHFSPEHKELSNSPLRENSFGSPLEFUID14547 2;3

Q8ND76 CCNY S 326 0,0379131 2 ___1 0,999954 1,43E-55 220,45 220,45 220,45 0,23997 191800000 Cyclin-Y DKYKDLRRSARKRSASADNLTLPRWSPAIISUID4302 1

Q14C86 GAPVD1 S 758 0,0378742 3 ___2 0,515309 1,15E-14 78,542 78,542 69,885 0,0010598 39787000 GTPase-activating protein and VPS9 domain-containing protein 1GLGSTSDDTDVREVSSRPSTPGLSVVSGISAUID10916 2

Q14C86 GAPVD1 S 761 0,0378742 3 ___2 0,514692 1,15E-14 78,542 78,542 69,885 0,0010598 39787000 GTPase-activating protein and VPS9 domain-containing protein 1STSDDTDVREVSSRPSTPGLSVVSGISATSEUID10917 2

Q8IYB3 SRRM1 S 695 0,0377336 2 ___2 0,9783 2,18E-45 216,68 216,68 216,68 0,20531 239760000 Serine/arginine repetitive matrix protein 1 KRHSPSPRPRAPQTSSSPPPVRRGASSSPQRUID12217 1;2

Q01831 XPC S 883 0,037644 2 ___2 1 2,86E-78 214,5 204,84 214,5 1,14 575850000 DNA repair protein complementing XP-C cells KSEAAAPHTDAGGGLSSDEEEGTSSQAEAARUID10218 2

Q01831 XPC S 884 0,037644 2 ___2 1 2,86E-78 214,5 204,84 214,5 1,14 575850000 DNA repair protein complementing XP-C cells SEAAAPHTDAGGGLSSDEEEGTSSQAEAARIUID10219 2

O43314 PPIP5K2 S 38 0,0376367 3 ___1 1 5,46E-13 135,86 132,62 128,55 0,27071 78499000 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 2HFFHHADEDDEEEDDSPPERQIVVGICSMAKUID288 1

P20042 EIF2S2 S 2 0,037583 2 ___1 1 4,88E-15 157,86 157,86 141,37 -0,11434 953360000 Eukaryotic translation initiation factor 2 subunit 2 ______________MSGDEMIFDPTMSKKKKUID1131 1;2

Q8WXI9 GATAD2B S 135 0,037439 3 ___3 0,920925 7,91E-22 152,31 147,44 152,31 0,13862 207500000 Transcriptional repressor p66-beta TPSPDIIVLSDNEASSPRSSSRMEERLKAANUID20757 1;2;3;4

Q9NWQ8 PAG1 S 298 0,037312 2 ___2 0,987012 0,0144839 48,794 48,794 44,863 -0,044902 12558000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1ATDTTSETNKRFSSLSYKSREEDPTLTEEEIUID14004 1;2

O75122 CLASP2 S 313 0,037312 2 ___1 0,976385 4,97E-05 89,613 81,889 89,613 0,28282 11571000 CLIP-associating protein 2 PSYQKSLQTYLKSSGSVASLPQSDRSSSSSQUID493 1

Q9NWQ8 PAG1 S 296 0,037312 2 ___2 0,551677 0,0144839 44,863 24,093 44,863 -0,044902 10451000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1ESATDTTSETNKRFSSLSYKSREEDPTLTEEUID14003 2

Q9H6Z4 RANBP3 S 108 0,0371936 3 ___1 1 1,37E-15 115,92 115,92 115,92 -0,30492 581860000 Ran-binding protein 3 AGRSAGGSSPEGGEDSDREDGNYCPPVKRERUID5640 1;2;3

Q7Z401 DENND4A S 1015 0,0370979 2 ___1 0,98425 8,64E-07 109,83 109,83 64,55 0,067446 146130000 C-myc promoter-binding protein ETRNIQSRCFRKRHKSDNETNLQQQVVWGNRUID3753 1

Q9UPZ3 HPS5 S 461 0,037082 3 ___2 0,696979 4,00E-05 46,982 41,202 46,982 0,72589 24407000 Hermansky-Pudlak syndrome 5 protein ILDSGIYRIISSRRGSQSDEDSCSLHSQTLSUID14530 2

Q9UPZ3 HPS5 S 463 0,037082 3 ___2 0,695783 4,00E-05 46,982 41,202 46,982 0,72589 24407000 Hermansky-Pudlak syndrome 5 protein DSGIYRIISSRRGSQSDEDSCSLHSQTLSEDUID14531 2

P85037 FOXK1 S 441 0,0370814 2 ___1 0,99989 3,10E-07 123,75 107,49 123,75 -0,69725 125320000 Forkhead box protein K1 LMSPRSGGLQTPECLSREGSPIPHDPEFGSKUID2051 1;2;3

Q9H6H4 REEP4 S 152 0,0368429 2 ___1 0,999996 0,00032613 133,32 108,48 133,32 0,00085075 201290000 Receptor expression-enhancing protein 4 ATKSQGALAGRLRSFSMQDLRSISDAPAPAYUID5620 1



Q8IYB3 SRRM1 S 756 0,0367495 2 ___3 0,999616 9,79E-05 71,376 71,376 71,376 -0,066532 35482000 Serine/arginine repetitive matrix protein 1 PQSVRRVSSSRSVSGSPEPAAKKPPAPPSPVUID20343 4

Q8IYB3 SRRM1 S 754 0,0367495 2 ___3 0,99871 9,79E-05 71,376 71,376 71,376 -0,066532 35482000 Serine/arginine repetitive matrix protein 1 PSPQSVRRVSSSRSVSGSPEPAAKKPPAPPSUID20342 4

Q8IYB3 SRRM1 S 752 0,0367495 2 ___3 0,966699 9,79E-05 71,376 71,376 71,376 -0,066532 35482000 Serine/arginine repetitive matrix protein 1 ASPSPQSVRRVSSSRSVSGSPEPAAKKPPAPUID20341 4

Q8IYB3 SRRM1 S 750 0,0367495 2 ___3 0,585774 9,79E-05 71,376 71,376 71,376 -0,066532 35482000 Serine/arginine repetitive matrix protein 1 KAASPSPQSVRRVSSSRSVSGSPEPAAKKPPUID20340 4

Q9UPN6 SCAF8 S 617 0,0365693 2 ___1 0,991809 4,03E-35 186,89 175,27 186,89 0,027953 270660000 Protein SCAF8 VKSSEPVKETVQTTQSPTPVEKETVVTTQAEUID6396 1

Q13573 SNW1 S 224 0,0364677 2 ___2 1 2,59E-16 160,64 151,2 160,64 -0,1607 2502400000 SNW domain-containing protein 1 PPRFKINKKIPRGPPSPPAPVMHSPSRKMTVUID10662 1;2

Q9HCG8 CWC22 S 27 0,0357646 3 ___2 0,999697 6,02E-05 61,345 61,345 47,371 0,2184 110930000 Pre-mRNA-splicing factor CWC22 homolog SGHDRRENLNSYQRNSSPEDRYEEQERSPRDUID13817 2;3

Q02880 TOP2B S 1522 0,0357367 2 ___2 1 6,12E-25 163,79 148,41 46,706 0,035824 670280000 DNA topoisomerase 2-beta PKRAPKQKKVVEAVNSDSDSEFGIPKKTTTPUID10236 2;3

Q02880 TOP2B S 1524 0,0357367 2 ___2 1 6,12E-25 163,79 148,41 46,706 0,035824 689270000 DNA topoisomerase 2-beta RAPKQKKVVEAVNSDSDSEFGIPKKTTTPKGUID10237 1;2;3

O43521 BCL2L11 S 87 0,0356239 2 ___1 0,894823 0,016693 85,533 13,92 85,533 0,049543 16533000 Bcl-2-like protein 11 PFATRSPLFIFMRRSSLLSRSSSGYFSFDTDUID326 1

Q86YP4 GATAD2A S 114 0,0355856 3 ___2 0,967753 1,83E-18 148,69 143,48 148,69 0,039955 547060000 Transcriptional repressor p66-alpha PSPDVIVLSDNEQPSSPRVNGLTTVALKETSUID12082 2;3

Q641Q2 FAM21A;FAM21CS 158 0,0355645 3 ___2 1 2,55E-06 54,637 54,637 54,637 -0,23647 25141000 WASH complex subunit FAM21A;WASH complex subunit FAM21CVLDSAFEQLDIKAGNSDSEEDDANGRVELILUID11473 2

Q641Q2 FAM21A;FAM21CS 160 0,0355645 3 ___2 1 2,55E-06 54,637 54,637 54,637 -0,23647 25141000 WASH complex subunit FAM21A;WASH complex subunit FAM21CDSAFEQLDIKAGNSDSEEDDANGRVELILEPUID11474 2

Q9BTA9 WAC S 523 0,0354831 3 ___1 0,709838 1,74E-20 83,815 78,329 45,269 -0,21689 34707000 WW domain-containing adapter protein with coiled-coilEPVSPRSLQRSSSQRSPSPGPNHTSNSSNASUID5262 1;2

P85037 FOXK1 S 420 0,0354125 2 ___2 0,998416 7,28E-15 148,24 137,08 148,24 0,071809 453420000 Forkhead box protein K1 FRTPFGPLSSRSAPASPTHPGLMSPRSGGLQUID10146 1;2;3

Q13469 NFATC2 S 236 0,0351366 3 ___1 0,991907 3,54E-06 74,859 66,324 74,859 -0,17824 315370000 Nuclear factor of activated T-cells, cytoplasmic 2 SPRTSLAEDSCLGRHSPVPRPASRSSSPGAKUID2522 1;2

Q9NYV4 CDK12 S 420 0,03512 2 ___1 0,942881 0,0001533 88,596 68,809 85,958 -0,042534 38632000 Cyclin-dependent kinase 12 ERAAAAAAAKMDGKESKGSPVFLPRKENSSVUID5976 1

Q96C90 PPP1R14B S 32 0,0350697 3 ___1 0,999528 1,08E-07 62,848 53,026 62,848 -1,1097 25975000 Protein phosphatase 1 regulatory subunit 14B PGPGSGGPGPRVYFQSPPGAAGEGPGGADDEUID4793 1

Q15154 PCM1 T 530 0,0350468 3 ___3 0,998968 4,71E-14 94,15 90,704 94,15 -0,65382 74109000 Pericentriolar material 1 protein DMMTDAVNENRKDEETEESEYDSEHENSEPVUID23584 3

Q15154 PCM1 S 537 0,0350468 3 ___3 0,994068 4,71E-14 94,15 90,704 94,15 -0,65382 82451000 Pericentriolar material 1 protein NENRKDEETEESEYDSEHENSEPVTNIRNPQUID19081 2;3

Q15154 PCM1 S 533 0,0350468 3 ___3 0,855193 4,71E-14 94,15 90,704 80,79 -0,067614 82451000 Pericentriolar material 1 protein TDAVNENRKDEETEESEYDSEHENSEPVTNIUID19080 2;3

Q01813 PFKP S 386 0,0349958 2 ___1 1 5,86E-14 164,65 142,69 164,65 0,18378 39765000 ATP-dependent 6-phosphofructokinase, platelet type MDERRFQDAVRLRGRSFAGNLNTYKRLAIKLUID2118 1

O75164 KDM4A S 523 0,0349829 2 ___1 0,882226 6,60E-05 113,4 113,4 107,98 -0,19197 40231000 Lysine-specific demethylase 4A SSSSLGSGSSRDSISSDSETSEPLSCRAQGQUID514 1

Q96CB8 INTS12 S 128 0,0347792 2 ___1 0,786045 5,39E-06 83,37 59,621 83,37 -0,13748 36457000 Integrator complex subunit 12 DIPKKPRLEKPETQSSPITVQSSKDLPMADLUID4798 1

Q8IXM2 BAP18 S 96 0,0343795 2 ___1 1 4,24E-07 132,59 132,59 131,4 -0,076035 157300000 Chromatin complexes subunit BAP18 KRKVYEDSGIPLPAESPKKGPKKVASGVLSPUID4083 1

Q9H8G2 CAAP1 S 203 0,0343539 2 ___1 1 2,04E-09 90,793 83,338 90,793 0,062218 18806000 Caspase activity and apoptosis inhibitor 1 EKKILKILEGDNGMDSDMEEEADDGSKMGSDUID5674 1

Q13439 GOLGA4 S 71 0,0342408 2 ___1 0,999996 0,00055043 105,98 82,921 105,98 -0,17989 55340000 Golgin subfamily A member 4 GDTQSFAQKLQLRVPSVESLFRSPIKESLFRUID2496 1

Q5VZL5 ZMYM4 S 1547 0,0340749 2 ___2 0,99998 0,00242556 49,988 46,065 49,988 -0,035362 9010700 Zinc finger MYM-type protein 4 EELAKAKSEDSDVELSD______________UID11459 2

Q5VZL5 ZMYM4 S 1539 0,0340749 2 ___2 0,750419 0,00242556 49,988 46,065 49,988 -0,035362 9010700 Zinc finger MYM-type protein 4 ILMVREVHEELAKAKSEDSDVELSD______UID11458 2

Q8N9N8 EIF1AD S 159 0,0340213 2 ___2 1 9,80E-06 105,53 59,535 91,457 -0,35359 121170000 Probable RNA-binding protein EIF1AD FVNTNRRQYHESEEESEEEEAA_________UID12362 2

Q8N9N8 EIF1AD S 155 0,0340213 2 ___2 0,999998 9,80E-06 105,53 59,535 91,457 -0,35359 121170000 Probable RNA-binding protein EIF1AD DSDLFVNTNRRQYHESEEESEEEEAA_____UID12361 2

Q9P289 STK26 S 4 0,0339767 3 ___1 0,999989 5,38E-06 49,638 43,133 49,638 -0,5963 9478000 Serine/threonine-protein kinase 26 ____________MAHSPVAVQVPGMQNNIADUID6069 1

Q96IC2 44M2.3 Y 271 0,0338422 2 ___2 0,65527 0,00749614 49,448 49,448 49,448 -0,095749 260540000 Putative RNA exonuclease NEF-sp CVMDELVKPENKILDYLTSFSGITKKILNPVUID16173 2

Q96IC2 44M2.3 S 274 0,0338422 2 ___2 0,652732 0,00749614 49,448 49,448 49,448 -0,095749 260540000 Putative RNA exonuclease NEF-sp DELVKPENKILDYLTSFSGITKKILNPVTTKUID13008 2

Q96IC2 44M2.3 T 273 0,0338422 2 ___2 0,650682 0,00749614 49,448 49,448 49,448 -0,095749 260540000 Putative RNA exonuclease NEF-sp MDELVKPENKILDYLTSFSGITKKILNPVTTUID15814 2

Q92538 GBF1 S 662 0,033652 3 ___1 0,627881 7,14E-05 50,188 50,188 50,188 -0,76685 7866600 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1PGGGRLPPEHGKSGCSDLEEAVDSGADKKFAUID4602 1

O94979 SEC31A T 1161 0,033584 3 ___1 0,853237 1,10E-05 68,567 68,567 59,512 -0,28751 10381000 Protein transport protein Sec31A ASKRLEFLYDKLREQTLSPTITSGLHNIARSUID6982 1

P35659 DEK S 301 0,0334034 3 ___3 1 7,82E-06 116,87 116,87 88,09 0,037578 555560000 Protein DEK DSSTTKKNQNSSKKESESEDSSDDEPLIKKLUID17587 3;4

O75494 SRSF10 S 131 0,0333847 2 ___1 1 0,00017868 128,08 106,17 128,08 0,10942 4547200000 Serine/arginine-rich splicing factor 10 YRRSRSRSYERRRSRSRSFDYNYRRSYSPRNUID567 1;2;3

Q96T23 RSF1 S 1282 0,0333444 3 ___3 0,994145 4,61E-10 94,356 94,356 82,639 -0,023108 123670000 Remodeling and spacing factor 1 SKRSVRKRGRSTDEYSEADEEEEEEEGKPSRUID21282 2;3

Q96T23 RSF1 T 1278 0,0333444 3 ___3 0,987309 4,61E-10 94,356 94,356 94,356 -0,50637 138970000 Remodeling and spacing factor 1 LAKESKRSVRKRGRSTDEYSEADEEEEEEEGUID23927 2;3

Q96T23 RSF1 S 1277 0,0333444 3 ___3 0,984568 4,61E-10 94,356 94,356 94,356 -0,50637 137010000 Remodeling and spacing factor 1 ELAKESKRSVRKRGRSTDEYSEADEEEEEEEUID21281 2;3

P17252 PRKCA S 226 0,0332437 2 ___1 0,944059 3,88E-06 122,78 122,78 122,78 0,36697 22789000 Protein kinase C alpha type KTKTIRSTLNPQWNESFTFKLKPSDKDRRLSUID1048 1

Q9BTX1 NDC1 S 406 0,0330672 2 ___2 0,999708 0,00021417 66,289 66,289 56,872 -0,61645 23615000 Nucleoporin NDC1 GRVSSSYPVEPKKLNSPEETAFQTPKSSQMPUID13378 2

Q9BTX1 NDC1 T 414 0,0330672 2 ___2 0,992051 0,00021417 66,289 66,289 66,289 -0,39923 23615000 Nucleoporin NDC1 VEPKKLNSPEETAFQTPKSSQMPRPSVPPLVUID15858 2

Q9H4L7 SMARCAD1 T 54 0,0329208 3 ___2 0,829281 3,51E-07 58,418 53,657 58,418 0,56605 25811000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1SAEEENAEGEVSRANTPDSDITEKTEDSSVPUID15894 2

P35658 NUP214 S 433 0,032874 2 ___1 0,985623 7,42E-23 170,42 170,42 167,71 0,37494 155650000 Nuclear pore complex protein Nup214 ERLSLEGERQPKSPGSTPTTPTSSQAPQKLDUID1388 1;2

Q9Y613 FHOD1 S 367 0,0328061 2 ___1 1 0,00038703 99,568 75,346 99,568 -0,22053 33685000 FH1/FH2 domain-containing protein 1 ERRKPSSEEGKRSRRSLEGGGCPARAPEPGPUID6797 1

Q8TEH3 DENND1A S 520 0,0327865 2 ___2 0,904968 2,65E-05 88,282 77,012 88,282 0,24708 49997000 DENN domain-containing protein 1A VKRPKSNIAVEGRRTSVPSPEQPQPYRTLREUID12557 2

O60271 SPAG9 S 728 0,0326651 2 ___2 0,556422 8,73E-07 66,989 60,302 66,989 -0,59743 8067000 C-Jun-amino-terminal kinase-interacting protein 4 YKDVAGLDTEGSKQRSASQSSLDKLDQELKEUID8472 2

O60832 DKC1 S 494 0,0326452 2 ___1 0,940368 5,05E-147 280,26 260,87 280,26 0,049215 1014800000 H/ACA ribonucleoprotein complex subunit 4 AKAGLESGAEPGDGDSDTTKKKKKKKKAKEVUID449 1;2

Q13547 HDAC1 S 409 0,0325214 2 ___1 0,845962 0,00123694 90,913 70,079 78,342 -0,3434 53027000 Histone deacetylase 1 GDEDEDDPDKRISICSSDKRIACEEEFSDSEUID2562 1

P09651 HNRNPA1 S 6 0,0324391 2 ___1 0,999992 4,59E-21 173,59 159,83 173,59 0,15295 5212900000 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processed__________MSKSESPKEPEQLRKLFIGGLUID901 1;2

P49761 CLK3 S 283 0,032376 3 ___2 1 1,36E-06 127,75 113,18 127,75 -0,040034 128520000 Dual specificity protein kinase CLK3 SASSRSQQSSKRSSRSVEDDKEGHLVCRIGDUID9819 1;2

P49761 CLK3 S 280 0,032376 3 ___2 0,666667 2,30E-05 92,063 80,295 92,063 0,14574 46131000 Dual specificity protein kinase CLK3 SCSSASSRSQQSSKRSSRSVEDDKEGHLVCRUID9817 2

P49761 CLK3 S 281 0,032376 3 ___2 0,666667 2,30E-05 92,063 80,295 92,063 0,14574 46131000 Dual specificity protein kinase CLK3 CSSASSRSQQSSKRSSRSVEDDKEGHLVCRIUID9818 2

Q16513 PKN2 S 583 0,0322672 2 ___1 0,967687 3,65E-05 114,7 114,7 114,7 -0,055022 30915000 Serine/threonine-protein kinase N2 FDLEPEPPPAPPRASSLGEIDESSELRVLDIUID2992 1

Q3KQU3 MAP7D1 S 457 0,0319598 2 ___1 0,654856 0,00202281 54,871 38,252 54,871 -0,13188 12020000 MAP7 domain-containing protein 1 SLPASPRARLSASTASELSPKSKARPSSPSTUID3064 1

Q9Y487 ATP6V0A2 S 695 0,0318644 3 ___1 0,999996 1,51E-37 175,46 164,94 152,34 -0,10187 142820000 V-type proton ATPase 116 kDa subunit a isoform 2 CFGVNRSGYTLIRKDSEEEVSLLGSQDIEEGUID6716 1;2

Q9UQ35 SRRM2 S 1854 0,0318186 2 ___1 0,999264 0,00010569 112,84 112,84 96,82 -0,22109 3379800000 Serine/arginine repetitive matrix protein 2 RGRSRTPPTSRKRSRSRTSPAPWKRSRSRASUID6542 1;2;3

Q86W50 METTL16 S 329 0,0317855 2 ___1 0,999964 0,00027346 101,93 67,968 82,171 -0,27481 8096300 Methyltransferase-like protein 16 FVVLASVMKELSLKASPLRSETAEGIVVVTTUID3932 1

Q05469 LIPE S 853 0,0317384 2 ___1 0,553543 5,60E-08 82,59 82,59 82,59 0,20148 39205000 Hormone-sensitive lipase KSQKMSEPIAEPMRRSVSEAALAQPQGPLGTUID2189 1

O14639 ABLIM1 S 540 0,0317195 2 ___1 0,920799 6,33E-05 114,28 20,907 95,815 0,03754 9743400 Actin-binding LIM protein 1 PPIYKQHAALAAQSKSSEDIIKFSKFPAAQAUID154 1

Q01167 FOXK2 S 398 0,0317069 2 ___1 1 1,22E-05 72,898 72,898 72,898 0,20897 21936000 Forkhead box protein K2 HSSGAQTPESLSREGSPAPLEPEPGAAQPKLUID2090 1

O95218 ZRANB2 S 153 0,0316213 2 ___1 1 0 427,85 427,85 364,37 0,36474 950540000 Zinc finger Ran-binding domain-containing protein 2 AVGPASILKEVEDKESEGEEEDEDEDLSKYKUID693 1

Q1KMD3 HNRNPUL2 T 165 0,0315363 3 ___1 0,9818 3,92E-30 111,52 105,71 58,98 -0,23405 95865000 Heterogeneous nuclear ribonucleoprotein U-like protein 2GKREEDEPEERSGDETPGSEVPGDKAAEEQGUID7421 1;2

P49792 RANBP2 T 1399 0,0313911 3 ___2 0,581959 2,57E-14 85,489 85,489 85,489 0,17709 27177000 E3 SUMO-protein ligase RanBP2 ELVGPPLAETVFTPKTSPENVQDRFALVTPKUID15278 2

P46821 MAP1B S 2072 0,031254 4 ___1 0,784784 7,26E-06 47,784 47,784 47,784 -0,29867 43176000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1YSYETSDLCYTAEKKSPSEARQDVDLCLVSSUID1625 1

Q13573 SNW1 S 232 0,0311128 2 ___2 0,989581 2,59E-16 160,64 151,2 127,29 -0,41208 2476300000 SNW domain-containing protein 1 KIPRGPPSPPAPVMHSPSRKMTVKEQQEWKIUID10663 2

Q86YP4 GATAD2A S 114 0,0310412 3 ___3 0,967753 1,83E-18 148,69 143,48 148,69 0,039955 547060000 Transcriptional repressor p66-alpha PSPDVIVLSDNEQPSSPRVNGLTTVALKETSUID20179 2;3

Q14671 PUM1 S 229 0,0309869 3 ___1 0,786164 1,43E-14 86,449 83,175 66,98 0,48082 27913000 Pumilio homolog 1 SGGLGVSMVEYVLSSSPGDSCLRKGGFGPRDUID2715 1

P0DJ93 SMIM13 S 58 0,0309717 3 ___2 0,840619 4,30E-13 70,249 64,565 70,249 0,004282 99752000 Small integral membrane protein 13 ELVGDTGSQEGDHEPSGSETEEDTSSSPHRIUID9010 2;3

P0DJ93 SMIM13 S 60 0,0309717 3 ___2 0,812093 4,30E-13 70,249 64,565 70,249 0,004282 99752000 Small integral membrane protein 13 VGDTGSQEGDHEPSGSETEEDTSSSPHRIRSUID9011 2;3

P48634 PRRC2A S 456 0,030888 2 ___1 0,99061 3,79E-06 122,34 97,484 122,34 0,13403 55294000 Protein PRRC2A APEDEDEAWRQRRKQSSSEISLAVERARRRRUID1652 1

P22059 OSBP S 386 0,0308877 4 ___3 0,555336 6,38E-15 87,881 87,881 46,416 -0,026928 189850000 Oxysterol-binding protein 1 NLGHKRTGSNISGASSDISLDEQYKHQLEETUID17356 2;3

P21127 CDK11B T 61 0,0308304 3 ___1 0,667375 0,00153241 62,924 27,72 62,924 0,10945 9018000 Cyclin-dependent kinase 11B DSLEEGELRDHRMEITIRNSPYRREDSMEDRUID7069 1

Q9NWH9 SLTM S 289 0,0307332 2 ___1 1 6,00E-210 319,91 308,27 141,73 0,22554 433310000 SAFB-like transcription modulator SEASKPKDGQDAIAQSPEKESKDYEMNANHKUID5893 1

A6NKF1 SAC3D1 S 402 0,030288 3 ___1 0,999917 5,59E-39 183,25 183,25 183,25 -0,0054859 116660000 SAC3 domain-containing protein 1 VVMAEEEDEGTDRPGSPA_____________UID39 1

Q86UE8 TLK2 S 99 0,0302271 2 ___1 0,931253 1,82E-07 78,441 68,384 78,441 -0,067473 13634000 Serine/threonine-protein kinase tousled-like 2 ISDYFEFAGGSAPGTSPGRSVPPVARSSPQHUID3892 1

Q9Y618 NCOR2 S 1778 0,0299829 4 ___2 0,796969 1,42E-05 48,422 48,422 48,422 0,016863 18984000 Nuclear receptor corepressor 2 TAPQPFSSRHSSSPLSPGGPTHLTKPTTTSSUID14899 2

Q9Y618 NCOR2 S 1775 0,0299829 4 ___2 0,539125 1,42E-05 48,422 48,422 48,422 0,016863 18984000 Nuclear receptor corepressor 2 YLPTAPQPFSSRHSSSPLSPGGPTHLTKPTTUID14898 2

O60832 DKC1 S 455 0,0299562 3 ___3 1 4,42E-13 140,56 140,56 41,475 0,30445 1127400000 H/ACA ribonucleoprotein complex subunit 4 EAAKTAKRKRESESESDETPPAAPQLIKKEKUID16647 2;3;4

Q96DU3 SLAMF6 Y 309 0,0299434 3 ___1 0,97076 6,68E-05 115,57 115,57 66,674 0,17615 24225000 SLAM family member 6 ETEIWTPRENDTITIYSTINHSKESKPTFSRUID8074 1

O14497 ARID1A S 696 0,0297037 2 ___2 0,999892 7,08E-55 215,48 207,41 212,7 -0,061904 248430000 AT-rich interactive domain-containing protein 1A FSPHTSPHLPGIRGPSPSPVGSPASVAQSRSUID8218 1;2

O14497 ARID1A S 702 0,0297037 2 ___2 0,998123 3,96E-23 171,25 158,38 171,25 0,16295 41356000 AT-rich interactive domain-containing protein 1A PHLPGIRGPSPSPVGSPASVAQSRSGPLSPAUID8220 2

Q7Z333 SETX S 947 0,0297002 2 ___1 1 0,00509195 68,44 51,091 67,385 -1,3699 15172000 Probable helicase senataxin SVIYSNLTREQAPDISPKSDTLTDSQIDRDLUID3740 1

Q5VZ89 DENND4C S 989 0,0293592 2 ___1 1 4,55E-05 95,17 85,682 95,17 -0,049253 29930000 DENN domain-containing protein 4C PTEPPAWGSSIVKVPSGIFDVNSRKSSTGSIUID3355 1

Q8IZ21 PHACTR4 T 358 0,0293134 3 ___2 0,998328 1,31E-06 56,984 56,984 56,984 0,0073006 25514000 Phosphatase and actin regulator 4 PSPPLPTHIPPEPPRTPPFPAKTFQVVPEIEUID15710 2

Q8IZ21 PHACTR4 S 344 0,0293134 3 ___2 0,879099 1,31E-06 56,984 56,984 56,984 0,0073006 25514000 Phosphatase and actin regulator 4 SMGSELLPMISPRSPSPPLPTHIPPEPPRTPUID12263 2

Q9NYF8 BCLAF1 S 264 0,0292761 2 ___1 0,770548 6,73E-10 138,19 138,19 138,19 -0,19135 42660000 Bcl-2-associated transcription factor 1 STVHSAKNTPSQHSHSIQHSPERSGSGSVGNUID5962 1

Q92785 DPF2 S 142 0,028971 2 ___1 1 9,37E-07 107,75 95,423 107,75 0,098051 87748000 Zinc finger protein ubi-d4 PLEKRGAPDPRVDDDSLGEFPVTNSRARKRIUID4699 1

Q6R327 RICTOR S 21 0,0288557 2 ___1 1 4,09E-07 75,383 65,152 75,383 0,69876 49100000 Rapamycin-insensitive companion of mTOR RGRSLKNLRVRGRNDSGEENVPLDLTREPSDUID3571 1

P07910 HNRNPC S 253 0,0287127 4 ___2 1 6,38E-34 125,9 123,01 125,9 -0,39605 154660000 Heterogeneous nuclear ribonucleoproteins C1/C2 SSSSVKKDETNVKMESEGGADDSAEEGDLLDUID8962 1;2

P07910 HNRNPC S 260 0,0287127 4 ___2 1 1,89E-53 167,32 167,32 125,9 -0,39605 915730000 Heterogeneous nuclear ribonucleoproteins C1/C2 DETNVKMESEGGADDSAEEGDLLDDDDNEDRUID8963 1;2

P98175 RBM10 S 89 0,0287106 2 ___1 0,940049 0,0143457 42,843 37,095 42,843 0,39971 7785800 RNA-binding protein 10 PGSETQRRRRRRHRHSPTGPPGFPRDGDYRDUID2060 1

Q7Z460 CLASP1 S 823 0,0287106 3 ___1 0,920217 2,36E-06 65,213 58,102 61,03 1,1894 5038500 CLIP-associating protein 1 LKKPVRRRYEPYGMYSDDDANSDASSVCSERUID3774 1

P42167 TMPO S 306 0,0286185 2 ___1 1 3,24E-05 101,92 101,92 93,823 0,41925 52673000 Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinESLVVNRVTGNFKHASPILPITEFSDIPRRAUID1490 1

Q9UKV3 ACIN1 S 386 0,0285928 3 ___3 0,999984 3,26E-05 114,63 114,63 56,215 0,49055 784660000 Apoptotic chromatin condensation inducer in the nucleusEREIKSSQGLKEKSKSPSPPRLTEDRKKASLUID22486 2;3

Q9UKV3 ACIN1 S 384 0,0285928 3 ___3 0,999983 0,00050914 56,215 56,215 56,215 0,49055 47058000 Apoptotic chromatin condensation inducer in the nucleusEEEREIKSSQGLKEKSKSPSPPRLTEDRKKAUID22485 3

Q9UKV3 ACIN1 S 388 0,0285928 3 ___3 0,999973 3,26E-05 114,63 114,63 114,63 0,11586 784660000 Apoptotic chromatin condensation inducer in the nucleusEIKSSQGLKEKSKSPSPPRLTEDRKKASLVAUID22487 2;3

P46821 MAP1B S 1256 0,0285604 3 ___3 0,937418 1,22E-20 92,93 82,48 92,93 0,44763 99109000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1DSISAVSSEKVSPSKSPSLSPSPPSPLEKTPUID17798 2;3

Q03164 KMT2A S 3527 0,0282861 3 ___1 0,945975 0,00012717 58,83 58,83 46,892 0,10666 17502000 Histone-lysine N-methyltransferase 2A;MLL cleavage product N320;MLL cleavage product C180PGGSPSSPSSGQRSASPSVPGPTKPKPKTKRUID2151 1

O43566 RGS14 S 20 0,0281285 2 ___1 0,99955 1,08E-18 107,33 97,669 107,33 -0,60591 18480000 Regulator of G-protein signaling 14 PKHLGVPNGRMVLAVSDGELSSTTGPQGQGEUID332 1

Q96RU3 FNBP1 S 497 0,028068 3 ___1 0,999873 3,65E-16 137,26 128,87 131,42 -0,0025256 58942000 Formin-binding protein 1 VEGRLPARSEQARRQSGLYDSQNPPTVNNCAUID5052 1

Q9H2H9 SLC38A1 S 52 0,028068 2 ___2 0,995218 3,87E-19 186,95 121,54 96,067 0,27749 1920900000 Sodium-coupled neutral amino acid transporter 1 GQINSKFISDRESRRSLTNSHLEKKKCDEYIUID13613 1;2

Q9H9J4 USP42 S 1219 0,028066 3 ___3 1 6,22E-07 74,763 74,763 63,115 -0,12901 92799000 Ubiquitin carboxyl-terminal hydrolase 42 SKDKHRDRDSRHQQDSDLSAACSDADLHRHKUID21880 2;3

Q9H9J4 USP42 S 1222 0,028066 3 ___3 1 6,22E-07 74,763 74,763 63,115 -0,12901 79509000 Ubiquitin carboxyl-terminal hydrolase 42 KHRDRDSRHQQDSDLSAACSDADLHRHKKKKUID21881 3

Q9H9J4 USP42 S 1226 0,028066 3 ___3 1 6,22E-07 74,763 74,763 63,115 -0,12901 92799000 Ubiquitin carboxyl-terminal hydrolase 42 RDSRHQQDSDLSAACSDADLHRHKKKKKKKKUID21882 2;3

Q96BY7 ATG2B S 1579 0,0280596 2 ___2 0,999621 4,36E-09 134,24 114,14 134,24 0,056586 287310000 Autophagy-related protein 2 homolog B DFGIVPPTSPAKSYISPHSSPSHTPTRHGRNUID12883 2

Q07955 SRSF1 S 199 0,0280257 2 ___1 0,999172 2,98E-06 120,54 106,53 62,528 0,088164 8557600000 Serine/arginine-rich splicing factor 1 EGETAYIRVKVDGPRSPSYGRSRSRSRSRSRUID2218 1;2;3

O14920 IKBKB S 672 0,0280017 2 ___1 0,96415 1,34E-09 142,1 135,37 142,1 0,10634 30252000 Inhibitor of nuclear factor kappa-B kinase subunit betaLLKIACSKVRGPVSGSPDSMNASRLSQPGQLUID196 1

O95251 KAT7 S 124 0,0279611 4 ___2 0,855524 3,78E-10 55,965 51,477 54,566 0,59144 71271000 Histone acetyltransferase KAT7 DFSDRETKNTADHDESPPRTPTGNAPSSESDUID8800 2

O95251 KAT7 T 128 0,0279611 4 ___2 0,723565 3,78E-10 55,965 51,477 54,566 0,59144 71271000 Histone acetyltransferase KAT7 RETKNTADHDESPPRTPTGNAPSSESDIDISUID15086 2

P42167 TMPO S 67 0,0279144 2 ___2 1 1,62E-119 254,45 231,03 254,45 0,6199 2790500000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinPLPAGTNSKGPPDFSSDEEREPTPVLGSGAAUID9584 1;2;3

Q9NUQ3 TXLNG S 97 0,027548 2 ___1 0,999266 0,00018966 74,678 74,678 74,678 -0,97438 17648000 Gamma-taxilin EDEGSDFITENRNLVSPAYCTQESREEIPGGUID5870 1

Q9H307 PNN S 381 0,0274503 3 ___1 0,979138 5,01E-15 111,64 107,88 111,64 0,22098 217100000 Pinin MEEETEVRESEKQQDSQPEEVMDVLEMVENVUID5532 1

P27448 MARK3 S 390 0,0274371 3 ___1 0,570806 6,46E-07 72,771 72,771 72,771 0,084226 13740000 MAP/microtubule affinity-regulating kinase 3 DSSSSSNLSLAKVRPSSDLNNSTGQSPHHKVUID1243 1

Q01082 SPTBN1 S 2165 0,0273915 2 ___3 0,991491 5,71E-11 143,02 143,02 117,27 0,24983 1001900000 Spectrin beta chain, non-erythrocytic 1 MVNGATEQRTSSKESSPIPSPTSDRKAKTALUID18272 2;3;4

Q53GS9 USP39 S 46 0,0272956 3 ___1 0,645471 6,37E-05 66,779 54,219 66,779 0,23027 17321000 U4/U6.U5 tri-snRNP-associated protein 2 ERDREREPEAASSRGSPVRVKREFEPASAREUID3123 1

Q9BSQ5 CCM2 S 384 0,0271331 2 ___1 0,997763 0,00047841 120,09 81,068 107,83 -0,080711 32779000 Cerebral cavernous malformations 2 protein LETIGVKDGRGIITDSFGRHRRALSTTSSSTUID5258 1

Q96D71 REPS1 S 170 0,0271191 3 ___2 0,975295 1,83E-15 108,39 101,52 108,39 0,1931 95845000 RalBP1-associated Eps domain-containing protein 1 ADAQEPASPVVSPQQSPPTSPHTWRKHSRHPUID12924 2;3

Q96D71 REPS1 S 174 0,0271191 3 ___2 0,655084 1,83E-15 108,39 101,52 76,221 0,37874 95845000 RalBP1-associated Eps domain-containing protein 1 EPASPVVSPQQSPPTSPHTWRKHSRHPSGGNUID12925 2;3

P21127 CDK11B;CDK11AT 751 0,0269347 3 ___2 0,999198 1,24E-09 66,98 66,98 66,98 -0,37259 74639000 Cyclin-dependent kinase 11B;Cyclin-dependent kinase 11APTWPAKSEQQRVKRGTSPRPPEGGLGYSQLGUID15165 2

P21127 CDK11B;CDK11AS 752 0,0269347 3 ___2 0,997988 1,24E-09 66,98 66,98 66,98 -0,37259 74639000 Cyclin-dependent kinase 11B;Cyclin-dependent kinase 11ATWPAKSEQQRVKRGTSPRPPEGGLGYSQLGDUID9242 2

P33241 LSP1 S 189 0,0266638 2 ___3 0,98363 1,48E-153 274,6 274,6 274,6 -0,30255 1203800000 Lymphocyte-specific protein 1 RTPSPLVLEGTIEQSSPPLSPTTKLIDRTESUID17535 1;2;3

Q6PJT7 ZC3H14 S 515 0,0263921 3 ___1 1 2,60E-09 141,73 117,22 53,169 -0,099685 147660000 Zinc finger CCCH domain-containing protein 14 HLMQTRDLVQPDKPASPKFIVTLDGVPSPPGUID3546 1

Q9UKM9 RALY T 298 0,0263347 4 ___2 1 8,29E-65 190,48 190,48 145,51 -0,79279 1661900000 RNA-binding protein Raly GLLTHSEEELEHSQDTDADDGALQ_______UID15981 1;2;3;4

P40855 PEX19 S 147 0,0263043 2 ___1 0,930927 2,66E-31 179,9 179,9 179,9 0,30591 36776000 Peroxisomal biogenesis factor 19 TLSGLAKNATDLQNSSMSEEELTKAMEGLGMUID1453 1

O95295 SNAPIN S 133 0,0261634 2 ___1 0,999985 1,17E-06 106,38 106,38 106,38 -0,18758 52440000 SNARE-associated protein Snapin ARRRAMLDSGIYPPGSPGK____________UID709 1

Q8TD16 BICD2 S 582 0,0261599 2 ___1 1 0,00830079 95,815 8,1187 58,23 0,16377 149740000 Protein bicaudal D homolog 2 TSPGGRTSPEARGRRSPILLPKGLLAPEAGRUID4440 1

Q13541 EIF4EBP1 T 46 0,0261436 4 ___2 0,663792 1,39E-20 95,404 95,404 48,627 -0,051244 386020000 Eukaryotic translation initiation factor 4E-binding protein 1PGDYSTTPGGTLFSTTPGGTRIIYDRKFLMEUID15433 2

Q9HCK8 CHD8 S 1420 0,0258959 3 ___2 1 6,21E-15 106,37 106,37 62,064 -0,20394 408040000 Chromodomain-helicase-DNA-binding protein 8 TRHFSTLKDDDLVEFSDLESEDDERPRSRRHUID13822 2

Q9HCK8 CHD8 S 1424 0,0258959 3 ___2 1 6,21E-15 106,37 106,37 62,064 -0,20394 408040000 Chromodomain-helicase-DNA-binding protein 8 STLKDDDLVEFSDLESEDDERPRSRRHDRHHUID13823 2

Q16666 IFI16 S 106 0,0257807 2 ___1 0,975804 3,50E-10 142,91 142,91 142,91 0,010946 86809000 Gamma-interferon-inducible protein 16 GPALSRKRKKEVDATSPAPSTSSTVKTEGAEUID3012 1

P18583 SON S 1948 0,025737 2 ___3 0,999999 0,00183037 70,321 56,039 70,321 -0,11976 330510000 Protein SON TPSRRRRSRSVGRRRSFSISPSRRSRTPSRRUID17266 3

P18583 SON S 1950 0,025737 2 ___3 0,999992 0,00183037 70,321 56,039 68,836 -0,14197 330510000 Protein SON SRRRRSRSVGRRRSFSISPSRRSRTPSRRSRUID17267 3

P18583 SON S 1952 0,025737 2 ___3 0,974582 0,00183037 70,321 56,039 62,633 -0,21543 330510000 Protein SON RRRSRSVGRRRSFSISPSRRSRTPSRRSRTPUID17268 3

Q9UMZ2 SYNRG S 1075 0,0256238 2 ___1 0,999993 7,95E-07 124,06 88,98 85,67 1,1228 213320000 Synergin gamma ATFDLSVQGSHKRSLSLGDKEISRSSPSPALUID6366 1

Q7Z2W4 ZC3HAV1 T 393 0,0254716 2 ___2 0,993427 0,00054029 53,565 53,565 53,565 0,32242 16408000 Zinc finger CCCH-type antiviral protein 1 SPTLPAARSSLGSLQTPEAVTTRKGTGLLSSUID15646 2

Q9UPT8 ZC3H4 S 1110 0,0254541 3 ___1 0,755298 2,21E-06 48,909 48,909 45,558 0,068045 65054000 Zinc finger CCCH domain-containing protein 4 AKPGPAEAPSPTASPSGDASPPATAPYDPRVUID6416 1;2

Q9H6F5 CCDC86 S 80 0,0253832 2 ___2 1 7,72E-13 128,12 128,12 128,12 0,16185 101340000 Coiled-coil domain-containing protein 86 TSPGSPRLQQGAGLESPQGQPEPGAASPQRQUID13711 2

Q9H6F5 CCDC86 S 91 0,0253832 2 ___2 1 4,14E-78 229,68 229,68 128,12 0,16185 1028500000 Coiled-coil domain-containing protein 86 AGLESPQGQPEPGAASPQRQQDLHLESPQRQUID13712 1;2

P35269 GTF2F1 T 445 0,0253123 3 ___1 0,589254 1,21E-05 103,88 91,595 46,149 0,12417 37853000 General transcription factor IIF subunit 1 QSLSGKSTPQPPSGKTTPNSGDVQVTEDAVRUID7105 1;2

P35269 GTF2F1 T 446 0,0253123 3 ___1 0,556147 1,21E-05 103,88 91,595 49,199 0,17105 37853000 General transcription factor IIF subunit 1 SLSGKSTPQPPSGKTTPNSGDVQVTEDAVRRUID7106 1;2

Q7Z7F0 KIAA0907 S 572 0,0253097 3 ___2 0,901052 9,89E-09 70,091 70,091 70,091 -0,021726 158650000 UPF0469 protein KIAA0907 TTEKGFGLVAYAADSSDEEEEHGGHKNASSFUID11948 1;2

Q9H6K1 C6orf106 S 215 0,0251589 2 ___1 1 0,00086595 50,155 50,155 47,774 -0,4471 8978200 Uncharacterized protein C6orf106 TQPHRKVEGNFNPFASPQKNRQSDENNLKDPUID5621 1

P29374 ARID4A S 1140 0,0251055 2 ___2 1 0,00118503 77,644 61,763 77,644 -0,13881 23912000 AT-rich interactive domain-containing protein 4A PVKHLNVSKPQKLARSPARISPHIKDGEKDKUID9381 2

P29374 ARID4A S 1145 0,0251055 2 ___2 1 0,00118503 77,644 61,763 77,644 -0,13881 23912000 AT-rich interactive domain-containing protein 4A NVSKPQKLARSPARISPHIKDGEKDKHREKHUID9382 2

Q9H4L4 SENP3 S 169 0,0250932 3 ___1 1 1,86E-09 124,39 115,68 124,39 -0,65611 275860000 Sentrin-specific protease 3 HRGRRRGLAHPKNHLSPQQGGATPQVPSPCCUID5562 1;2

Q9Y2D5 AKAP2 S 630 0,0250289 3 ___1 0,521461 6,29E-08 50,381 48,96 50,381 -0,41197 19097000 A-kinase anchor protein 2 FGSEKPQSMFEPPQVSSPVQEKRDVLPKILPUID6601 1

Q86VM9 ZC3H18 S 532 0,0250236 2 ___2 0,999998 0,00031568 110,08 86,704 110,08 -0,09319 159110000 Zinc finger CCCH domain-containing protein 18 DPWRRSKSPKKKLGVSVSPSRARRRRKTSASUID12007 2

Q86VM9 ZC3H18 S 534 0,0250236 2 ___2 0,999619 6,34E-20 188,99 129,64 178,46 -0,25976 712220000 Zinc finger CCCH domain-containing protein 18 WRRSKSPKKKLGVSVSPSRARRRRKTSASSAUID12008 1;2

P14598 NCF1;NCF1C;NCF1BS 348 0,0248833 2 ___1 1 4,60E-10 146 133,12 94,487 -0,14795 90988000 Neutrophil cytosol factor 1;Putative neutrophil cytosol factor 1C;Putative neutrophil cytosol factor 1BQQRRRQARPGPQSPGSPLEEERQTQRSKPQPUID35 1;2

O15027 SEC16A S 1356 0,0248389 3 ___1 0,999999 7,53E-06 113,37 113,37 113,37 -0,10803 40834000 Protein transport protein Sec16A EEVDRRSVHSEHSARSLHSAHSLASRRSSLSUID227 1;2

Q96E09 FAM122A S 143 0,0248023 2 ___2 1 1,82E-23 175,17 175,17 175,17 -0,088296 140260000 Protein FAM122A VEKSASPKRIDFIPVSPAPSPTRGIGKQCFSUID12935 2

Q96E09 FAM122A S 147 0,0248023 2 ___2 0,984428 1,82E-23 175,17 175,17 152,94 0,0062277 140260000 Protein FAM122A ASPKRIDFIPVSPAPSPTRGIGKQCFSPSLQUID12936 2

Q5QJE6 DNTTIP2 T 136 0,0246034 3 ___2 0,941407 2,03E-07 75,224 75,224 68,074 0,37595 67365000 Deoxynucleotidyltransferase terminal-interacting protein 2SVRKKPKVTPTKESYTEEIVSEAESHVSGISUID15543 2;3

O60264 SMARCA5 S 116 0,0245317 2 ___1 0,993843 0,00295734 116,37 23,647 94,309 0,26584 229800000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 5LFAHFIQPAAQKTPTSPLKMKPGRPRIKKDEUID373 1

Q9Y2X7 GIT1 S 388 0,0244178 3 ___2 0,950568 6,65E-14 87,704 87,704 87,704 -0,0059858 105640000 ARF GTPase-activating protein GIT1 SQSDLDDQHDYDSVASDEDTDQEPLRSTGATUID14775 2

Q9Y2X7 GIT1 Y 383 0,0244178 3 ___2 0,643764 6,65E-14 87,704 87,704 87,704 -0,0059858 105640000 ARF GTPase-activating protein GIT1 ELSLRSQSDLDDQHDYDSVASDEDTDQEPLRUID16194 2

Q6P158 DHX57 S 132 0,0243717 2 ___1 1 1,84E-08 126,63 121,31 126,63 -0,34095 23531000 Putative ATP-dependent RNA helicase DHX57 DLQEQDADAGSERGLSGEEEDDEPDCCNDERUID3506 1

Q9UKA4 AKAP11 S 18 0,0243115 2 ___1 0,982725 4,29E-05 96,604 81,344 87,001 0,22173 8430000 A-kinase anchor protein 11 TFRNNHMKTKASVRKSFSEDVFQSVKSLLQSUID6245 1

Q9UJV9 DDX41 S 23 0,0242978 2 ___2 1 1,80E-17 126,63 126,63 126,63 0,63008 313510000 Probable ATP-dependent RNA helicase DDX41 RKRARTDEVPAGGSRSEAEDEDDEDYVPYVPUID14322 1;2

Q9UJV9 DDX41 S 21 0,0242978 3 ___2 0,999852 1,80E-17 87,511 73,277 87,511 0,023297 291920000 Probable ATP-dependent RNA helicase DDX41 PERKRARTDEVPAGGSRSEAEDEDDEDYVPYUID14321 2

Q13595 TRA2B;TRA2A S 260 0,0242338 2 ___1 1 1,32E-05 139,31 70,681 139,31 -0,031896 1,6737E+10 Transformer-2 protein homolog beta;Transformer-2 protein homolog alphaGWRAAQDRDQIYRRRSPSPYYSRGGYRSRSR;GYDRYEDYDYRYRRRSPSPYYSRYRSRSRSRUID1986 1;2

Q9NTZ6 RBM12 S 422 0,0240681 3 ___1 1 1,84E-05 100,97 100,97 100,97 -0,13777 803370000 RNA-binding protein 12 TLPRSKSPSGQKRSRSRSPHEAGFCVYLKGLUID5861 1;2;3

Q5SNT2 TMEM201 S 441 0,024036 3 ___1 0,805238 0,00332659 70,195 47,554 46,88 -0,056526 22447000 Transmembrane protein 201 LPLANQQLFRSPRRTSPSSLPGRLSRALSLGUID3208 1

Q92614 MYO18A S 1998 0,0238795 2 ___3 0,987052 1,21E-05 52,344 52,344 52,344 -0,086181 27281000 Unconventional myosin-XVIIIa VKSWLSKNKGPSKAASDDGSLKSSSPTSYWKUID20849 3

Q92614 MYO18A S 2002 0,0238795 2 ___3 0,987007 1,21E-05 52,344 52,344 52,344 -0,086181 27281000 Unconventional myosin-XVIIIa LSKNKGPSKAASDDGSLKSSSPTSYWKSLAPUID20850 3

Q8WVB6 CHTF18 S 865 0,0238119 3 ___1 0,588607 1,83E-10 69,548 69,548 69,548 0,26182 11295000 Chromosome transmission fidelity protein 18 homologVEKMRRAEASARVENSPQVDGSPPGLEGLLGUID4517 1

Q9UPN7 PPP6R1 S 635 0,0236892 3 ___2 0,999988 5,57E-10 61,941 60,527 61,941 -0,24725 66016000 Serine/threonine-protein phosphatase 6 regulatory subunit 1FDDDEEEEDEEEAQGSGESDGEDGAWQGSQLUID14494 1;2

Q9UPN7 PPP6R1 S 638 0,0236892 3 ___2 0,999988 5,57E-10 61,941 60,527 61,941 -0,24725 66016000 Serine/threonine-protein phosphatase 6 regulatory subunit 1DEEEEDEEEAQGSGESDGEDGAWQGSQLARGUID14495 1;2

Q7Z591 AKNA S 1377 0,0235373 2 ___1 0,962945 0,00193771 67,385 60,165 67,385 0,39711 11546000 AT-hook-containing transcription factor GPTSAQPAAKWPPTASPPPARRHRHSIQLDLUID3805 1



Q6JBY9 RCSD1 S 267 0,0234683 4 ___3 0,999999 1,16E-64 197,66 197,66 104,86 0,16137 843960000 CapZ-interacting protein DRATEEAKNGEKARRSSEEVDGQHPAQEEVPUID19655 1;2;3

Q6JBY9 RCSD1 S 268 0,0234683 4 ___3 0,999999 1,16E-64 197,66 197,66 104,86 0,16137 895500000 CapZ-interacting protein RATEEAKNGEKARRSSEEVDGQHPAQEEVPEUID19656 1;2;3

Q6JBY9 RCSD1 S 284 0,0234683 3 ___3 0,999222 4,22E-29 140,97 140,97 116 0,26631 432230000 CapZ-interacting protein EEVDGQHPAQEEVPESPQTSGPEAENRCGSPUID19657 1;2;3

P46379 BAG6 S 973 0,0233445 2 ___1 1 6,65E-11 129,32 121,94 117,18 0,39872 170350000 Large proline-rich protein BAG6 QGAERASPEPQRENASPAPGTTAEEAMSRGPUID1589 1;2

O95400 CD2BP2 S 195 0,0233323 3 ___1 0,972682 1,89E-05 98,368 77,941 82,651 -0,05352 723470000 CD2 antigen cytoplasmic tail-binding protein 2 ARGGGKGRKGPGQPSSPQRLDRLSGLADQMVUID719 1

Q9Y2W2 WBP11 S 237 0,0233128 3 ___1 0,999995 1,16E-05 103,17 103,17 103,17 -0,043015 32593000 WW domain-binding protein 11 ALDLPPRRRDEDMLYSPELAQRGHDDDVSSTUID6672 1

P33993 MCM7 S 121 0,0232368 2 ___1 1 6,47E-09 134,98 120,31 134,98 -0,12815 54550000 DNA replication licensing factor MCM7 RLMMEQRSRDPGMVRSPQNQYPAELMRRFELUID1352 1

Q71F23 CENPU S 94 0,0231843 2 ___2 0,765137 0,00355778 42,095 33,871 42,095 0,033218 7779700 Centromere protein U AIYADEEEFSKHCGLSLSSTPPGKEAKRSSDUID11743 2

P33241 LSP1 S 188 0,0231843 2 ___1 0,654948 2,24E-13 132,01 132,01 41,621 0,51498 211430000 Lymphocyte-specific protein 1 PRTPSPLVLEGTIEQSSPPLSPTTKLIDRTEUID1340 1;2;3

Q7Z6Z7 HUWE1 S 1084 0,0230642 2 ___1 1 4,57E-10 141,34 141,34 141,34 0,19882 61506000 E3 ubiquitin-protein ligase HUWE1 LLVKLCVGSPVRQRRSHHAASTTTAPTPAARUID3849 1

P55081 MFAP1 S 52 0,0230635 2 ___2 0,999998 3,51E-20 140,97 140,97 131,67 -0,66826 1452600000 Microfibrillar-associated protein 1 KRYVSGKRPDYAPMESSDEEDEEFQFIKKAKUID9998 2

P55081 MFAP1 S 53 0,0230635 2 ___2 0,999998 3,51E-20 140,97 140,97 131,67 -0,66826 1452600000 Microfibrillar-associated protein 1 RYVSGKRPDYAPMESSDEEDEEFQFIKKAKEUID9999 2

Q96SK2 TMEM209 S 222 0,0230425 3 ___2 0,500206 1,30E-10 78,65 71,068 78,65 0,58288 7961300 Transmembrane protein 209 VGPVESSGLRSRYRSSPTVYNSPTDKEDYMTUID13163 2

Q8ND24 RNF214 S 15 0,0228084 3 ___1 0,995166 1,68E-14 91,113 83,121 91,113 0,15308 14073000 RING finger protein 214 _MAASEVAGVVANAPSPPESSSLCASKSDEGUID4291 1

Q6NZY4 ZCCHC8 S 649 0,022802 2 ___1 0,79141 3,46E-06 126,1 111,2 106,58 0,26819 56243000 Zinc finger CCHC domain-containing protein 8 DISNGGSQKLFPADTSPSTATKIHSPIPDMSUID3495 1

Q86X29 LSR S 493 0,0226601 2 ___1 1 6,67E-10 98,062 98,062 85,636 0,76902 72370000 Lipolysis-stimulated lipoprotein receptor EQAGGGWRARRPRARSVDALDDLTPPSTAESUID3961 1;2

P30443 HLA-A S 356 0,0226233 3 ___3 0,999691 2,15E-55 171,58 153,88 137,36 -0,096761 1239900000 HLA class I histocompatibility antigen, A-1 alpha chain;HLA class I histocompatibility antigen, A-3 alpha chain;HLA class I histocompatibility antigen, A-30 alpha chain;HLA class I histocompatibility antigen, A-36 alpha chain;HLA class I histocompatibility antigen, A-11 alpha chainGGSYTQAASSDSAQGSDVSLTACKV______UID16992 1;2;3

P30443 HLA-A S 352 0,0226233 3 ___3 0,985297 8,90E-22 137,36 137,36 115,05 -0,37618 550710000 HLA class I histocompatibility antigen, A-1 alpha chain;HLA class I histocompatibility antigen, A-3 alpha chain;HLA class I histocompatibility antigen, A-30 alpha chain;HLA class I histocompatibility antigen, A-36 alpha chain;HLA class I histocompatibility antigen, A-11 alpha chainSDRKGGSYTQAASSDSAQGSDVSLTACKV__UID16991 1;2;3

P30443 HLA-A S 359 0,0226233 2 ___3 0,970865 1,89E-35 167,85 167,85 140,45 0,28289 871830000 HLA class I histocompatibility antigen, A-1 alpha chain;HLA class I histocompatibility antigen, A-3 alpha chain;HLA class I histocompatibility antigen, A-30 alpha chain;HLA class I histocompatibility antigen, A-36 alpha chain;HLA class I histocompatibility antigen, A-11 alpha chainYTQAASSDSAQGSDVSLTACKV_________UID16993 1;2;3

Q9Y2W1 THRAP3 S 320 0,0225145 2 ___1 0,999561 1,20E-35 167,61 148,29 167,61 0,3347 585210000 Thyroid hormone receptor-associated protein 3 GSGSLSPSKKSPVGKSPPSTGSTYGSSQKEEUID6662 1;2

Q8NBU5 ATAD1 S 322 0,0223944 4 ___1 0,999834 6,40E-15 105,02 96,613 105,02 -0,23956 40337000 ATPase family AAA domain-containing protein 1 ALLCVREYVNSTSEESHDEDEIRPVQQQDLHUID4271 1

O60293 ZFC3H1 S 949 0,0223323 2 ___1 0,932563 0,00088494 87,184 64,549 66,262 0,26598 31861000 Zinc finger C3H1 domain-containing protein EQDRFGPNKMMRLDSSPVSSPRKHSAELIAMUID386 1;2

Q8IYB3 SRRM1 S 781 0,0221393 4 ___3 0,796119 1,09E-10 68,101 68,101 46,034 0,12486 167290000 Serine/arginine repetitive matrix protein 1 APPSPVQSQSPSTNWSPAVPVKKAKSPTPSPUID20322 3

Q13428 TCOF1 S 475 0,02201 3 ___1 0,999977 5,52E-05 49,266 49,266 49,266 -0,08003 12201000 Treacle protein GPAAAQVQVGKQEEDSRSSSEESDSDREALAUID2484 1

Q3B726 TWISTNB S 328 0,0219585 3 ___2 1 1,27E-06 99,283 85,048 72,568 -0,0099006 260270000 DNA-directed RNA polymerase I subunit RPA43 RKHSEEAEFTPPLKCSPKRKGKSNFL_____UID11160 1;2

P85037 FOXK1 S 416 0,0219281 2 ___2 1 7,28E-15 148,24 137,08 148,24 0,071809 427690000 Forkhead box protein K1 GVSCFRTPFGPLSSRSAPASPTHPGLMSPRSUID10145 2;3

Q9NUL3 STAU2 S 485 0,0219061 2 ___1 0,514096 6,45E-05 69,331 60,043 56,936 0,33832 12460000 Double-stranded RNA-binding protein Staufen homolog 2MNGTSSTAEAIGLKGSSPTPPCSPVQPSKQLUID5867 1

Q9C0J8 WDR33 S 1210 0,0218318 3 ___1 0,995319 8,24E-07 101,6 101,6 101,6 0,18817 87344000 pre-mRNA 3' end processing protein WDR33 FRDTPRPDHPPHDGHSPASRERSSSLQGMDMUID5442 1

Q9Y2U8 LEMD3 S 187 0,0216799 3 ___1 0,938135 2,60E-07 103,26 97,799 75,064 0,1509 17453000 Inner nuclear membrane protein Man1 APPAPLAASEVTNSNSAERRKPHSWWGARRPUID6640 1

Q9NW82 WDR70 S 638 0,0213301 3 ___1 1 3,30E-18 149,09 142,36 140,66 -0,16101 187500000 WD repeat-containing protein 70 AYSKTQPKTMFAQVESDDEEAKNEPEWKKRKUID5889 1

P53621 COPA S 173 0,0213264 2 ___1 1 8,99E-19 174,46 163,94 174,46 0,019845 140920000 Coatomer subunit alpha;Xenin;Proxenin TVRVWDISGLRKKNLSPGAVESDVRGITGVDUID1873 1

P29375 KDM5A S 1598 0,0210533 3 ___2 0,936148 0,00263922 41,661 39,297 41,661 -0,21408 6291200 Lysine-specific demethylase 5A KREKKVLDIPSKYDWSGAEESDDENAVCAAQUID9384 2

P29375 KDM5A S 1603 0,0210533 3 ___2 0,936148 0,00263922 41,661 39,297 41,661 -0,21408 6291200 Lysine-specific demethylase 5A VLDIPSKYDWSGAEESDDENAVCAAQNCQRPUID9385 2

Q9UK61 FAM208A S 927 0,0209111 3 ___1 0,5 0,00025093 43,454 43,454 43,454 -0,28805 4592400 Protein FAM208A EIHWKLIPITGGNARSPEDQLGKHGEKQTPGUID6240 1

Q9UK61 FAM208A T 921 0,0209111 3 ___1 0,5 0,00025093 43,454 43,454 43,454 -0,28805 4592400 Protein FAM208A NNVEETEIHWKLIPITGGNARSPEDQLGKHGUID7878 1

Q7Z401 DENND4A S 1511 0,0207689 3 ___1 0,794299 2,64E-06 62,362 62,362 62,362 -0,080572 27830000 C-myc promoter-binding protein RDLRRPGRYFLKSSPSTENMHFPSSISSQTRUID3758 1

O75376 NCOR1 S 2151 0,0206414 3 ___1 0,999962 4,76E-10 104,33 101,6 99,135 0,1163 37762000 Nuclear receptor corepressor 1 SPERSHVSSEPYEPISPPQVPVVHEKQDSLLUID534 1

Q9BPX3 NCAPG S 973 0,0206378 3 ___2 0,998315 9,05E-10 67,911 63,271 67,911 -0,2244 267590000 Condensin complex subunit 3 VSARTNRRCQTAEADSESDHEVPEPESEMKMUID13295 2

Q9BPX3 NCAPG S 975 0,0206378 3 ___2 0,99635 9,05E-10 67,911 63,271 67,911 -0,2244 267590000 Condensin complex subunit 3 ARTNRRCQTAEADSESDHEVPEPESEMKMRLUID13296 2

Q92609 TBC1D5 S 544 0,0204047 2 ___2 0,991584 4,75E-05 72,315 72,315 72,315 -0,14845 44525000 TBC1 domain family member 5 KGLSSKNISSSPSVESLPGGREFTGSPPSSAUID12741 2

Q92614 MYO18A S 2041 0,0203421 2 ___1 0,999715 2,17E-07 118,51 110,62 118,51 0,11038 316550000 Unconventional myosin-XVIIIa PLDNTSRPRYSHSYLSDSDTEAKLTETNA__UID4663 1;2

P11171 EPB41 S 712 0,0203421 2 ___2 0,961822 0,00128984 104,22 82,758 104,22 0,11373 24923000 Protein 4.1 PEPRPSEWDKRLSTHSPFRTLNINGQIPTGEUID9025 1;2

P11171 EPB41 S 709 0,0203421 3 ___2 0,720023 0,00679773 49,28 47,712 49,28 -0,46665 10132000 Protein 4.1 ESVPEPRPSEWDKRLSTHSPFRTLNINGQIPUID9024 2

P24928 POLR2A S 1906 0,0203421 2 ___2 0,654041 2,17E-06 58,49 54,138 41,45 -0,040682 6866500 DNA-directed RNA polymerase II subunit RPB1 TSPTYSPTSPVYTPTSPKYSPTSPTYSPTSPUID9312 2

Q8N7R7 CCNYL1 S 344 0,0203366 2 ___1 0,999996 3,58E-56 224,03 209,91 224,03 0,26976 115350000 Cyclin-Y-like protein 1 CEDKDLCRAAMRRSFSADNFIGIQRSKAILSUID4260 1

Q6PKG0 LARP1 S 90 0,0201999 3 ___2 1 9,98E-64 169,09 162,71 52,342 0,70733 1114200000 La-related protein 1 SPRPLQLPGAEGPAISDGEEGGGEPGAGGGAUID11648 1;2

Q6PKG0 LARP1 S 774 0,0201709 2 ___2 1 4,19E-30 188,12 188,12 188,12 -0,067829 648720000 La-related protein 1 EPSTIARSLPTTVPESPNYRNTRTPRTPRTPUID11657 1;2

Q9UJX2 CDC23 S 588 0,0201239 2 ___2 0,99997 4,73E-07 109,07 101,15 107,61 0,5205 25782000 Cell division cycle protein 23 homolog LPASLSANNTPTRRVSPLNLSSVTP______UID14325 2

O14617 AP3D1 S 829 0,0195436 3 ___1 0,747029 1,31E-06 78,975 78,975 65,454 0,040123 176160000 AP-3 complex subunit delta-1 EKLPIQKHRNTETSKSPEKDVPMVEKKSKKPUID150 1

Q3B726 TWISTNB S 304 0,0194766 3 ___1 0,926944 5,82E-15 104,29 104,29 104,29 0,051921 79134000 DNA-directed RNA polymerase I subunit RPA43 DQDPVFQGSDSSGYQSDHKKKKKKRKHSEEAUID3061 1

Q9Y618 NCOR2 S 2258 0,0194518 2 ___1 0,999996 6,62E-07 132,31 132,31 132,31 0,27708 28638000 Nuclear receptor corepressor 2 YRDGEQTEPSRMGSKSPGNTSQPPAFFSKLTUID6810 1

P15923 TCF3 S 379 0,019342 3 ___1 0,994668 1,68E-10 118,66 108,91 76,198 0,002493 108580000 Transcription factor E2-alpha AGTSQWPRAGAPGALSPSYDGGLHGLQSKIEUID1014 1

Q9ULU4 ZMYND8 S 486 0,0193389 3 ___2 0,907699 2,17E-10 66,454 63,445 66,454 0,13644 59847000 Protein kinase C-binding protein 1 KSTASPASTKTGQAGSLSGSPKPFSPQLSAPUID14442 2

Q9ULU4 ZMYND8 S 490 0,0193389 3 ___2 0,897893 2,17E-10 66,454 63,445 66,454 0,13644 59847000 Protein kinase C-binding protein 1 SPASTKTGQAGSLSGSPKPFSPQLSAPITTKUID14443 2

Q13425 SNTB2 S 393 0,0192953 2 ___1 0,985725 4,86E-05 92,039 81,281 77,64 0,2386 18367000 Beta-2-syntrophin PLVATRLVHSGSGCRSPSLGSDLTFATRTGSUID2467 1

Q13177 PAK2 S 141 0,0192036 2 ___1 0,999961 5,75E-13 171,85 155,71 171,85 0,12614 105870000 Serine/threonine-protein kinase PAK 2;PAK-2p27;PAK-2p34VLKFYDSNTVKQKYLSFTPPEKDGFPSGTPAUID2409 1

Q7Z589 EMSY S 209 0,0190613 2 ___2 0,953238 4,49E-05 102,9 64,882 102,9 0,21721 48980000 Protein EMSY CSDEDEKPRKRRRTNSSSSSPVVLKEVPKAVUID11893 1;2

Q7Z589 EMSY T 207 0,0190613 3 ___2 0,629135 0,00198969 41,86 29,695 41,86 -0,35277 24005000 Protein EMSY VSCSDEDEKPRKRRRTNSSSSSPVVLKEVPKUID15659 2

Q7Z2W4 ZC3HAV1 S 275 0,0190344 3 ___2 0,999887 1,89E-14 99,372 99,372 95,067 -0,055532 289870000 Zinc finger CCCH-type antiviral protein 1 FLASASASAERSCTPSPDQISHRASLEDAPVUID11819 1;2;3

P27824 CANX S 583 0,0189799 2 ___1 1 5,63E-144 295,86 280,11 47,712 -0,034499 1,4127E+10 Calnexin EDRKPKAEEDEILNRSPRNRKPRRE______UID1264 1

Q9Y4P8 WIPI2 S 413 0,0188874 2 ___1 0,884328 0,00015799 113,03 85,545 86,014 0,29489 49913000 WD repeat domain phosphoinositide-interacting protein 2QTYGAAAGKGTYVPSSPTRLAYTDDLGAVGGUID6744 1

Q9HCN4 GPN1 S 314 0,0187027 3 ___1 0,848542 3,26E-05 87,519 87,519 59,513 -0,16433 8146500 GPN-loop GTPase 1 MGSVALDAGTAKDSLSPVLHPSDLILTRGTLUID5731 1

Q13523 PRPF4B Y 140 0,0185902 3 ___2 0,658567 1,39E-13 91,66 91,66 91,66 -0,057955 130890000 Serine/threonine-protein kinase PRP4 homolog MEGKVQSGMGLILQGYESGSEEEGEIHEKARUID16146 2

Q92769 HDAC2 S 422 0,0185381 2 ___1 1 6,23E-18 149,86 137,1 45,257 1,9023 1748700000 Histone deacetylase 2 SIRASDKRIACDEEFSDSEDEGEGGRRNVADUID4692 1;2

Q15022 SUZ12 S 546 0,0184192 2 ___1 1 1,80E-42 170,91 157,93 170,91 -0,30209 226090000 Polycomb protein SUZ12 CRPKRTKASMSEFLESEDGEVEQQRTYSSGHUID2848 1;2

P36915 GNL1 T 50 0,0183532 4 ___2 0,998384 1,28E-06 94,384 81,443 75,797 -0,18605 662780000 Guanine nucleotide-binding protein-like 1 NSRSGSRERREEQTDTSDGESVTHHIRRLNQUID15212 2;3

Q9UKV3 ACIN1 T 414 0,018245 3 ___2 0,946998 2,82E-07 63,901 63,901 63,901 -0,079667 32913000 Apoptotic chromatin condensation inducer in the nucleusASLVALPEQTASEEETPPPLLTKEASSPPPHUID15986 2

P29374 ARID4A S 863 0,0182068 2 ___1 0,507273 0,00164296 73,781 73,781 73,781 0,50982 29188000 AT-rich interactive domain-containing protein 4A QCVKEKKLKRKILGQSSPEKKIRIENGMEMTUID1283 1

Q15311 RALBP1 S 62 0,0181879 4 ___2 1 9,79E-15 92,135 92,135 92,135 -0,29902 238780000 RalA-binding protein 1 PSPPHDILHEPPDVVSDDEKDHGKKKGKFKKUID11005 2

Q15311 RALBP1 S 48 0,0181879 4 ___2 0,998693 9,79E-15 92,135 92,135 92,135 -0,29902 238780000 RalA-binding protein 1 ISPTKFPGLYRTGEPSPPHDILHEPPDVVSDUID11004 2

Q659C4 LARP1B S 340 0,0181731 2 ___2 1 0,00455721 64,439 28,105 58,172 -0,10071 16783000 La-related protein 1B FCSHTESAPNSPRIGSPLSPKKNSETSILQAUID11481 2

Q659C4 LARP1B S 343 0,0181731 2 ___2 1 0,00455721 64,439 28,105 58,172 -0,10071 16783000 La-related protein 1B HTESAPNSPRIGSPLSPKKNSETSILQAMSRUID11482 2

Q8IYB3 SRRM1 S 607 0,0180495 2 ___2 0,999985 0,00166776 75,739 75,739 74,237 0,21052 2230600000 Serine/arginine repetitive matrix protein 1 SPRRYSPPIQRRYSPSPPPKRRTASPPPPPKUID12249 1;2

Q8IYB3 SRRM1 S 605 0,0180495 2 ___2 0,999861 0,00166776 75,739 75,739 74,237 0,21052 2214600000 Serine/arginine repetitive matrix protein 1 SPSPRRYSPPIQRRYSPSPPPKRRTASPPPPUID12248 2

Q8WXI9 GATAD2B S 122 0,0179717 3 ___3 1 7,91E-22 152,31 147,44 104,97 0,3475 221770000 Transcriptional repressor p66-beta MSARRSEPERGRLTPSPDIIVLSDNEASSPRUID20754 2;3;4

P18858 LIG1 T 195 0,0179382 2 ___1 0,99932 7,19E-21 146,48 135,21 123,36 -0,10756 109020000 DNA ligase 1 QPTTPPKPLKTSKAETPTESVSEPEVATKQEUID7057 1;2

Q8WVB6 CHTF18 S 871 0,0179112 3 ___1 0,999273 2,32E-14 98,236 98,236 98,236 -0,21121 35215000 Chromosome transmission fidelity protein 18 homologAEASARVENSPQVDGSPPGLEGLLGGIGEKGUID4518 1

P51858 HDGF S 132 0,0177832 2 ___2 1 6,76E-13 137,89 126,04 106,58 0,26475 3746100000 Hepatoma-derived growth factor EAAEGDGDKKGNAEGSSDEEGKLVIDEPAKEUID9923 1;2

P51858 HDGF S 133 0,0177832 2 ___2 1 6,76E-13 137,89 126,04 106,58 0,26475 3797400000 Hepatoma-derived growth factor AAEGDGDKKGNAEGSSDEEGKLVIDEPAKEKUID9924 1;2

P46821 MAP1B S 1427 0,0176369 2 ___1 1 0,00151353 94,692 59,937 94,692 -0,0015601 23616000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1SFLSADDKASGRGAESPFEEKSGKQGSPDQVUID1612 1

P14868 DARS S 249 0,0176253 2 ___1 0,999951 5,34E-05 81,431 81,431 81,431 -0,44234 10629000 Aspartate--tRNA ligase, cytoplasmic VFTVSYFKNNAYLAQSPQLYKQMCICADFEKUID995 1

Q02241 KIF23 S 155 0,0174944 3 ___1 0,5 6,01E-07 89,721 89,721 89,721 -0,19071 10402000 Kinesin-like protein KIF23 FNSIGSFQAKRYVFKSNDRNSMDIQCEVDALUID2128 1

Q5SW79 CEP170 S 359 0,0174137 2 ___1 0,999999 2,78E-07 124,29 124,29 89,629 -0,13248 150320000 Centrosomal protein of 170 kDa QMLWERTEEDSKSIKSDVPVYLKRLKGNKHDUID3214 1;2

O94915 FRYL S 1978 0,0173518 2 ___1 0,997358 0,00084553 112,93 64,14 112,93 -0,0093495 109170000 Protein furry homolog-like MDGRINHSSSLARTRSLSSLREKGMYDVQSTUID663 1;2

Q96JP5 ZFP91 S 82 0,0170938 3 ___1 0,548576 3,10E-06 58,98 42,843 58,457 -0,12386 63067000 E3 ubiquitin-protein ligase ZFP91 AVSRRRKAEYPRRRRSSPSARPPDVPGQQPQUID4962 1

P67809 YBX1 S 167 0,0170816 3 ___2 0,951332 3,86E-149 261,81 255,39 261,81 0,33569 902710000 Nuclease-sensitive element-binding protein 1 RGPPRNYQQNYQNSESGEKNEGSESAPEGQAUID10094 1;2

P67809 YBX1 S 174 0,0170816 3 ___2 0,935974 1,10E-43 174,14 168,77 174,14 -0,49875 177000000 Nuclease-sensitive element-binding protein 1 QQNYQNSESGEKNEGSESAPEGQAQQRRPYRUID10095 1;2

Q9H2H9 SLC38A1 S 56 0,0170667 2 ___1 0,999996 1,00E-05 131,66 71,153 131,66 -0,020395 1279200000 Sodium-coupled neutral amino acid transporter 1 SKFISDRESRRSLTNSHLEKKKCDEYIPGTTUID5517 1;2

Q9BYV9 BACH2 S 315 0,0170301 3 ___1 0,805523 1,95E-05 50,397 44,275 50,397 0,36465 14165000 Transcription regulator protein BACH2 AKDRAGDVEMDRKQPSPAPTPTAPAGAACLEUID5376 1

P30443 HLA-A S 352 0,0169319 3 ___1 0,985297 8,90E-22 137,36 137,36 115,05 -0,37618 550710000 HLA class I histocompatibility antigen, A-1 alpha chain;HLA class I histocompatibility antigen, A-3 alpha chain;HLA class I histocompatibility antigen, A-30 alpha chain;HLA class I histocompatibility antigen, A-36 alpha chain;HLA class I histocompatibility antigen, A-11 alpha chainSDRKGGSYTQAASSDSAQGSDVSLTACKV__UID797 1;2;3

Q9UIQ6 LNPEP S 91 0,016779 2 ___1 0,993693 2,45E-09 138,01 120,21 83,204 0,030162 153280000 Leucyl-cystinyl aminopeptidase;Leucyl-cystinyl aminopeptidase, pregnancy serum formLLGMSFMNRSSGLRNSATGYRQSPDGACSVPUID6210 1

Q8N122 RPTOR S 877 0,0165127 3 ___2 0,999889 3,44E-18 128,35 128,35 85,866 -0,14421 156880000 Regulatory-associated protein of mTOR ASPTNKGVHIHQAGGSPPASSTSSSSLTNDVUID12276 1;2

Q9H0D6 XRN2 S 499 0,0164963 2 ___1 1 5,43E-55 216,26 216,26 157,74 0,041124 2019100000 5'-3' exoribonuclease 2 GSPSPLGGIKRKAEDSDSEPEPEDNVRLWEAUID5467 1;2

Q15424 SAFB S 24 0,016494 3 ___1 0,764844 1,65E-30 156,07 156,07 156,07 0,03606 46530000 Scaffold attachment factor B1 GDSGAAGAAALSSASSETGTRRLSDLRVIDLUID2923 1

Q92622 KIAA0226 S 387 0,0164237 2 ___1 0,584687 7,13E-06 86,378 86,378 86,378 0,070683 19734000 Run domain Beclin-1 interacting and cysteine-rich containing proteinQEGGGESQLSSVLRRSSFSEGQTLTVTSGAKUID4679 1

Q9NQT8 KIF13B S 1381 0,0163702 2 ___1 0,998138 1,29E-16 147,26 101,66 123,86 0,2364 131840000 Kinesin-like protein KIF13B KEQLTGKGKLSRRSISSPNVNRLSGSRQDLIUID5778 1

Q8NDX6 ZNF740 S 44 0,016211 2 ___1 1 0,00153511 115,7 72,237 115,7 0,056439 39173000 Zinc finger protein 740 SQIASKQAENGERAGSPDVLRCSSQGHRKDSUID4315 1

Q13595 TRA2B;TRA2A S 262 0,0162078 2 ___2 0,999996 1,32E-05 139,31 70,681 93,096 0,072469 1,6669E+10 Transformer-2 protein homolog beta;Transformer-2 protein homolog alphaDRYEDYDYRYRRRSPSPYYSRYRSRSRSRSY;RAAQDRDQIYRRRSPSPYYSRGGYRSRSRSRUID10084 1;2

Q13427 PPIG S 356 0,0160276 2 ___2 1 0,0016734 80,245 80,245 68,846 -0,048508 1394300000 Peptidyl-prolyl cis-trans isomerase G YRTPSRSRSRDRFRRSETPPHWRQEMQRAQRUID10568 2

Q13427 PPIG T 358 0,0160276 2 ___2 1 0,0016734 80,245 80,245 68,846 -0,048508 1397600000 Peptidyl-prolyl cis-trans isomerase G TPSRSRSRDRFRRSETPPHWRQEMQRAQRMRUID15409 1;2

P27824 CANX S 564 0,0160199 3 ___1 0,999403 4,89E-26 170,18 170,18 148,2 0,20871 343460000 Calnexin EEKQKSDAEEDGGTVSQEEEDRKPKAEEDEIUID1266 1;2

Q5VZ89 DENND4C S 968 0,0159402 3 ___2 0,98728 2,01E-10 106,65 106,65 106,65 -0,96882 73394000 DENN domain-containing protein 4C EVCDASAIVAKHSQPSPEPHSPTEPPAWGSSUID11442 2

Q5VZ89 DENND4C S 973 0,0159402 3 ___2 0,976433 2,01E-10 106,65 106,65 98,812 -0,62814 73394000 DENN domain-containing protein 4C SAIVAKHSQPSPEPHSPTEPPAWGSSIVKVPUID11443 2

Q12888 TP53BP1 S 727 0,0158849 3 ___1 0,999998 3,66E-16 137,24 137,24 137,24 -0,35932 107890000 Tumor suppressor p53-binding protein 1 CSEAMEVETSVISIDSPQKLAILDQELEHKEUID2311 1

Q9UKV3 ACIN1 S 410 0,0158604 3 ___2 0,985521 1,59E-12 126,22 126,22 94,08 0,19528 135250000 Apoptotic chromatin condensation inducer in the nucleusDRKKASLVALPEQTASEEETPPPLLTKEASSUID14377 1;2

Q92625 ANKS1A S 647 0,0158069 2 ___1 0,999843 1,60E-06 127,52 127,52 127,52 -0,26657 78072000 Ankyrin repeat and SAM domain-containing protein 1ATCSPTEDATMGSRSESLSNCSIGKKRLEKSPUID4681 1

Q9Y4K1 AIM1 S 484 0,0157661 2 ___1 0,966516 1,13E-05 73,466 73,466 73,466 0,090598 15028000 Absent in melanoma 1 protein SAPAPGDVPKDTCVQSPISSFPCTDLKVSENUID6741 1

P30411 BDKRB2 S 375 0,0157449 2 ___1 0,999853 0,00648822 93,649 29,669 93,649 0,23698 87910000 B2 bradykinin receptor PIQMENSMGTLRTSISVERQIHKLQDWAGSRUID1304 1

P62995 TRA2B S 95 0,0154976 3 ___3 0,995391 0,00484817 40,856 35,54 40,856 0,82421 24551000 Transformer-2 protein homolog beta RSRSRSYSRDYRRRHSHSHSPMSTRRRHVGNUID18177 3

P62995 TRA2B S 97 0,0154976 3 ___3 0,990312 0,00484817 40,856 35,54 40,856 0,82421 24551000 Transformer-2 protein homolog beta RSRSYSRDYRRRHSHSHSPMSTRRRHVGNRAUID18178 3

Q9P2R6 RERE S 679 0,0154976 3 ___2 0,963828 2,84E-06 56,882 56,882 56,882 0,11221 20819000 Arginine-glutamic acid dipeptide repeats protein TSSKKTKTQEISRPNSPSEGEGESSDSRSVNUID14188 2

Q9P2R6 RERE S 675 0,0154976 3 ___2 0,962168 2,84E-06 56,882 56,882 56,882 0,11221 20819000 Arginine-glutamic acid dipeptide repeats protein EADRTSSKKTKTQEISRPNSPSEGEGESSDSUID14187 2

P62995 TRA2B S 99 0,0154976 3 ___3 0,804323 0,00484817 40,856 35,54 40,856 0,82421 24551000 Transformer-2 protein homolog beta RSYSRDYRRRHSHSHSPMSTRRRHVGNRANPUID18179 3

P0C1Z6 TFPT S 180 0,0154935 2 ___1 0,999916 4,15E-12 135,28 135,28 135,28 0,11155 100340000 TCF3 fusion partner TLSPPRRTPAPPEPGSPAPGEGPSGRKRRRVUID911 1

Q7Z591 AKNA S 52 0,0154059 2 ___1 0,881826 8,86E-05 94,551 75,341 66,533 -0,3195 20230000 AT-hook-containing transcription factor SSQSWEEERLFPNATSPELLEDFRLAQQHLPUID3800 1

P52566 ARHGDIB S 145 0,0153548 3 ___1 0,697283 1,93E-05 46,464 46,464 46,464 -0,046128 6260800 Rho GDP-dissociation inhibitor 2 YRTGVKVDKATFMVGSYGPRPEEYEFLTPVEUID1848 1

Q9UQ35 SRRM2 S 846 0,0152061 3 ___3 0,871652 3,39E-11 77,681 77,681 77,681 0,12095 190380000 Serine/arginine repetitive matrix protein 2 SRQSHSSSSPHPKVKSGTPPRQGSITSPQANUID22712 2;3;4

Q9UQ35 SRRM2 T 848 0,0152061 3 ___3 0,802288 2,13E-14 98,398 98,398 42,865 -0,11992 1748100000 Serine/arginine repetitive matrix protein 2 QSHSSSSPHPKVKSGTPPRQGSITSPQANEQUID24130 2;3;4

O94888 UBXN7 S 288 0,0151775 3 ___2 0,999992 1,15E-87 239,58 210,04 154,55 0,276 273840000 UBX domain-containing protein 7 KKCARSESLIDASEDSQLEAAIRASLQETHFUID8751 1;2

Q4LE39 ARID4B S 790 0,0150107 2 ___2 0,998971 8,80E-10 103,75 96,027 101,96 0,54057 135590000 AT-rich interactive domain-containing protein 4B VSKSPERLRKDIEVLSEDTDYEEDEVTKKRKUID11203 2

Q4LE39 ARID4B T 793 0,0150107 2 ___2 0,99897 8,80E-10 103,75 96,027 101,96 0,54057 135590000 AT-rich interactive domain-containing protein 4B SPERLRKDIEVLSEDTDYEEDEVTKKRKDVKUID15526 2

Q12959 DLG1 S 571 0,0149266 2 ___1 0,501019 5,72E-05 97,836 77,74 97,836 0,89161 5174300 Disks large homolog 1 KIHDLREQMMNSSISSGSGSLRTSQKRSLYVUID2367 1

P78345 RPP38 S 235 0,0148423 2 ___1 0,852518 0,00015484 70,889 62,978 70,889 0,51267 10171000 Ribonuclease P protein subunit p38 ETEPLESQDRELLDTSFEDLSKPKRKLADGRUID2020 1

Q9NQC3 RTN4 S 15 0,0148045 3 ___1 0,982625 7,95E-28 157,11 157,11 60,348 -0,17949 446980000 Reticulon-4 _MEDLDQSPLVSSSDSPPRPQPAFKYQFVREUID5754 1;2

Q96C57 C12orf43 S 179 0,0147838 3 ___1 0,828917 1,87E-10 106,37 99,181 106,37 -0,038093 31264000 Uncharacterized protein C12orf43 AAVSASDILQESAIHSPGTVEKEAKKKRKLKUID4792 1

P55010 EIF5 S 389 0,0147674 2 ___2 1 1,41E-27 155,57 155,57 155,57 -0,32781 511070000 Eukaryotic translation initiation factor 5 KAEPFIKWLKEAEEESSGGEEEDEDENIEVVUID9987 2

P55010 EIF5 S 390 0,0147674 2 ___2 1 1,41E-27 155,57 155,57 155,57 -0,32781 511070000 Eukaryotic translation initiation factor 5 AEPFIKWLKEAEEESSGGEEEDEDENIEVVYUID9988 2

Q6PKG0 LARP1 S 824 0,0145775 3 ___1 0,977085 2,15E-09 132,65 132,65 132,65 -0,0043568 96687000 La-related protein 1 TLDAKMPRKRKTRHSSNPPLESHVGWVMDSRUID3555 1

P24928 POLR2A S 1864 0,0144763 2 ___2 0,761336 0,00241435 49,595 31,579 49,595 0,13049 16647000 DNA-directed RNA polymerase II subunit RPB1 SSPEYTPTSPKYSPTSPKYSPTSPKYSPTSPUID9302 2

P24928 POLR2A S 1868 0,0144763 3 ___2 0,713801 0,00241435 49,595 31,579 40,349 0,0036153 16647000 DNA-directed RNA polymerase II subunit RPB1 YTPTSPKYSPTSPKYSPTSPKYSPTSPTYSPUID9303 2

Q8IY67 RAVER1 S 17 0,0144615 2 ___2 1 8,71E-13 88,101 72,219 88,101 -0,06032 53596000 Ribonucleoprotein PTB-binding 1 AADVSVTHRPPLSPKSGAEVEAGDAAERRAPUID12198 1;2

Q8IY67 RAVER1 S 14 0,0144615 2 ___2 0,999999 3,33E-22 166,59 158,28 166,59 -0,00064333 839770000 Ribonucleoprotein PTB-binding 1 __MAADVSVTHRPPLSPKSGAEVEAGDAAERUID12197 1;2

Q6P6C2 ALKBH5 S 64 0,0143945 3 ___2 0,954695 2,20E-14 98,74 95,044 98,74 -0,033937 69086000 RNA demethylase ALKBH5 EPYPVSGAKRKYQEDSDPERSDYEEQQLQKEUID11621 1;2

Q6P6C2 ALKBH5 S 69 0,0143945 3 ___2 0,882171 2,20E-14 98,74 95,044 98,74 -0,033937 61906000 RNA demethylase ALKBH5 SGAKRKYQEDSDPERSDYEEQQLQKEEEARKUID11622 2

Q08357 SLC20A2 S 256 0,0143553 3 ___2 0,899586 6,15E-08 64,176 58,17 64,176 0,27075 48893000 Sodium-dependent phosphate transporter 2 KITGKLQKEGALSRVSDESLSKVQEAESPVFUID10323 2

Q08357 SLC20A2 S 259 0,0143553 3 ___2 0,757036 6,15E-08 64,176 58,17 64,176 0,27075 48893000 Sodium-dependent phosphate transporter 2 GKLQKEGALSRVSDESLSKVQEAESPVFKELUID10324 2

O43432 EIF4G3 S 495 0,0142578 2 ___1 0,999969 0,00104777 54,276 54,276 49,487 -0,065733 20021000 Eukaryotic translation initiation factor 4 gamma 3 QTEEILDSQNLNSRRSPVPAQIAITVPKTWKUID310 1

Q8IYB3 SRRM1 S 260 0,0142273 3 ___1 1 1,63E-23 173,37 162,52 49,528 0,34239 1263900000 Serine/arginine repetitive matrix protein 1 LKVPKPEPIPEPKEPSPEKNSKKEKEKEKTRUID4153 1

Q15052 ARHGEF6;ARHGEF7S 488 0,0140917 2 ___1 1 0,00043051 109,42 99,236 109,42 0,12384 345700000 Rho guanine nucleotide exchange factor 6;Rho guanine nucleotide exchange factor 7LFSNVLIMLSASPRMSGFIYQGKIPIAGTVVUID2872 1

P21127 CDK11B S 65 0,013986 2 ___1 0,999458 1,65E-05 109,72 68,438 102,4 -0,05506 35218000 Cyclin-dependent kinase 11B EGELRDHRMEITIRNSPYRREDSMEDRGEEDUID1146 1

Q96FS4 SIPA1 S 837 0,0139266 2 ___1 0,901451 0,00021243 73,927 73,927 55,896 0,065428 41547000 Signal-induced proliferation-associated protein 1 GDLAEERTEFLHSQNSLSPRSSLSDEAPVLPUID4876 1;2

Q9H4L7 SMARCAD1 S 79 0,0137817 2 ___1 0,993546 0,00787634 66,758 43,404 66,758 1,1868 14959000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1EDSSVPETPDNERKASISYFKNQRGIQYIDLUID5577 1

Q5VZ89 DENND4C S 1325 0,0137324 2 ___1 0,852333 0,00476347 70,1 70,1 70,1 -0,10953 16627000 DENN domain-containing protein 4C FKQQTPSRTHKERSTSLSALVRSSPHGSLGSUID3353 1

P24928 POLR2A S 1913 0,0136409 2 ___2 0,997038 3,53E-14 148,52 96,973 148,41 0,42783 129580000 DNA-directed RNA polymerase II subunit RPB1 TSPVYTPTSPKYSPTSPTYSPTSPKYSPTSPUID9308 1;2

Q8NC51 SERBP1 S 25 0,0135507 2 ___1 1 4,21E-05 90,707 71,048 90,707 -0,059439 17639000 Plasminogen activator inhibitor 1 RNA-binding proteinGCVVTNRFDQLFDDESDPFEVLKAAENKKKEUID4272 1

Q641Q2 FAM21A;FAM21CS 619 0,013498 3 ___2 0,996937 4,86E-17 87,196 87,196 87,196 -0,0030746 19324000 WASH complex subunit FAM21A;WASH complex subunit FAM21CKASELSKKKASALLFSSDEEDQWNIPASQTHUID11475 2

Q641Q2 FAM21A;FAM21CS 620 0,013498 3 ___2 0,996937 4,86E-17 87,196 87,196 87,196 -0,0030746 19324000 WASH complex subunit FAM21A;WASH complex subunit FAM21CASELSKKKASALLFSSDEEDQWNIPASQTHLUID11476 2

Q13541 EIF4EBP1 T 37 0,0134222 3 ___2 0,709151 8,96E-21 93,903 93,903 68,144 0,12956 339510000 Eukaryotic translation initiation factor 4E-binding protein 1VLGDGVQLPPGDYSTTPGGTLFSTTPGGTRIUID15432 2

Q86YV0 RASAL3 S 166 0,0132985 3 ___3 0,755015 1,56E-05 52,853 51,119 46,362 -0,050392 26522000 RAS protein activator like-3 GGEEEGPRRPRVGSASSEGSIHVAMGNFRDPUID20206 2;3

Q9UPN3 MACF1 S 4521 0,0132099 2 ___1 1 9,27E-44 205,72 205,72 98,942 -1,2778 124610000 Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5QAESNKAFLAELEQNSPKIQKVKEALAGLLVUID6384 1

Q9NZ63 C9orf78 S 15 0,0132089 3 ___2 1 1,13E-44 195,25 195,25 123,64 -0,14606 545010000 Uncharacterized protein C9orf78 _MPVVRKIFRRRRGDSESEEDEQDSEEVRLKUID14099 2

Q9NQG6 MIEF1 S 94 0,0131559 3 ___1 0,972737 3,35E-10 96,887 96,887 96,887 0,1967 22791000 Mitochondrial dynamics protein MID51 SPRLLNRDMKTGLSRSLQTLPTDSSTFDTDTUID5763 1

Q9NPI1 BRD7 S 279 0,0130691 3 ___1 1 0,00022881 60,093 53,953 60,093 0,18031 14157000 Bromodomain-containing protein 7 QSGEDGGCWQREREDSGDAEAHAFKSPSKENUID5741 1

Q86X29 LSR S 464 0,0130691 3 ___1 0,998523 2,70E-06 63,69 63,69 63,69 -0,20931 18590000 Lipolysis-stimulated lipoprotein receptor GPALTPIRDEEWGGHSPRSPRGWDQEPAREQUID3962 1

Q06413 MEF2C S 240 0,01293 2 ___1 1 0,00444488 48,004 43,391 48,004 -0,35173 9660500 Myocyte-specific enhancer factor 2C LLVSPGNLNKNMQAKSPPPMNLGMNNRKPDLUID2207 1

Q7Z309 FAM122B S 141 0,0129261 2 ___2 0,998804 0,00509852 42,647 28,741 42,647 -0,047869 2443200 Protein FAM122B KMFVSSSGLPPSPVPSPRRFSRRSQSPVKCIUID11835 2

Q7Z309 FAM122B S 137 0,0129261 2 ___2 0,985771 0,00509852 42,647 28,741 42,647 -0,047869 2443200 Protein FAM122B RGFGKMFVSSSGLPPSPVPSPRRFSRRSQSPUID11834 2

P21796 VDAC1 S 104 0,0128762 2 ___1 0,912325 6,46E-05 76,262 76,262 58,831 0,20981 14554000 Voltage-dependent anion-selective channel protein 1 DQLARGLKLTFDSSFSPNTGKKNAKIKTGYKUID1155 1

Q6SPF0 SAMD1 S 161 0,0126813 2 ___1 0,999608 1,62E-09 84,874 73,105 65,943 0,38226 55703000 Atherin ARAPRAAAAAATAPPSPGPAQPGPRAQRAAPUID3572 1

P50502 ST13 S 76 0,0122227 3 ___2 1 5,19E-11 106,52 106,52 79,143 0,18351 233440000 Hsc70-interacting protein DSKKVEEDLKADEPSSEESDLEIDKEGVIEPUID9880 2;3

P50502 ST13 S 79 0,0122227 3 ___2 1 5,19E-11 106,52 106,52 79,143 0,18351 233440000 Hsc70-interacting protein KVEEDLKADEPSSEESDLEIDKEGVIEPDTDUID9881 2;3

Q7Z6E9 RBBP6 S 1328 0,0122005 2 ___1 1 1,79E-26 144,97 121,02 144,97 -0,12175 35622000 E3 ubiquitin-protein ligase RBBP6 MIQVPQSKWDKDDFESEEEDVKSTQPISSVGUID3827 1

Q9Y3Y2 CHTOP T 33 0,0120259 3 ___1 1 0,00975866 42,466 33,033 42,466 -0,17279 20729000 Chromatin target of PRMT1 protein SLNERFTNMLKNKQPTPVNIRASMQQQQQLAUID7981 1

Q9UIG0 BAZ1B S 160 0,0120202 3 ___2 0,665587 7,80E-15 109,37 107,34 87,509 -0,24467 299610000 Tyrosine-protein kinase BAZ1B EEATEKKSDGACDSPSSDKENSSQIAQDHQKUID14294 2

Q9Y5P4 COL4A3BP S 380 0,0119249 2 ___2 0,872512 2,00E-08 121,19 121,19 121,19 -0,051778 9634700 Collagen type IV alpha-3-binding protein HRFVQKPYSRSSSMSSIDLVSASDDVHRFSSUID14881 2

Q8NEL9 DDHD1 S 727 0,0118629 3 ___2 0,912424 2,66E-10 67,353 67,353 67,353 0,54041 31293000 Phospholipase DDHD1 VSENEGISTIPSPVTSPVLSRRHYGESITNIUID12422 2

Q07955 SRSF1 S 199 0,0118471 2 ___2 0,999172 2,98E-06 120,54 106,53 62,528 0,088164 8557600000 Serine/arginine-rich splicing factor 1 EGETAYIRVKVDGPRSPSYGRSRSRSRSRSRUID10315 1;2;3

Q07955 SRSF1 S 201 0,0118471 2 ___2 0,997782 0,00038746 63,185 63,185 62,528 0,088164 7626400000 Serine/arginine-rich splicing factor 1 ETAYIRVKVDGPRSPSYGRSRSRSRSRSRSRUID10316 2;3

Q92610 ZNF592 S 1205 0,0117819 3 ___1 0,989719 1,48E-06 43,412 43,412 43,412 0,77717 6706700 Zinc finger protein 592 AAAEMAVEVAEPEEGSGEEVPMETRENGLEEUID4653 1

P42167 TMPO S 66 0,0116256 2 ___2 1 1,62E-119 254,45 231,03 254,45 0,6199 3088300000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinPPLPAGTNSKGPPDFSSDEEREPTPVLGSGAUID9583 1;2;3

Q96T58 SPEN S 190 0,0115394 3 ___1 1 0,00058571 52,453 52,453 43,184 -0,44928 23268000 Msx2-interacting protein ERTLQHGLYYASRSRSPNRFDAHDPRYEPRAUID5125 1

Q9NXX6 NSMCE4A S 72 0,0114957 4 ___2 0,639649 1,88E-06 46,082 46,082 46,082 -0,12179 9529500 Non-structural maintenance of chromosomes element 4 homolog ADTEPSDSGDEMMDPASLEAEADQGLCRQIRHUID14034 2

O95400 CD2BP2 S 49 0,0113968 2 ___1 1 0 362,02 362,02 362,02 -0,58166 200930000 CD2 antigen cytoplasmic tail-binding protein 2 SGGPGSRFKGKHSLDSDEEEDDDDGGSSKYDUID720 1



Q9NYF8 BCLAF1 S 531 0,0112855 2 ___1 1 4,07E-09 148,78 103,18 144,7 -0,038986 1393000000 Bcl-2-associated transcription factor 1 HKNLDAREKSTFREESPLRIKMIASDSHRPEUID5958 1;2

Q9NTJ3 SMC4 S 50 0,0112093 2 ___2 0,951763 0,00025565 43,534 37,387 43,534 -0,094046 7574500 Structural maintenance of chromosomes protein 4 PSGRTESPATAAETASEELDNRSLEEILNSIUID13956 2

Q96T58 SPEN S 725 0,0111189 2 ___2 1 0,00324968 85,154 65,595 85,154 -0,26426 243730000 Msx2-interacting protein ESDRDRDHERRPIERSQSPVHLRRPQSPGASUID13223 2

Q96T58 SPEN S 727 0,0111189 2 ___2 1 0,00123341 125,82 82,734 85,154 -0,26426 388340000 Msx2-interacting protein DRDRDHERRPIERSQSPVHLRRPQSPGASPSUID13224 1;2

Q9NWH9 SLTM S 553 0,0108598 2 ___1 1 1,91E-70 240,31 222,49 240,31 -0,056548 615270000 SAFB-like transcription modulator ESIKKSEEKKRISSKSPGHMVILDQTKGDHCUID5896 1;2

Q8IW35 CEP97 S 500 0,0108509 3 ___1 0,974626 1,45E-05 86,258 86,258 86,258 0,16897 24586000 Centrosomal protein of 97 kDa PEPTIISAILKDDNHSLTFFPESTEQKQSDIUID4044 1

Q12906 ILF3 S 62 0,0107799 4 ___1 0,643447 4,26E-10 57,088 57,088 45,336 -0,34692 17976000 Interleukin enhancer-binding factor 3 DWIDEQEKGSSEQAESDNMDVPPEDDSKEGAUID2351 1

P54274 TERF1 S 11 0,0104716 2 ___1 0,99998 5,42E-05 102,52 96,599 102,52 0,12268 25552000 Telomeric repeat-binding factor 1 _____MAEDVSSAAPSPRGCADGRDADPTEEUID1881 1

P11836 MS4A1 S 7 0,0103502 2 ___1 0,995545 0,00502671 48,284 41,751 48,284 0,40062 3259600 B-lymphocyte antigen CD20 _________MTTPRNSVNGTFPAEPMKGPIAUID953 1

Q9BV73 CEP250 S 2322 0,0102062 2 ___1 0,995532 0,00204274 66,538 49,441 61,419 0,19411 29012000 Centrosome-associated protein CEP250 RRKLKREAMRAAQAGSLEISKATASSPTQQDUID5300 1

P18583 SON S 1556 0,0101537 2 ___1 0,844246 4,20E-51 184,32 184,32 177,4 -0,11582 200700000 Protein SON IAKEMEHNTVCAAGTSPVGEIGEEKILPTSEUID1069 1

P49006 MARCKSL1 S 104 0,0101315 2 ___1 0,999993 0,00147962 100,02 48,951 100,02 -0,17301 52132000 MARCKS-related protein KKKFSFKKPFKLSGLSFKRNRKEGGGDSSASUID1668 1

P52948 NUP98 S 932 0,0100636 2 ___1 0,5 3,39E-05 63,128 56,43 63,128 0,34489 8010600 Nuclear pore complex protein Nup98-Nup96;Nuclear pore complex protein Nup98;Nuclear pore complex protein Nup96PLQMALNGKPAPPPQSQSPEVEQLGRVVELDUID1865 1

Q5JSH3 WDR44 S 403 0,0100553 3 ___1 0,999969 1,04E-22 145,29 145,29 145,29 0,18918 93296000 WD repeat-containing protein 44 IMRRTKEYVSNDAAQSDDEEKLQSQPTDTDGUID3161 1

P23497 SP100 S 410 0,0100299 3 ___3 0,999982 1,09E-10 69,981 67,1 69,981 0,26208 83369000 Nuclear autoantigen Sp-100 FKKRVIGQDHDFSESSEEEAPAEASSGALRSUID17381 3

P23497 SP100 S 409 0,0100299 3 ___3 0,999981 1,09E-10 69,981 67,1 69,981 0,26208 83369000 Nuclear autoantigen Sp-100 SFKKRVIGQDHDFSESSEEEAPAEASSGALRUID17380 3

P23497 SP100 S 407 0,0100299 3 ___3 0,99998 1,09E-10 69,981 67,1 69,981 0,26208 83369000 Nuclear autoantigen Sp-100 RESFKKRVIGQDHDFSESSEEEAPAEASSGAUID17379 3

Q96PC5 MIA2;CTAGE1 S 1243 0,0097772 2 ___1 1 0,0282235 44,863 24,873 44,863 -0,070707 3173500 Melanoma inhibitory activity protein 2;cTAGE family member 2PPQRQDRFCSNSGRLSGPAELRSFNMPSLDKUID4998 1

P48634 PRRC2A S 1092 0,00969391 2 ___3 0,877894 8,75E-05 75,378 64,432 75,378 1,8024 80141000 Protein PRRC2A PAPRGRTASETRSEGSEYEEIPKRRRQRGSEUID17845 1;3

P48634 PRRC2A S 1085 0,00969391 3 ___3 0,700242 8,75E-05 49,049 49,049 49,049 -0,09904 94483000 Protein PRRC2A TGGPNHPPAPRGRTASETRSEGSEYEEIPKRUID17843 2;3

P48634 PRRC2A S 1089 0,00969391 3 ___3 0,700242 8,75E-05 49,049 49,049 49,049 -0,09904 77442000 Protein PRRC2A NHPPAPRGRTASETRSEGSEYEEIPKRRRQRUID17844 3

P48634 PRRC2A T 1087 0,00969391 3 ___3 0,700242 8,75E-05 49,049 49,049 49,049 -0,09904 77442000 Protein PRRC2A GPNHPPAPRGRTASETRSEGSEYEEIPKRRRUID23355 3

Q9P1Y6 PHRF1 S 867 0,00961627 2 ___1 0,989292 0,0164429 57,785 46,417 57,785 -0,027109 35826000 PHD and RING finger domain-containing protein 1 PGLLPSEITRTISINSPKAQTVQAVRCVTSYUID6036 1

Q14676 MDC1 S 780 0,00951876 3 ___2 1 1,73E-27 148,66 148,66 148,66 -0,5553 111010000 Mediator of DNA damage checkpoint protein 1 TQPFDTHLEAYGPCLSPPRAIPGDQHPESPVUID10821 1;2

Q92622 KIAA0226 S 388 0,00949053 3 ___1 0,739013 1,81E-05 60,735 60,735 60,735 -0,30966 12059000 Run domain Beclin-1 interacting and cysteine-rich containing proteinEGGGESQLSSVLRRSSFSEGQTLTVTSGAKKUID4680 1

P20700 LMNB1 S 284 0,00946222 2 ___1 0,808003 2,56E-14 152,16 134,93 152,16 -0,065322 30190000 Lamin-B1 HAKLENARLSSEMNTSTVNSAREELMESRMRUID1141 1

Q9UHB6 LIMA1 S 362 0,00945053 2 ___1 0,999703 8,35E-06 103,95 94,289 98,035 0,080526 129700000 LIM domain and actin-binding protein 1 QVKSEVQQPVHPKPLSPDSRASSLSESSPPKUID6162 1

Q12912 LRMP S 444 0,00942179 2 ___1 0,999992 5,46E-41 192,96 154,17 192,96 -0,50463 200230000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinADAEEEKCELKTKDDSEPSGEETVERTRKPSUID2363 1;2

Q9NSK0 KLC4 S 590 0,00917902 2 ___1 0,994819 2,69E-07 80,638 73,508 80,638 -0,39046 11890000 Kinesin light chain 4 GTEPRPSSSNMKRAASLNYLNQPSAAPLQVSUID5834 1

Q15751 HERC1 S 1521 0,00914265 3 ___2 0,999994 2,02E-16 141,84 141,84 141,84 0,11964 67523000 Probable E3 ubiquitin-protein ligase HERC1 RLIKSRSESDLSQPESDEEGYALSGRRNVDLUID11071 2;3

Q5UIP0 RIF1 S 1688 0,00903413 2 ___1 0,999997 6,62E-41 202,96 178,61 77,776 -0,060958 224670000 Telomere-associated protein RIF1 NLRTRNAIKRLHKRDSFDNCSLGESSKIGISUID3283 1;2

P98175 RBM10 S 738 0,00891703 3 ___3 0,99837 1,02E-14 136,01 136,01 65,275 0,44813 307310000 RNA-binding protein 10 SPPRGLVAAYSGESDSEEEQERGGPEREEKLUID18253 2;3

P98175 RBM10 Y 732 0,00891703 2 ___3 0,974271 1,02E-14 136,01 136,01 136,01 -0,34936 210220000 RNA-binding protein 10 ASDDRPSPPRGLVAAYSGESDSEEEQERGGPUID24234 2;3

P98175 RBM10 S 736 0,00891703 3 ___3 0,943993 1,22E-09 68,074 61,779 65,275 0,44813 86973000 RNA-binding protein 10 RPSPPRGLVAAYSGESDSEEEQERGGPEREEUID18252 2;3

P98175 RBM10 S 733 0,00891703 3 ___3 0,708679 5,92E-09 130,4 130,4 41,084 -0,42758 75906000 RNA-binding protein 10 SDDRPSPPRGLVAAYSGESDSEEEQERGGPEUID18251 2;3

Q86VM9 ZC3H18 S 842 0,00890708 3 ___1 0,967857 8,79E-05 63,337 63,337 63,337 0,090094 53088000 Zinc finger CCCH domain-containing protein 18 KGSRKRYEPSDKDRQSPPPAKRPNTSPDRGSUID3913 1

P18754 RCC1 S 11 0,00885414 2 ___1 1 2,56E-06 118,31 84,421 72,2 0,56007 648550000 Regulator of chromosome condensation _____MSPKRIAKRRSPPADAIPKSKKVKVSUID1089 1

P49790 NUP153 S 529 0,00859051 2 ___1 0,996276 0,0423126 52,482 36,601 52,482 -0,16671 25375000 Nuclear pore complex protein Nup153 MTSPSSTGSPMFKFSSPIVKSTEANVLPPSSUID1728 1

Q9Y5S9 RBM8A S 42 0,00848693 2 ___1 0,995772 0,00556397 66,056 56,815 66,056 -0,026534 7174200 RNA-binding protein 8A KLKEKAKKRKGRGFGSEEGSRARMREDYDSVUID6787 1

Q9BRD0 BUD13 S 197 0,00844235 3 ___3 1 1,19E-06 91,093 86,933 62,891 0,15815 138130000 BUD13 homolog HDSSDTSPPRRARHDSPDPSPPRRPQHNSSGUID21421 2;3

Q9BRD0 BUD13 S 201 0,00844235 3 ___3 1 1,19E-06 91,093 86,933 62,891 0,15815 138130000 BUD13 homolog DTSPPRRARHDSPDPSPPRRPQHNSSGASPRUID21422 2;3

O14526 FCHO1 S 585 0,00834347 2 ___1 0,600641 0,0005273 40,844 34,872 40,844 -0,47871 3369100 F-BAR domain only protein 1 SCPLTRSNGDLSRSLSPSPLGSSAASTALERUID139 1

Q9NWZ8 GEMIN8 S 126 0,00824663 3 ___2 0,98621 1,54E-28 100,36 95,554 100,36 0,38128 21345000 Gem-associated protein 8 KEDQALSKEEEMETESDAEVECDLSNMEITEUID14016 2

Q9NWZ8 GEMIN8 T 124 0,00824663 3 ___2 0,98621 1,54E-28 100,36 95,554 100,36 0,38128 21345000 Gem-associated protein 8 STKEDQALSKEEEMETESDAEVECDLSNMEIUID15941 2

P51116 FXR2 S 603 0,00805594 3 ___2 0,999999 5,05E-13 130,83 130,83 130,83 0,11161 531870000 Fragile X mental retardation syndrome-related protein 2SRRRRNRGNRTDGSISGDRQPVTVADYISRAUID9899 2

O14639 ABLIM1 S 431 0,00804003 2 ___2 0,997919 2,20E-05 117 117 117 0,59076 143750000 Actin-binding LIM protein 1 DKQERQSLGESPRTLSPTPSAEGYQDVRDRMUID8256 1;2

Q9BXP5 SRRT S 67 0,00792419 3 ___2 1 1,92E-05 95,311 70,492 90,654 -0,070964 386890000 Serrate RNA effector molecule homolog RGEYRDYDRNRRERFSPPRHELSPPQKRMRRUID13453 1;2

Q9BXP5 SRRT S 74 0,00792419 3 ___2 1 1,92E-05 90,654 81,4 60,436 0,0048588 362560000 Serrate RNA effector molecule homolog DRNRRERFSPPRHELSPPQKRMRRDWDEHSSUID13454 1;2

Q9Y6I3 EPN1 S 435 0,00788983 2 ___1 1 0,00028824 85,288 72,673 85,288 -0,21234 8040700 Epsin-1 SAGELELLAGEVPARSPGAFDMSGVRGSLAEUID6829 1

Q13263 TRIM28 S 757 0,00776951 2 ___1 0,794947 8,27E-06 75,376 75,376 75,376 -0,29362 6831200 Transcription intermediary factor 1-beta LIRARLQEKLSPPYSSPQEFAQDVGRMFKQFUID2438 1

Q86W56 PARG S 137 0,00776951 2 ___1 0,63216 6,03E-05 61,222 55,679 40,493 0,19942 6210400 Poly(ADP-ribose) glycohydrolase NVEKLENVSQLSLDKSPTEKSTQYLNQHQTAUID3933 1

Q9UJD0 RIMS3 S 295 0,00763978 2 ___2 0,995319 1,25E-53 207,39 192,52 207,39 -0,65177 122720000 Regulating synaptic membrane exocytosis protein 3 SSVADSTLGSLTRRLSQSSLESATSPSCS__UID14311 1;2

Q9P2R6 RERE S 594 0,00762276 3 ___2 0,999932 8,52E-07 71,651 71,651 71,651 0,070057 93264000 Arginine-glutamic acid dipeptide repeats protein GSMSTLRSGRKKQPASPDGRTSPINEDIRSSUID14185 2

Q9P2R6 RERE T 599 0,00762276 3 ___2 0,61026 8,52E-07 71,651 71,651 71,651 0,070057 110870000 Arginine-glutamic acid dipeptide repeats protein LRSGRKKQPASPDGRTSPINEDIRSSGRNSPUID15960 1;2

Q9NYF8 BCLAF1 S 512 0,00758372 3 ___1 1 2,61E-09 144,1 126,38 105,31 -0,043882 137900000 Bcl-2-associated transcription factor 1 PEQVKSEKLKDLFDYSPPLHKNLDAREKSTFUID5956 1

Q5SW79 CEP170 S 354 0,00748509 2 ___2 0,836971 2,78E-07 124,29 124,29 124,29 -1,0931 113240000 Centrosomal protein of 170 kDa QNNPPQMLWERTEEDSKSIKSDVPVYLKRLKUID11315 2

Q13085 ACACA S 80 0,00748216 2 ___1 0,999753 0,00018158 107,11 86,243 107,11 0,52702 203550000 Acetyl-CoA carboxylase 1;Biotin carboxylase SSLQDGLALHIRSSMSGLHLVKQGRDRKKIDUID2387 1

A6NHR9 SMCHD1 S 1709 0,00747878 2 ___1 0,865376 0,00202592 70,488 70,488 70,488 0,43858 6508500 Structural maintenance of chromosomes flexible hinge domain-containing protein 1RKLSEQEELKKKPRRSCTLPNYTKGSGDVLGUID33 1

Q9H6Z4 RANBP3 S 126 0,00747702 2 ___1 0,963639 3,63E-20 141 128,43 141 0,24876 31684000 Ran-binding protein 3 EDGNYCPPVKRERTSSLTQFPPSQSEERSSGUID5642 1

O00193 SMAP S 17 0,00746589 2 ___2 0,989403 4,85E-202 303,34 303,34 301,97 -0,31898 2043800000 Small acidic protein SAARESHPHGVKRSASPDDDLGSSNWEAADLUID8168 1;2

O00193 SMAP S 15 0,00746589 3 ___2 0,92457 1,30E-153 279,58 279,58 53,679 -0,16293 147030000 Small acidic protein _MSAARESHPHGVKRSASPDDDLGSSNWEAAUID8167 1;2

P42684 ABL2 S 631 0,00739635 2 ___1 0,998517 3,09E-05 114,7 88,263 114,7 -0,14771 39586000 Abelson tyrosine-protein kinase 2 ASSGSPALPRKQRDKSPSSLLEDAKETCFTRUID1503 1

Q9ULL5 PRR12 S 1568 0,00722265 3 ___2 1 6,35E-18 131,3 131,3 131,3 0,073121 81155000 Proline-rich protein 12 ETAAVCGETDEEAGESGGEGIFRERDEFVIRUID14419 2

Q9ULL5 PRR12 T 1561 0,00722265 3 ___2 0,999846 6,35E-18 131,3 131,3 131,3 0,073121 81155000 Proline-rich protein 12 LHLAKKQETAAVCGETDEEAGESGGEGIFREUID15988 2

Q5T200 ZC3H13 S 380 0,00720905 2 ___3 0,738462 5,23E-10 140,3 140,3 140,3 0,069631 80404000 Zinc finger CCCH domain-containing protein 13 PPLRRSASPYPSHSLSSPQRKQSPPRHRSPMUID19434 3

Q7L2J0 MEPCE S 216 0,00711308 2 ___1 0,823082 3,42E-22 169,09 169,09 169,09 -0,20103 586440000 7SK snRNA methylphosphate capping enzyme LDEEVSRTLNAETPKSSPLPAKGRDPVEILIUID3693 1;2

Q9Y2U8 LEMD3 S 144 0,00686374 2 ___1 0,999991 6,23E-54 203,99 178,33 203,99 -0,055595 65893000 Inner nuclear membrane protein Man1 PAAGSKVLLGFSSDESDVEASPRDQAGGGGRUID6644 1

P51610 HCFC1 S 597 0,00647761 2 ___1 0,499966 0,00028759 65,5 65,5 65,5 -0,10112 5581900 Host cell factor 1;HCF N-terminal chain 1;HCF N-terminal chain 2;HCF N-terminal chain 3;HCF N-terminal chain 4;HCF N-terminal chain 5;HCF N-terminal chain 6;HCF C-terminal chain 1;HCF C-terminal chain 2;HCF C-terminal chain 3;HCF C-terminal chain 4;HCF C-terminal chain 5;HCF C-terminal chain 6VTPGTTTLPATVKVASSPVMVSNPATRMLKTUID1818 1

Q9BVJ6 UTP14A S 445 0,00646397 2 ___1 0,991873 4,04E-28 149,22 110,42 149,14 -0,53087 37593000 U3 small nucleolar RNA-associated protein 14 homolog ALRKRSELSQDAEPAGSQETKDSGSQEVLSELUID5310 1

P22626 HNRNPA2B1 S 341 0,00633769 3 ___1 0,912275 3,13E-14 89,028 80,924 44,31 0,052033 39073000 Heterogeneous nuclear ribonucleoproteins A2/B1 NMGGPYGGGNYGPGGSGGSGGYGGRSRY___UID1176 1

Q9NTJ3 SMC4 S 22 0,00633396 3 ___3 1 3,43E-56 191,56 180,58 191,56 -0,088636 662120000 Structural maintenance of chromosomes protein 4 QPSTARRREEGPPPPSPDGASSDAEPEPPSGUID22049 2;3

Q9NTJ3 SMC4 S 27 0,00633396 3 ___3 0,999972 9,77E-101 231,44 231,44 96,219 -0,032357 475570000 Structural maintenance of chromosomes protein 4 RRREEGPPPPSPDGASSDAEPEPPSGRTESPUID22050 1;2;3

Q9NTJ3 SMC4 S 28 0,00633396 3 ___3 0,99975 6,16E-101 236,27 236,27 96,219 -0,032357 1545400000 Structural maintenance of chromosomes protein 4 RREEGPPPPSPDGASSDAEPEPPSGRTESPAUID22051 1;2;3

Q9UPT9 USP22 S 237 0,00601966 2 ___1 1 0,00815489 89,355 66,863 89,355 0,42743 33361000 Ubiquitin carboxyl-terminal hydrolase 22 CEMSSLFQEFYSGHRSPHIPYKLLHLVWTHAUID6424 1

Q9NQ55 PPAN T 233 0,0057592 3 ___2 0,70064 2,18E-14 67,064 67,064 67,064 -0,038125 33957000 Suppressor of SWI4 1 homolog FPNMSRLQDISELLATGAGLSESEAEPDGDHUID15924 2

Q9NQ55 PPAN S 240 0,0057592 4 ___2 0,634239 3,04E-14 67,064 67,064 61,558 -0,049071 33957000 Suppressor of SWI4 1 homolog QDISELLATGAGLSESEAEPDGDHNITELPQUID13847 2

Q9NQ55 PPAN S 238 0,0057592 4 ___2 0,634223 2,18E-14 67,064 67,064 61,558 -0,049071 33957000 Suppressor of SWI4 1 homolog RLQDISELLATGAGLSESEAEPDGDHNITELUID13846 2

P41252 IARS S 1047 0,00566769 2 ___1 0,980699 8,95E-05 104,17 104,17 87,498 -0,15904 53621000 Isoleucine--tRNA ligase, cytoplasmic FIFTTIKAPLKPYPVSPSDKVLIQEKTQLKGUID1477 1

Q14157 UBAP2L S 609 0,00546718 2 ___2 0,99619 1,13E-07 122,34 122,34 107,97 0,10511 1343100000 Ubiquitin-associated protein 2-like QRSTQTRRYPSSISSSPQKDLTQAKNGFSSVUID10755 1;2

Q13111 CHAF1A S 206 0,00519047 2 ___1 1 0,00094325 86,189 81,203 86,189 0,071971 86129000 Chromatin assembly factor 1 subunit A GGAGRRGDSQECSPRSCPELTSGPRMCPRKEUID2393 1

O75152 ZC3H11A T 762 0,00504059 2 ___2 0,761814 3,23E-06 106,92 88,133 106,92 1,1568 41090000 Zinc finger CCCH domain-containing protein 11A SSQMSMKTRRLSSASTGKPPLSVEDDFEKLIUID15043 2

O75152 ZC3H11A S 759 0,00504059 2 ___2 0,541199 3,23E-06 106,92 88,133 106,92 1,1568 41090000 Zinc finger CCCH domain-containing protein 11A GPSSSQMSMKTRRLSSASTGKPPLSVEDDFEUID8602 2

Q12830 BPTF S 1231 0,00497752 2 ___1 0,966401 0,00679239 53,569 35,301 53,569 0,1197 17851000 Nucleosome-remodeling factor subunit BPTF GIGKTSTNSSKNLSESPVITKAKEGCQSDSMUID2286 1

P30307 CDC25C S 216 0,00494377 3 ___1 0,997854 0,0009326 56,482 46,382 56,482 0,038101 10535000 M-phase inducer phosphatase 3 DQEAKVSRSGLYRSPSMPENLNRPRLKQVEKUID1303 1

Q9H6R7 C2orf44 S 468 0,0048968 2 ___1 0,919801 0,0230014 45,28 27,844 45,28 1,227 4039600 WD repeat and coiled-coil-containing protein C2orf44 APLNKANRKKLIESLSPDFCHQNKGLLLTVNUID5623

P17029 ZKSCAN1 S 13 0,0048968 2 ___1 0,726966 0,00047837 66,485 53,14 66,485 -0,49495 21228000 Zinc finger protein with KRAB and SCAN domains 1 ___MMTAESREATGLSPQAAQEKDGIVIVKVUID1039 1

Q7Z7F0 KIAA0907 Y 567 0,0048968 3 ___2 0,644512 9,89E-09 70,091 70,091 70,091 -0,021726 64278000 UPF0469 protein KIAA0907 AKKMKTTEKGFGLVAYAADSSDEEEEHGGHKUID16164 2

Q9UKJ3 GPATCH8 S 1033 0,00488196 2 ___2 1 0,00179835 83,883 83,883 83,883 0,19587 114070000 G patch domain-containing protein 8 RHSGRRDFIRSKIYRSQSPHYFRSGRGEGPGUID14357 2

Q9UKJ3 GPATCH8 S 1035 0,00488196 2 ___2 1 0,00090636 107,69 93,02 83,883 0,19587 341860000 G patch domain-containing protein 8 SGRRDFIRSKIYRSQSPHYFRSGRGEGPGKKUID14358 1;2

P46821 MAP1B S 1793 0,00484717 2 ___1 0,82779 8,24E-07 110,77 104,74 104,88 0,29698 150040000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1LSPKSDISPLTPRESSPLYSPTFSDSTSAVKUID1609 1;2

Q9NZ63 C9orf78 S 17 0,00475011 3 ___2 1 8,44E-45 197,28 197,28 123,64 -0,14606 553550000 Uncharacterized protein C9orf78 PVVRKIFRRRRGDSESEEDEQDSEEVRLKLEUID14100 2

Q14004 CDK13 S 395 0,00448649 2 ___2 0,99633 0,00073323 85,522 67,254 40,475 0,58641 138930000 Cyclin-dependent kinase 13 GDVSPSPYSSSSWRRSRSPYSPVLRRSGKSRUID10710 2;3

Q14004 CDK13 S 397 0,00448649 2 ___2 0,992129 0,00027412 101,93 83,183 56,087 0,33675 138930000 Cyclin-dependent kinase 13 VSPSPYSSSSWRRSRSPYSPVLRRSGKSRSRUID10711 2;3

P05388 RPLP0;RPLP0P6 S 307 0,00446666 3 ___1 1 2,56E-08 100,21 90,925 55,526 -0,17798 2072600000 60S acidic ribosomal protein P0;60S acidic ribosomal protein P0-likeAAAPAKVEAKEESEESDEDMGFGLFD_____UID824 1;2

P37275 ZEB1 S 322 0,00446549 3 ___2 0,67814 1,71E-09 71,085 66,817 71,085 -0,64196 13721000 Zinc finger E-box-binding homeobox 1 KTSQCSSPSLSASPGSPTRPQIRQKIENKPLUID9504 2

P37275 ZEB1 S 312 0,00446549 3 ___2 0,500608 1,71E-09 71,085 66,817 71,085 -0,64196 13721000 Zinc finger E-box-binding homeobox 1 PVNGRPRTGLKTSQCSSPSLSASPGSPTRPQUID9501 2

Q16539 MAPK14 Y 182 0,00441189 3 ___1 0,999885 6,70E-40 202,68 181,23 126,34 0,10565 119840000 Mitogen-activated protein kinase 14 LDFGLARHTDDEMTGYVATRWYRAPEIMLNWUID8058 1;2

Q9H1A4 ANAPC1 S 355 0,0038938 3 ___2 0,999999 3,83E-05 67,251 67,251 65,887 -0,037505 16092000 Anaphase-promoting complex subunit 1 RSPSISNMAALSRAHSPALGVHSFSGVQRFNUID13590 2

Q9H1A4 ANAPC1 S 362 0,0038938 3 ___2 0,963304 3,83E-05 67,251 67,251 67,251 0,052784 16092000 Anaphase-promoting complex subunit 1 MAALSRAHSPALGVHSFSGVQRFNISSHNQSUID13591 2

Q96CJ1 EAF2 S 154 0,00388999 3 ___3 0,999711 6,08E-08 90,097 90,097 90,097 -0,12326 87902000 ELL-associated factor 2 NLVKHSPSEDKMSPASPIDDIERELKAEASLUID20996 1;2;3

Q96CJ1 EAF2 S 151 0,00388999 3 ___3 0,951391 2,97E-05 48,337 48,337 43,15 0,14918 22706000 ELL-associated factor 2 RTPNLVKHSPSEDKMSPASPIDDIERELKAEUID20995 3

Q9BQ52 ELAC2 S 212 0,00361667 4 ___3 0,918378 2,04E-15 116,57 116,57 50,029 0,058528 239480000 Zinc phosphodiesterase ELAC protein 2 WQSPERPLSRLSPERSSDSESNENEPHLPHGUID21401 3;4

Q9BQ52 ELAC2 S 213 0,00361667 4 ___3 0,918378 6,06E-11 76,049 67,448 50,029 0,058528 239480000 Zinc phosphodiesterase ELAC protein 2 QSPERPLSRLSPERSSDSESNENEPHLPHGVUID21402 3;4

P25205 MCM3 T 722 0,00345774 2 ___3 1 4,17E-45 188,86 184,62 188,86 -0,53135 978300000 DNA replication licensing factor MCM3 PYDFSDTEEEMPQVHTPKTADSQETKESQKVUID23277 2;3

P25205 MCM3 S 711 0,00345774 3 ___3 0,988148 5,44E-28 159,47 159,47 136,3 -0,28605 1557400000 DNA replication licensing factor MCM3 QPDAKDGDSYDPYDFSDTEEEMPQVHTPKTAUID17419 1;2;3

P25205 MCM3 T 713 0,00345774 3 ___3 0,936712 1,80E-07 65,038 59,134 62,833 0,058818 121990000 DNA replication licensing factor MCM3 DAKDGDSYDPYDFSDTEEEMPQVHTPKTADSUID23276 2;3

P38432 COIL S 271 0,00334506 2 ___1 0,816228 1,20E-33 196,84 176,41 196,84 0,017929 132430000 Coilin SISDGPSKVTLEARNSSEKLPTELSKEEPSTUID1432 1

O95365 ZBTB7A S 337 0,00295558 3 ___1 0,973456 1,23E-14 85 85 85 0,082227 63156000 Zinc finger and BTB domain-containing protein 7A QMMSSVGRAGAAAGDSDEESRADDKGVMDYYUID712 1

P46779 RPL28 S 115 0,00288247 2 ___1 1 0,0215864 63,184 12,711 63,184 -0,36771 5949300 60S ribosomal protein L28 NKYRPDLRMAAIRRASAILRSQKPVMVKRKRUID1592 1

Q9UHB6 LIMA1 S 374 0,00288247 2 ___1 0,653864 0,00310027 54,823 45,235 54,823 0,82757 39461000 LIM domain and actin-binding protein 1 KPLSPDSRASSLSESSPPKAMKKFQAPARETUID6160 1

Q8TBF4 ZCRB1 S 216 0,00259443 2 ___2 1 0,00012716 78,903 73,345 78,903 -0,21311 5545100 Zinc finger CCHC-type and RNA-binding motif-containing protein 1PRIKKSTYFSDEEELSD______________UID12523 2

P51948 MNAT1 S 279 0,00259443 3 ___1 0,992469 8,39E-06 53,278 47,01 53,278 -0,21944 4662300 CDK-activating kinase assembly factor MAT1 EMLGRLGYLNHVRAASPQDLAGGYTSSLACHUID1828 1

Q9NQC3 RTN4 S 184 0,00256765 2 ___2 0,899488 1,60E-17 127,64 127,64 65,521 0,29922 99669000 Reticulon-4 PPSTPAAPKRRGSSGSVDETLFALPAASEPVUID13854 2

Q9Y4E1 FAM21C S 539 0,00245056 2 ___1 0,992037 1,70E-09 74,364 65,077 74,364 0,121 11455000 WASH complex subunit FAM21C NLKPSSETKTQKGLFSDEEDSEDLFSSQSASUID6725 1

Q00059 TFAM S 193 0,00235973 3 ___1 0,841265 1,55E-05 82,707 82,707 82,707 0,41998 114400000 Transcription factor A, mitochondrial PQEKLKTVKENWKNLSDSEKELYIQHAKEDEUID2063 1

O14976 GAK S 817 0,00216244 3 ___2 0,527909 2,91E-06 48,07 45,932 48,07 0,45123 28382000 Cyclin-G-associated kinase EAETGAENASSKESESALMEDRDESEVSDEGUID8301 2

P60468 SEC61B S 49 0,00211967 2 ___1 0,980586 0,00018475 88,596 84,18 88,596 0,20894 13142000 Protein transport protein Sec61 subunit beta RKNASCGTRSAGRTTSAGTGGMWRFYTEDSPUID1943 1

Q8WW12 PCNP S 108 0,00201835 3 ___1 0,633639 1,47E-05 49,188 49,188 48,118 -0,13756 24319000 PEST proteolytic signal-containing nuclear protein SKPKETVPTLAPKTLSVAAAFNEDEDSEPEEUID4525 1

O14647 CHD2 S 242 0,00201835 4 ___2 0,54225 1,01E-09 59,496 59,496 59,496 -0,17588 15253000 Chromodomain-helicase-DNA-binding protein 2 AKNVSYKEDDDFETDSDDLIEMTGEGVDEQQUID8269 2

O14647 CHD2 T 240 0,00201835 4 ___2 0,54225 1,01E-09 59,496 59,496 59,496 -0,17588 15253000 Chromodomain-helicase-DNA-binding protein 2 RAAKNVSYKEDDDFETDSDDLIEMTGEGVDEUID15012 2

O14647 CHD2 T 249 0,00201835 4 ___2 0,54225 1,01E-09 59,496 59,496 59,496 -0,17588 15253000 Chromodomain-helicase-DNA-binding protein 2 EDDDFETDSDDLIEMTGEGVDEQQDNSETIEUID15013 2

Q02241 KIF23 S 867 0,00185223 2 ___1 0,999768 6,75E-06 87,287 74,656 87,287 -0,059732 50372000 Kinesin-like protein KIF23 LAKCEKYMLTHQELASDGEIETKLIKGDIYKUID2130 1

Q9Y2V2 CARHSP1 S 52 0,00179863 2 ___1 0,999992 4,75E-11 162,25 48,841 153,73 0,0099356 1355400000 Calcium-regulated heat stable protein 1 NVVPSPLPTRRTRTFSATVRASQGPVYKGVCUID6650 1

Q6PKG0 LARP1 S 766 0,00175313 2 ___2 0,999003 4,19E-30 188,12 188,12 188,12 -0,067829 1185900000 La-related protein 1 ANKLFGAPEPSTIARSLPTTVPESPNYRNTRUID11656 1;2

Q02880 TOP2B S 1400 0,00160419 3 ___2 0,999335 4,32E-25 131,16 131,16 115,36 0,27566 650240000 DNA topoisomerase 2-beta DDDDNNDLEELKVKASPITNDGEDEFVPSDGUID10231 2;3

Q9UQ35 SRRM2 S 2032 0,00157702 2 ___1 1 0,00058709 108,47 34,585 47,559 0,083758 6542700000 Serine/arginine repetitive matrix protein 2 RSRSRTPPAIRRRSRSRTPLLPRKRSRSRSPUID6538 1;2;3

P46821 MAP1B S 614 0,00146021 2 ___1 0,999863 1,24E-07 119,23 119,23 86,488 0,015238 165280000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1KPSVTEKEVPSKEEPSPVKAEVAEKQATDVKUID1611 1

Q92890 UFD1L S 299 0,00124425 2 ___1 0,998484 5,68E-05 91,914 84,37 91,914 -0,054721 5661900 Ubiquitin fusion degradation protein 1 homolog DEAGGRFVAFSGEGQSLRKKGRKP_______UID4718 1

Q86TI0 TBC1D1 S 237 0,0011889 2 ___1 0,999993 0,00092585 128,36 86,913 128,36 -0,13739 179950000 TBC1 domain family member 1 TGSQEPVRRPMRKSFSQPGLRSLAFRKELQDUID3864 1

Q6VN20 RANBP10 Y 362 0,00115371 2 ___2 0,80835 8,99E-05 82,55 63,819 82,55 -0,12064 14983000 Ran-binding protein 10 EVRSLSSRSPKSQDSYPGSPSLSPRHGPSSSUID16159 2

P46776 RPL27A S 68 0,00104193 2 ___1 1 3,20E-06 124,12 124,12 124,12 -0,022291 26079000 60S ribosomal protein L27a FGKVGMKHYHLKRNQSFCPTVNLDKLWTLVSUID1591 1

P85037 FOXK1 S 257 0,00100953 3 ___3 0,945941 1,87E-07 62,393 55,929 49,312 -0,3607 21923000 Forkhead box protein K1 PSPTGTISVPNSCPASPRGAGSSSYRFVQNVUID18248 3

Q70Z53 FRA10AC1 S 283 0,00100953 3 ___3 0,941864 1,23E-10 111,04 111,04 48,18 -0,24562 86140000 Protein FRA10AC1 KKSEDSLLRNSDEEESASESELWKGPLPETDUID19838 2;3

Q70Z53 FRA10AC1 S 278 0,00100953 3 ___3 0,903516 1,23E-10 111,04 111,04 111,04 -0,34143 86140000 Protein FRA10AC1 GHSSSKKSEDSLLRNSDEEESASESELWKGPUID19837 2;3

Q70Z53 FRA10AC1 S 285 0,00100953 3 ___3 0,794563 2,53E-05 48,18 48,18 48,18 -0,24562 16063000 Protein FRA10AC1 SEDSLLRNSDEEESASESELWKGPLPETDEKUID19839 3

O60271 SPAG9 S 732 0,00100953 3 ___1 0,635124 4,37E-09 128,01 128,01 109,85 0,090065 96605000 C-Jun-amino-terminal kinase-interacting protein 4 AGLDTEGSKQRSASQSSLDKLDQELKEQQKEUID377 1;2

Q96E09 FAM122A T 63 0,000865329 2 ___1 0,724561 0,00290566 106,58 85,496 106,58 0,13215 25438000 Protein FAM122A SPVFQAEAPSARRNSTTFPSRHGLLLPASPVUID7709 1

Q96B23 C18orf25 S 66 0,000860265 3 ___1 0,940444 8,14E-26 166,57 166,57 166,57 -0,024087 197560000 Uncharacterized protein C18orf25 VISSMPCLLMELRRDSSESQLASTESDKPTTUID4765 1;2

P24928 POLR2A S 1917 0,000851958 2 ___2 0,81615 4,50E-05 77,068 63,278 77,068 0,35998 44495000 DNA-directed RNA polymerase II subunit RPB1 YTPTSPKYSPTSPTYSPTSPKYSPTSPTYSPUID9309 2

Q8TAD8 SNIP1 S 52 0,000694564 3 ___2 0,980085 1,18E-06 98,507 82,388 60,635 -0,026809 370420000 Smad nuclear-interacting protein 1 EVAPPAHRRPDHSGGSPSPPTSEPARSGHRGUID12489 1;2;3

Q8TAD8 SNIP1 S 54 0,000694564 3 ___2 0,971698 1,19E-06 98,507 82,388 64,954 -0,17247 325190000 Smad nuclear-interacting protein 1 APPAHRRPDHSGGSPSPPTSEPARSGHRGNRUID12490 2;3

Q7Z6Z7 HUWE1 S 2362 0,000607938 2 ___2 0,999995 3,30E-05 84,753 74,23 84,753 0,48135 24888000 E3 ubiquitin-protein ligase HUWE1 ELEDLIDELLERDGGSGNSTIIVSRSGEDESUID11938 1;2

Q7Z6Z7 HUWE1 S 2365 0,000607938 2 ___2 0,862867 3,30E-05 84,753 74,23 84,753 0,48135 18321000 E3 ubiquitin-protein ligase HUWE1 DLIDELLERDGGSGNSTIIVSRSGEDESQEDUID11939 2

O95674 CDS2 S 33 0,000576886 4 ___1 0,825374 8,91E-22 106,41 101,03 90,698 -0,0010774 190380000 Phosphatidate cytidylyltransferase 2 DKESESEAKVDGETASDSESRAESAPLPVSAUID746 1;2

Q9Y2W1 THRAP3 S 698 0,000473471 4 ___1 1 4,79E-09 136,38 136,38 65,716 -0,057585 254110000 Thyroid hormone receptor-associated protein 3 PSTFRKHGLAHDEMKSPREPGYKAEGKYKDDUID6659 1

P62136 PPP1CA S 2 0,000467505 2 ___1 0,823425 3,51E-05 96,591 90,62 46,318 0,4468 8296600 Serine/threonine-protein phosphatase PP1-alpha catalytic subunit______________MSDSEKLNLDSIIGRLLUID1969 1

Q9H2P0 ADNP S 953 0,000432815 2 ___1 1 2,80E-07 99,441 99,441 71,241 0,44907 44566000 Activity-dependent neuroprotector homeobox protein TIHLTEEPTKLMHNASDSEVDQDDVVEWKDGUID5518 1;2

Q8NFC6 BOD1L1 S 3019 0,000432815 2 ___1 0,929652 0,036409 41,892 24,599 41,892 -0,12097 11319000 Biorientation of chromosomes in cell division protein 1-like 1RSTTRSEAQRSKTQLSPSIKRKREVSPPGARUID4358 1

Q8TB45 DEPTOR S 244 0,000412367 3 ___1 0,998887 8,59E-28 147,12 124,91 125,73 -0,30315 35370000 DEP domain-containing mTOR-interacting protein ELLNEKSPSSQETHDSPFCLRKQSHDNRKSTUID4408 1

Q8IXT5 RBM12B S 575 0,000347351 3 ___1 1 2,22E-09 89,866 89,866 88,133 -0,11113 56120000 RNA-binding protein 12B HSSEDFRFPPEDFRHSPEDFRRPREEDFRRPUID4091 1;2

Q8TEH3 DENND1A S 523 0,000312248 2 ___2 0,998433 2,65E-05 88,282 77,012 63,894 0,17392 49997000 DENN domain-containing protein 1A PKSNIAVEGRRTSVPSPEQPQPYRTLRESDSUID12558 2

Q86U86 PBRM1 S 14 0,000288558 3 ___2 0,815982 3,99E-18 131,19 131,19 131,19 0,17887 81656000 Protein polybromo-1 __MGSKRRRATSPSSSVSGDFDDGHHSVSTPUID11981 2

Q9NTJ3 SMC4 S 28 0,000264652 3 ___2 0,99975 6,16E-101 236,27 236,27 96,219 -0,032357 1545400000 Structural maintenance of chromosomes protein 4 RREEGPPPPSPDGASSDAEPEPPSGRTESPAUID13954 1;2;3

Q9BZE4 GTPBP4 S 468 0,000199161 2 ___2 0,836526 2,10E-10 92,935 85,896 47,397 0,8973 76030000 Nucleolar GTP-binding protein 1 LEKEEELRTAAGEYDSVSESEDEEMLEIRQLUID13487 2;3

P28715 ERCC5 S 341 0,000144286 3 ___2 0,999758 5,04E-05 97,69 89,439 46,982 0,004997 74241000 DNA repair protein complementing XP-G cells CEKLKTEKEPDATPPSPRTLLAMQAALLGSSUID9373 1;2

P28715 ERCC5 T 338 0,000144286 3 ___2 0,864561 0,00056844 46,982 37,925 46,982 0,004997 24391000 DNA repair protein complementing XP-G cells SSPCEKLKTEKEPDATPPSPRTLLAMQAALLUID15187 2

Q9BUT9 FAM195A S 82 0,000134505 3 ___1 0,814149 5,57E-15 105,92 102,93 105,92 0,027804 18084000 Protein FAM195A VFNRVNGRRAPSTSPSFEGTQETYTVAHEENUID5296 1

Q9H9C1 VIPAS39 S 121 3,21E-05 3 ___1 0,968072 5,21E-07 95,835 85,019 95,835 0,070777 31949000 Spermatogenesis-defective protein 39 homolog TYSLSSFFRGRTRPGSFQSLSDALSDTPAKSUID5684 1;2

Q14151 SAFB2 S 194 -2,57E-05 2 ___1 0,715457 2,37E-09 144,47 116,73 144,47 0,2519 19598000 Scaffold attachment factor B2 EHAVDGEGFKNTLETSSLNFKVTPDIEESLLUID2634 1

P46821 MAP1B T 1949 -6,90E-05 2 ___1 1 0,00061618 99,566 88,469 97,45 0,56306 27075000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1EDGDYSYEIIEKTTRTPEEGGYSYDISEKTTUID7159 1

Q8TAQ2 SMARCC2 S 302 -0,000129853 3 ___2 0,998404 2,56E-05 104,09 91,169 85,507 0,28329 76155000 SWI/SNF complex subunit SMARCC2 DRRDKKGGNYKKRKRSPSPSPTPEAKKKNAKUID12500 2

Q9BTE3 MCMBP S 298 -0,000251612 2 ___1 0,999846 0,0036849 52,693 52,693 52,693 -0,27876 6903200 Mini-chromosome maintenance complex-binding proteinDPMECTDTAEEQRVHSPPASLVPRIHVILAQUID5273 1

Q5JSH3 WDR44 S 342 -0,000450723 3 ___1 0,548497 1,43E-07 80,83 72,471 74,062 -0,11941 15825000 WD repeat-containing protein 44 GQTVAGEVMGPQRPRSNSGRELTDEEILASVUID3164 1

O00629 KPNA4 S 60 -0,000573934 2 ___1 1 1,17E-09 133,78 128,7 133,78 -0,43965 174620000 Importin subunit alpha-3 LLKRRNVPHEDICEDSDIDGDYRVQNTSLEAUID116 1

Q9Y2U8 LEMD3 S 261 -0,000642246 2 ___2 0,79421 1,97E-08 102,78 99,06 102,78 0,70452 22305000 Inner nuclear membrane protein Man1 GSRLVPYSCRENYSDSEEEDDDDVASSRQVLUID14739 2

Q9Y2U8 LEMD3 S 259 -0,000642246 2 ___2 0,700861 1,97E-08 100,22 96,506 100,22 0,62115 22305000 Inner nuclear membrane protein Man1 VNGSRLVPYSCRENYSDSEEEDDDDVASSRQUID14738 2

Q9Y2U8 LEMD3 Y 258 -0,000642246 2 ___2 0,640272 5,33E-06 102,78 99,06 102,78 0,70452 22305000 Inner nuclear membrane protein Man1 TVNGSRLVPYSCRENYSDSEEEDDDDVASSRUID16193 2

O43432 EIF4G3 S 232 -0,000817368 2 ___1 0,999721 0,00386866 101,25 33,975 91,069 0,025701 24997000 Eukaryotic translation initiation factor 4 gamma 3 KQEEKPKPDPVLKSPSPVLRLVLSGEKKEQEUID309 1

Q8TAD8 SNIP1 S 394 -0,00093804 3 ___1 0,499995 2,37E-19 90,323 90,323 90,323 0,26198 29756000 Smad nuclear-interacting protein 1 IDRKDDEDEEEEEEVSDS_____________UID4388 1

Q8TAD8 SNIP1 S 396 -0,00093804 3 ___1 0,499995 2,37E-19 90,323 90,323 90,323 0,26198 29756000 Smad nuclear-interacting protein 1 RKDDEDEEEEEEVSDS_______________UID4389 1

Q13286 CLN3 S 12 -0,000997808 3 ___2 0,999999 3,14E-05 68,42 59,246 68,42 0,025246 45615000 Battenin ____MGGCAGSRRRFSDSEGEETVPEPRLPLUID10549 2

Q13286 CLN3 S 14 -0,000997808 3 ___2 0,999995 3,14E-05 68,42 59,246 68,42 0,025246 45615000 Battenin __MGGCAGSRRRFSDSEGEETVPEPRLPLLDUID10550 2

P51946 CCNH T 315 -0,00101251 2 ___1 1 3,09E-08 105,17 95,982 105,17 -0,089822 101440000 Cyclin-H DDYVSKKSKHEEEEWTDDDLVESL_______UID7199 1



P22059 OSBP T 377 -0,00131343 3 ___3 0,832197 2,07E-08 78,758 78,758 78,758 0,28506 230050000 Oxysterol-binding protein 1 APEIITMPENLGHKRTGSNISGASSDISLDEUID23265 1;2;3

Q96T23 RSF1 Y 1281 -0,00177561 3 ___3 0,802735 1,51E-06 67,809 60,236 46,839 0,13972 85988000 Remodeling and spacing factor 1 ESKRSVRKRGRSTDEYSEADEEEEEEEGKPSUID24272 2;3

Q9NR09 BIRC6 S 480 -0,00188407 3 ___1 0,995913 6,25E-07 89,946 81,127 89,946 -0,12945 42161000 Baculoviral IAP repeat-containing protein 6 DIPKLEGDSDDLLEDSDSEEHSRSDSVTGHTUID5786 1

Q96JM3 CHAMP1 S 476 -0,00246631 1 ___1 1 0,00200048 99,815 73,706 83,647 0,10754 185300000 Chromosome alignment-maintaining phosphoprotein 1ASLDFPESQKSSRGGSPDLWKSSFFIEPQKPUID4933 1

Q15061 WDR43 S 431 -0,00271481 2 ___1 0,999999 0,00050741 75,589 55,069 75,589 0,096286 15149000 WD repeat-containing protein 43 KPAPPQTEQVESKRKSGGNEVSIEERLGAMDUID2877 1

Q86YP4 GATAD2A S 100 -0,00271491 3 ___3 1 1,83E-18 148,69 143,48 142,23 0,16772 652510000 Transcriptional repressor p66-alpha MRTSHSDMKSERRPPSPDVIVLSDNEQPSSPUID20176 2;3

Q86YP4 GATAD2A S 107 -0,00271491 3 ___3 1 2,32E-13 142,23 136,07 126,8 -0,20286 504920000 Transcriptional repressor p66-alpha MKSERRPPSPDVIVLSDNEQPSSPRVNGLTTUID20177 2;3

Q13813 SPTAN1 S 1217 -0,00276413 2 ___1 1 0,00037391 123,79 55,135 45,992 -0,30925 77369000 Spectrin alpha chain, non-erythrocytic 1 VATFNSIKELNERWRSLQQLAEERSQLLGSAUID2598 1

Q9H0E3 SAP130 S 875 -0,00286679 2 ___1 0,999232 0,011195 55,98 31,993 44,543 -0,29063 11578000 Histone deacetylase complex subunit SAP130 KSTAKSLLVKAEKRKSPPKEYIDEEGVRYVPUID5475 1

P98175 RBM10 S 718 -0,00335093 3 ___1 0,937944 5,13E-06 111,52 79,271 109 0,035601 88767000 RNA-binding protein 10 LAERQHTSMDLPKLASDDRPSPPRGLVAAYSUID2061 1

Q76FK4 NOL8 T 381 -0,00337097 3 ___2 0,999957 1,37E-06 92,336 92,336 92,336 -0,36753 120450000 Nucleolar protein 8 DDDIMRNDREYDSGDTDEIIAMKKNVAKVKNUID15631 2

Q76FK4 NOL8 S 378 -0,00337097 3 ___2 0,999074 1,37E-06 92,336 92,336 71,527 -0,18814 120450000 Nucleolar protein 8 HDSDDDIMRNDREYDSGDTDEIIAMKKNVAKUID11759 2

P05388 RPLP0;RPLP0P6 S 304 -0,00341098 3 ___1 1 2,56E-08 104,61 99,895 55,526 -0,17798 1991700000 60S acidic ribosomal protein P0;60S acidic ribosomal protein P0-likePAAAAAPAKVEAKEESEESDEDMGFGLFD__UID823 1;2

Q8TEH3 DENND1A S 592 -0,00345176 2 ___1 1 1,24E-05 106,29 63,009 106,29 -0,17248 82412000 DENN domain-containing protein 1A NLDMEAALQPLGQAKSLEDLRAPKDLREQPGUID4462 1

Q7Z401 DENND4A S 1587 -0,0034666 2 ___1 0,878337 4,69E-05 87,618 77,665 87,618 -0,2356 55377000 C-myc promoter-binding protein SKTAMSKCPIFPMARSISTSGPLDKEDTGRQUID3756 1

Q9HCK8 CHD8 S 2046 -0,00348383 2 ___1 0,999587 4,42E-05 93,096 74,286 93,096 -0,11847 51916000 Chromodomain-helicase-DNA-binding protein 8 VARSRPTPQDYEMRVSPSDTTPLVSRSVPPVUID5728 1

Q7L2J0 MEPCE S 152 -0,00357342 2 ___1 1 1,48E-16 161,75 161,75 142,4 0,045288 182220000 7SK snRNA methylphosphate capping enzyme QPHRPPGGGGGKRRNSCNVGGGGGGFKHPAFUID3692 1

Q9H307 PNN T 441 -0,00365461 2 ___1 0,561466 0,00013819 73,707 61,422 73,707 -0,098642 7614800 Pinin EPEMEFEIEPDKECKTLSPGKENVSALDMEKUID7791 1

O75475 PSIP1 S 273 -0,00395765 2 ___2 0,770979 1,45E-34 177,67 177,67 176,51 -0,024971 507770000 PC4 and SFRS1-interacting protein ESKRKNLAKTGVTSTSDSEEEGDDQEGEKKRUID8659 2

O60927 PPP1R11 S 73 -0,00400496 3 ___3 1 3,05E-27 149,44 149,44 149,44 -0,34005 91965000 Protein phosphatase 1 regulatory subunit 11 SKCCCIYEKPRAFGESSTESDEEEEEGCGHTUID16664 3;4

O60927 PPP1R11 S 74 -0,00400496 3 ___3 1 3,05E-27 149,44 149,44 149,44 -0,34005 91965000 Protein phosphatase 1 regulatory subunit 11 KCCCIYEKPRAFGESSTESDEEEEEGCGHTHUID16665 2;3;4

O60927 PPP1R11 T 75 -0,00400496 3 ___3 1 3,05E-27 149,44 149,44 149,44 -0,34005 91965000 Protein phosphatase 1 regulatory subunit 11 CCCIYEKPRAFGESSTESDEEEEEGCGHTHCUID23137 3;4

Q9HCK8 CHD8 S 1995 -0,00430112 3 ___1 0,984038 2,06E-05 98,676 83,047 75,97 -0,22407 34947000 Chromodomain-helicase-DNA-binding protein 8 CSTPLLHQQYTSRTASPLPLRPDAPVEKSPEUID5727 1

Q9BUR4 WRAP53 S 90 -0,00431717 3 ___2 0,993057 6,55E-07 81,197 70,775 81,197 0,33273 32766000 Telomerase Cajal body protein 1 LSTPLETEFGSPSELSPRIEEQELSENTSLPUID13390 1;2

Q9BUR4 WRAP53 S 85 -0,00431717 3 ___2 0,956113 6,55E-07 81,197 70,775 81,197 0,33273 19994000 Telomerase Cajal body protein 1 GDPVSLSTPLETEFGSPSELSPRIEEQELSEUID13389 2

Q14157 UBAP2L S 604 -0,00442139 2 ___2 0,531249 1,21E-05 74,987 50,045 74,987 0,10413 69404000 Ubiquitin-associated protein 2-like GPLYEQRSTQTRRYPSSISSSPQKDLTQAKNUID10751 2

Q5UIP0 RIF1 S 2161 -0,00452145 3 ___1 0,933875 5,16E-11 101,92 90,71 76,889 0,16092 71272000 Telomere-associated protein RIF1 QKLRELDPSLVSANDSPSGMQTRCVWSPLASUID3288 1

Q15648 MED1 T 1440 -0,00459143 2 ___1 0,758703 0,0007924 74,987 74,987 74,987 -0,014122 21062000 Mediator of RNA polymerase II transcription subunit 1MASSKNYGSPLISGSTPKHERGSPSHSKSPAUID7403 1;2

Q8NEL9 DDHD1 S 8 -0,00501568 2 ___1 0,99905 0,00512577 45,879 34,032 45,879 0,82712 10113000 Phospholipase DDHD1 ________MNYPGRGSPRSPEHNGRGGGGGAUID4326 1

Q8TEH3 DENND1A T 519 -0,00508726 3 ___2 0,558806 0,00146697 45,608 45,608 45,608 -0,32393 18457000 DENN domain-containing protein 1A VVKRPKSNIAVEGRRTSVPSPEQPQPYRTLRUID15749 2

Q9BXP5 SRRT S 74 -0,00528415 3 ___1 1 1,92E-05 90,654 81,4 60,436 0,0048588 362560000 Serrate RNA effector molecule homolog DRNRRERFSPPRHELSPPQKRMRRDWDEHSSUID5357 1;2

Q9BU76 MMTAG2 S 220 -0,00540257 3 ___2 0,966557 5,42E-06 80,238 80,238 80,238 0,12415 747350000 Multiple myeloma tumor-associated protein 2 DKEHRRPAEATSSPTSPERPRHHHHDSDSNSUID13381 2

Q9BU76 MMTAG2 S 216 -0,00540257 3 ___2 0,508062 5,42E-06 80,238 80,238 80,238 0,12415 747350000 Multiple myeloma tumor-associated protein 2 KKKKDKEHRRPAEATSSPTSPERPRHHHHDSUID13379 2

O14757 CHEK1 S 280 -0,00541571 2 ___1 0,982153 3,56E-06 88,73 70,134 88,73 -1,7474 25520000 Serine/threonine-protein kinase Chk1 YNKPLKKGAKRPRVTSGGVSESPSGFSKHIQUID190 1

Q08J23 NSUN2 S 743 -0,00558404 3 ___1 1 1,01E-28 134,37 134,37 134,37 -0,12531 1048600000 tRNA (cytosine(34)-C(5))-methyltransferase PDNDVTEGQRAGEPNSPDAEEANSPDVTAGCUID2238 1;2

P52948 NUP98 S 608 -0,00559893 2 ___1 0,999766 8,14E-15 160,15 148,57 160,15 -0,049039 9478100 Nuclear pore complex protein Nup98-Nup96;Nuclear pore complex protein Nup98;Nuclear pore complex protein Nup96PKKSIKKLVLKNLNNSNLFSPVNRDSENLASUID1863 1

P27816 MAP4 S 827 -0,00560737 2 ___1 0,780166 0,00122616 117,81 57,693 117,81 0,18433 137150000 Microtubule-associated protein 4 TAAAVASTGPSSRSPSTLLPKKPTAIKTEGKUID1262 1

Q5VZ89 DENND4C S 1099 -0,00572443 3 ___1 0,835705 0,00072726 43,791 43,791 43,791 -0,36982 20502000 DENN domain-containing protein 4C LTCPKTSLLHIARTHSFENVSCHLPDSRTCMUID3354 1

Q12933 TRAF2 S 11 -0,00578236 2 ___2 0,998822 3,64E-08 88,551 88,551 80,522 0,10083 19366000 TNF receptor-associated factor 2 _____MAAASVTPPGSLELLQPGFSKTLLGTUID10463 2

Q12933 TRAF2 T 7 -0,00578236 2 ___2 0,985536 3,64E-08 88,551 88,551 72,089 0,2599 19366000 TNF receptor-associated factor 2 _________MAAASVTPPGSLELLQPGFSKTUID15394 2

P60468 SEC61B S 17 -0,00579687 2 ___1 0,587426 4,82E-18 153,25 145,85 43,261 -1,6441 131800000 Protein transport protein Sec61 subunit beta PGPTPSGTNVGSSGRSPSKAVAARAAGSTVRUID1942 1;2

P60174 TPI1 S 58 -0,00611376 2 ___1 1 5,38E-10 142,1 142,1 142,1 0,26032 171600000 Triosephosphate isomerase KFFVGGNWKMNGRKQSLGELIGTLNAAKVPAUID1938 1

Q4G0J3 LARP7 S 300 -0,00613694 2 ___1 0,988847 1,14E-25 188,27 181,37 125,73 0,14675 266630000 La-related protein 7 SSLPEVRTGKRKRSSSEDAESLAPRSKVKKIUID3099 1;2

O60841 EIF5B S 164 -0,00640533 2 ___1 1 1,30E-06 130,15 130,15 130,15 -0,087124 65382000 Eukaryotic translation initiation factor 5B KAKGKAQKSNKKWDGSEEDEDNSKKIKERSRUID464 1

Q6Q0C0 TRAF7 S 61 -0,00653576 2 ___1 0,749319 0,00014528 76,143 65,385 76,143 0,22206 2444700 E3 ubiquitin-protein ligase TRAF7 KADGTSTYKQHCRTPSSSSTLAYSPRDEEDSUID3569 1

Q9NXR1 NDE1 S 282 -0,00676374 2 ___1 1 2,72E-14 170,52 163,04 170,52 -0,04632 31806000 Nuclear distribution protein nudE homolog 1 LESKLASCRNLVYDQSPNRTGGPASGRSSKNUID5932 1

Q8N5F7 NKAP S 149 -0,00688134 2 ___1 1 9,65E-10 140,02 140,02 118,5 0,10798 67502000 NF-kappa-B-activating protein RERIGELGAPEVWGLSPKNPEPDSDEHTPVEUID4236 1

Q9HC52 CBX8 S 311 -0,00688167 2 ___1 0,999998 3,29E-05 84,753 76,343 78,486 0,018682 63211000 Chromobox protein homolog 8 GQGALDPNGTRVRHGSGPPSSGGGLYRDMGAUID5714 1

Q9H0E3 SAP130 T 441 -0,00688886 3 ___1 0,567857 3,79E-05 91,207 85,303 69,92 0,23163 20362000 Histone deacetylase complex subunit SAP130 SNIPVAKVVPQQITHTSPRIQPDYPAERSSLUID7783 1

Q5THJ4 VPS13D S 1042 -0,00698706 3 ___1 0,99958 3,24E-10 77,51 69,798 77,51 0,27156 16241000 Vacuolar protein sorting-associated protein 13D SFDIPTGSLRDSRAQSPVSGPNVAHLTDGATUID3274 1

Q969R5 L3MBTL2 S 79 -0,00708655 2 ___1 0,851002 5,46E-09 68,567 63,489 68,567 -0,81942 3935900 Lethal(3)malignant brain tumor-like protein 2 LPTSPLHLLSPGTPRSLDGSGSEPAVCEMCGUID4747 1

Q9BT23 LIMD2 S 29 -0,00723171 2 ___1 0,999955 0,00087407 131,62 48,866 131,62 -0,25466 339340000 LIM domain-containing protein 2 HDAKGGGSSTVQRSKSFSLRAQVKETCAACQUID5261 1

O14974 PPP1R12A S 871 -0,00724411 3 ___2 0,831184 2,27E-09 62,853 62,853 62,853 -0,62794 56056000 Protein phosphatase 1 regulatory subunit 12A SFWTQDSDENEQEQQSDTEEGSNKKETQTDSUID8300 2

Q7Z309 FAM122B S 115 -0,00736894 3 ___2 0,994259 9,57E-07 125,98 125,98 66,644 -0,14503 210140000 Protein FAM122B PEKLYSPKRIDFTPVSPAPSPTRGFGKMFVSUID11832 2

Q9BTU6 PI4K2A S 462 -0,00751338 2 ___1 0,998851 7,30E-21 168,82 158,59 162,32 0,32621 149030000 Phosphatidylinositol 4-kinase type 2-alpha PPVIVETARSHQRSSSESYTQSFQSRKPFFSUID5277 1

Q7L4I2 RSRC2 S 32 -0,00753607 2 ___1 0,99999 3,11E-09 153,54 108,67 94,781 -0,069926 503920000 Arginine/serine-rich coiled-coil protein 2 SPDRDKKKEQSEVSVSPRASKHHYSRSRSRSUID3700 1;2

P50502 ST13 S 75 -0,00756371 3 ___3 1 5,19E-11 106,52 106,52 79,143 0,18351 207630000 Hsc70-interacting protein PDSKKVEEDLKADEPSSEESDLEIDKEGVIEUID17976 2;3

P50502 ST13 S 76 -0,00756371 3 ___3 1 5,19E-11 106,52 106,52 79,143 0,18351 233440000 Hsc70-interacting protein DSKKVEEDLKADEPSSEESDLEIDKEGVIEPUID17977 2;3

P50502 ST13 S 79 -0,00756371 3 ___3 1 5,19E-11 106,52 106,52 79,143 0,18351 233440000 Hsc70-interacting protein KVEEDLKADEPSSEESDLEIDKEGVIEPDTDUID17978 2;3

O95071 UBR5 S 2486 -0,00760384 3 ___1 0,962317 4,74E-08 63,085 63,085 48,694 0,19019 90595000 E3 ubiquitin-protein ligase UBR5 EKVQQENRKRHGSSRSVVDMDLDDTDDGDDNUID678 1;2

Q9Y383 LUC7L2 S 347 -0,00760607 3 ___1 1 1,30E-05 104,41 77,266 66,826 -0,10738 100830000 Putative RNA-binding protein Luc7-like 2 KRRSSKERFRDQDLASCDRDRSSRDRSPRDRUID6684 1

Q13573 SNW1 S 234 -0,00761466 2 ___2 0,760449 5,80E-06 119,85 119,85 90,379 -0,44296 207610000 SNW domain-containing protein 1 PRGPPSPPAPVMHSPSRKMTVKEQQEWKIPPUID10664 2

Q9NWQ8 PAG1 S 353 -0,00769571 2 ___1 0,994931 3,58E-14 154,47 154,47 154,47 0,10169 42363000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1ESTYTSIQGDPQRSPSSCNDLYATVKDFEKTUID5909 1

Q9Y3T9 NOC2L S 672 -0,00783912 2 ___1 1 1,30E-57 210,09 180,16 185,59 0,013877 894690000 Nucleolar complex protein 2 homolog KDEDRKQFKDLFDLNSSEEDDTEGFSERGILUID6707 1;2

Q5T200 ZC3H13 S 265 -0,00785435 2 ___2 1 1,51E-06 100,68 100,68 76,522 0,010767 439340000 Zinc finger CCCH domain-containing protein 13 NSKTNQSKKKGPRTPSPPPPIPEDIALGKKYUID11331 1;2

Q5T200 ZC3H13 T 263 -0,00785435 2 ___2 1 1,51E-06 100,68 100,68 76,522 0,010767 432620000 Zinc finger CCCH domain-containing protein 13 QRNSKTNQSKKKGPRTPSPPPPIPEDIALGKUID15556 2

Q8IY81 FTSJ3 S 335 -0,00788754 2 ___2 0,999118 8,29E-70 215,48 207,3 214,53 -0,18923 165380000 pre-rRNA processing protein FTSJ3 AKKLKEQAKALDISLSSGEEDEGDEEDSTAGUID12200 2;3

Q8IY81 FTSJ3 S 336 -0,00788754 2 ___2 0,999118 8,29E-70 215,48 207,3 214,53 -0,18923 165380000 pre-rRNA processing protein FTSJ3 KKLKEQAKALDISLSSGEEDEGDEEDSTAGTUID12201 2;3

Q7Z6I6 ARHGAP30 S 327 -0,00789081 3 ___1 0,722056 1,79E-10 66,432 66,432 59,636 0,083348 26428000 Rho GTPase-activating protein 30 DREDKSNKGTLRPAKSMDSLSAAAGASDEPEUID3835 1

P48651 PTDSS1 S 425 -0,00794222 3 ___1 0,922654 7,99E-07 65,753 62,021 65,753 0,12198 24490000 Phosphatidylserine synthase 1 GHREKTYSECEDGTYSPEISWHHRKGTKGSEUID1661 1;2

P17612 PRKACA S 339 -0,00836486 4 ___1 1 9,99E-15 83,088 79,102 83,088 0,17232 53018000 cAMP-dependent protein kinase catalytic subunit alphaDTSNFDDYEEEEIRVSINEKCGKEFSEF___UID1050 1

Q9UKY7 CDV3 S 106 -0,00852261 3 ___1 0,5 0,00013113 46,663 40,633 46,663 0,099082 14296000 Protein CDV3 homolog KEVDYSGLRVQAMQISSEKEEDDNEKRQDPGUID6305 1

Q9UKY7 CDV3 S 107 -0,00852261 3 ___1 0,5 0,00013113 46,663 40,633 46,663 0,099082 14296000 Protein CDV3 homolog EVDYSGLRVQAMQISSEKEEDDNEKRQDPGDUID6306 1

Q13625 TP53BP2 S 698 -0,00874602 2 ___1 0,981691 0,015024 46,844 15,35 46,844 -0,085496 19437000 Apoptosis-stimulating of p53 protein 2 SVQENHENERIPRPLSPTKLLPFLSNPYRNQUID2591 1

P35659 DEK S 306 -0,00876823 3 ___3 1 7,82E-06 116,87 116,87 88,09 0,037578 584960000 Protein DEK KKNQNSSKKESESEDSSDDEPLIKKLKKPPTUID17589 2;3;4

P35659 DEK S 307 -0,00876823 3 ___3 1 7,82E-06 116,87 116,87 88,09 0,037578 584960000 Protein DEK KNQNSSKKESESEDSSDDEPLIKKLKKPPTDUID17590 2;3;4

Q70CQ2 USP34 S 3358 -0,00922231 3 ___2 0,99218 1,12E-06 90,475 84,815 83,992 -0,56342 120100000 Ubiquitin carboxyl-terminal hydrolase 34 TKDDEGATPIKRRRVSSDEEHTVDSCISDMKUID11738 1;2

Q8IV63 VRK3 S 83 -0,00932098 2 ___1 0,802466 3,89E-09 73,809 61,146 73,809 -0,63852 17518000 Inactive serine/threonine-protein kinase VRK3 TVTSPRLSLFSDGDSSESEDTLSSSERSKGSUID4037 1;2

Q86TB9 PATL1 S 179 -0,00952264 2 ___1 0,87234 2,25E-05 90,725 78,365 90,725 0,18884 125600000 Protein PAT1 homolog 1 DDRDLSERALPRRSTSPIIGSPPVRAVPIGTUID3857 1;2

Q8IXJ9 ASXL1 S 501 -0,00956784 3 ___1 0,519206 6,04E-07 63,138 58,854 55,417 -0,0038143 7466200 Putative Polycomb group protein ASXL1 VASRIQAEPDNLARASASPDRIPSLPQETVDUID4081 1

P15056 BRAF S 446 -0,00975034 2 ___1 0,979806 4,97E-25 165,3 165,3 165,3 0,14784 178830000 Serine/threonine-protein kinase B-raf SSEDRNRMKTLGRRDSSDDWEIPDGQITVGQUID1001 1

P35251 RFC1 S 156 -0,0100529 2 ___1 1 0,00123296 103,01 73,339 103,01 0,15754 184160000 Replication factor C subunit 1 MKKNEENTKTKNKPLSPIKLTPTSVLDYFGTUID1362 1

O14662 STX16 S 41 -0,0102328 2 ___1 1 3,64E-05 116,84 97,443 116,84 0,17036 8906800 Syntaxin-16 EQVSSHITSSPLHSRSIAAELDELADDRMALUID176 1

Q9Y2V2 CARHSP1 S 41 -0,0102953 2 ___1 0,99989 6,63E-09 119,14 119,14 110,74 0,081222 1300000000 Calcium-regulated heat stable protein 1 SRERSPSPLRGNVVPSPLPTRRTRTFSATVRUID6647 1;3

Q92685 ALG3 S 11 -0,0104686 2 ___1 0,581063 0,00052206 74,78 67,877 74,78 -0,01566 150100000 Dol-P-Man:Man(5)GlcNAc(2)-PP-Dol alpha-1,3-mannosyltransferase_____MAAGLRKRGRSGSAAQAEGLCKQWLQUID4687 1

Q92530 PSMF1 S 153 -0,0105412 3 ___1 0,853133 7,18E-05 58,997 58,997 58,997 0,18306 14615000 Proteasome inhibitor PI31 subunit IITPIHEQWEKANVSSPHREFPPATAREVDPUID4593 1

Q15596 NCOA2 S 493 -0,010643 3 ___2 1 0,0266233 43,208 43,208 43,208 -0,64141 6869200 Nuclear receptor coactivator 2 NPGQPTSMLSPRHRMSPGVAGSPRIPPSQFSUID11035

Q15596 NCOA2 S 499 -0,010643 3 ___2 1 0,0266233 43,208 43,208 43,208 -0,64141 6869200 Nuclear receptor coactivator 2 SMLSPRHRMSPGVAGSPRIPPSQFSPAGSLHUID11036

A0FGR8 ESYT2 S 737 -0,010643 2 ___2 0,52921 0,00020252 54,7 42,392 54,7 0,82676 8513300 Extended synaptotagmin-2 PPEAGPQGLHDLGRSSSSLLASPGHISVKEPUID8107 2

A0FGR8 ESYT2 S 736 -0,010643 2 ___2 0,529207 0,00020252 54,7 42,392 54,7 0,82676 8513300 Extended synaptotagmin-2 QPPEAGPQGLHDLGRSSSSLLASPGHISVKEUID8106 2

Q9UQ35 SRRM2 S 1320 -0,0106976 3 ___2 0,999999 2,85E-18 157,73 149,54 157,73 -0,20351 773840000 Serine/arginine repetitive matrix protein 2 WGGPHFSPEHKELSNSPLRENSFGSPLEFRNUID14548 1;2;3

Q9UKV3 ACIN1 S 895 -0,0107011 4 ___1 0,527928 2,78E-19 86,544 81,589 86,544 -0,24787 52379000 Apoptotic chromatin condensation inducer in the nucleusPLAGQEAVVDLHADDSRISEDETERNGDDGTUID6294 1

P46821 MAP1B S 1276 -0,0107302 2 ___2 0,999955 0,0091607 62,378 49,359 62,378 0,44814 2596400 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1PSPPSPLEKTPLGERSVNFSLTPNEIKVSAEUID9724

P46821 MAP1B T 1282 -0,0107302 2 ___2 0,963914 0,0091607 62,378 49,359 62,378 0,44814 2596400 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1LEKTPLGERSVNFSLTPNEIKVSAEAEVAPVUID15251

Q8IYB3 SRRM1 S 429 -0,0107689 2 ___2 1 0,00183977 83,652 52,055 83,456 0,25372 891790000 Serine/arginine repetitive matrix protein 1 SPTPQQSNRTRKSRVSVSPGRTSGKVTKHKGUID12227 2

Q14157 UBAP2L S 607 -0,0107883 2 ___2 0,603949 1,23E-05 68,413 68,413 56,087 0,41996 36355000 Ubiquitin-associated protein 2-like YEQRSTQTRRYPSSISSSPQKDLTQAKNGFSUID10753 2

Q8N163 CCAR2 S 675 -0,010842 2 ___3 0,99993 2,25E-15 112,75 108,22 82,34 -0,3406 219860000 Cell cycle and apoptosis regulator protein 2 EEEFAGAKLEDSEVRSVASNQSEMEFSSLQDUID20385 2;3

Q8N163 CCAR2 S 678 -0,010842 2 ___3 0,999919 2,25E-15 117,67 112,39 71,607 0,84815 295110000 Cell cycle and apoptosis regulator protein 2 FAGAKLEDSEVRSVASNQSEMEFSSLQDMPKUID20386 1;2;3

Q8N163 CCAR2 S 681 -0,010842 2 ___3 0,999919 2,25E-15 117,67 112,39 71,607 0,84815 192360000 Cell cycle and apoptosis regulator protein 2 AKLEDSEVRSVASNQSEMEFSSLQDMPKELDUID20387 2;3

O60293 ZFC3H1 S 1303 -0,0111428 3 ___2 0,985463 1,35E-07 69,361 69,361 57,798 -0,6882 98638000 Zinc finger C3H1 domain-containing protein WKPKFWRKPISDNSFSSDEEQSTGPIKYAFQUID8481 1;2

O60293 ZFC3H1 S 1304 -0,0111428 3 ___2 0,985463 1,35E-07 69,361 69,361 57,798 -0,6882 94503000 Zinc finger C3H1 domain-containing protein KPKFWRKPISDNSFSSDEEQSTGPIKYAFQPUID8482 2

P42167 TMPO T 160 -0,0112027 2 ___1 0,965165 5,39E-30 181,58 181,58 181,58 0,068448 935470000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinKLLKLREQGTESRSSTPLPTISSSAENTRQNUID7132 1;2;3

A6NC98 CCDC88B S 597 -0,0112535 2 ___2 0,88035 7,04E-06 66,779 52,205 66,779 -0,33718 4645700 Coiled-coil domain-containing protein 88B PVETQESPEKAGRRSSLQSPASVAPPQGPGTUID8126 2

P56749 CLDN12 S 228 -0,0113443 3 ___1 0,499999 9,47E-06 68,49 68,49 68,49 -0,16991 7717500 Claudin-12 HPPSMHTYSQPYSARSRLSAIEIDIPVVSHTUID1926 1

P56749 CLDN12 S 231 -0,0113443 3 ___1 0,499999 9,47E-06 68,49 68,49 68,49 -0,16991 7717500 Claudin-12 SMHTYSQPYSARSRLSAIEIDIPVVSHTT__UID1927 1

Q4KMP7 TBC1D10B S 678 -0,0113933 2 ___1 1 4,96E-06 122,55 114,06 122,55 -0,13855 109870000 TBC1 domain family member 10B PGLKSRGSRAAGGAPSPPPPVRRASAGPAPGUID3102 1

Q13233 MAP3K1 S 1018 -0,0114425 2 ___1 0,980364 0,00055365 71,153 49,482 71,153 0,39262 18910000 Mitogen-activated protein kinase kinase kinase 1 KHRLQGFIPCRIPSASPQTQRKFSLQFHRNCUID2415 1

Q96JG6 CCDC132 S 561 -0,0115242 2 ___2 0,943902 1,62E-05 79,633 65,669 79,633 -0,27869 74030000 Coiled-coil domain-containing protein 132 SDEQEKSAYQEYDSDSDVPEELKRDYVDEQTUID13014 2

Q96JG6 CCDC132 S 559 -0,0115242 2 ___2 0,845027 1,62E-05 79,633 65,669 63,337 0,10159 88446000 Coiled-coil domain-containing protein 132 YESDEQEKSAYQEYDSDSDVPEELKRDYVDEUID13013 1;2

O43353 RIPK2 S 531 -0,0115699 2 ___1 0,999978 7,58E-21 182,93 160,97 182,93 -0,10505 26690000 Receptor-interacting serine/threonine-protein kinase 2GLQPYPEILVVSRSPSLNLLQNKSM______UID296 1

Q96G74 OTUD5 T 507 -0,0116607 2 ___1 0,56703 0,00078473 67,846 63,709 67,846 0,13232 6462700 OTU domain-containing protein 5 APGTSSQFSAGADRATSPLVSLYPALECRALUID7716 1

Q8WUI4 HDAC7 S 487 -0,0116719 3 ___1 0,575305 3,69E-07 64,035 64,035 64,035 0,11014 60091000 Histone deacetylase 7 PLAQGGHRPLSRAQSSPAAPASLSAPEPASQUID4505 1

Q14687 GSE1 S 857 -0,0116973 2 ___1 0,999908 6,14E-05 88,561 74,752 63,29 0,41804 16462000 Genetic suppressor element 1 RLALSTRYSPDEMNNSPNFEEKKKFLTIFNLUID2762 1

Q9NUL3 STAU2 S 486 -0,0118061 2 ___1 0,511401 5,80E-05 70,47 64,625 52,527 0,50895 9615700 Double-stranded RNA-binding protein Staufen homolog 2NGTSSTAEAIGLKGSSPTPPCSPVQPSKQLEUID5868 1

Q9Y217 MTMR6 S 611 -0,0118207 2 ___1 0,999719 0,00063563 54,898 54,898 54,898 -0,39133 3002800 Myotubularin-related protein 6 SEYAEEFSKSEPAVVSLEYGVARMTC_____UID6593 1

Q9UKV3 ACIN1 S 216 -0,0118532 3 ___1 1 7,76E-238 332,37 332,37 247 0,43206 399180000 Apoptotic chromatin condensation inducer in the nucleusHSPRKSSSISEEKGDSDDEKPRKGERRSSRVUID6298 1;2

Q15648 MED1 T 1440 -0,0118643 2 ___2 0,758703 0,0007924 74,987 74,987 74,987 -0,014122 21062000 Mediator of RNA polymerase II transcription subunit 1MASSKNYGSPLISGSTPKHERGSPSHSKSPAUID15500 1;2

P62995 TRA2B S 14 -0,011937 2 ___2 1 1,22E-29 176,89 176,04 176,89 0,14653 216000000 Transformer-2 protein homolog beta __MSDSGEQNYGERESRSASRSGSAHGSGKSUID10087 1;2

P62995 TRA2B S 2 -0,011937 2 ___2 0,96391 1,34E-24 157,74 157,74 153,98 -0,14858 165450000 Transformer-2 protein homolog beta ______________MSDSGEQNYGERESRSAUID10086 1;2

Q07021 C1QBP S 201 -0,0120262 3 ___1 0,99938 6,51E-15 95,878 90,825 94,75 -0,41698 42414000 Complement component 1 Q subcomponent-binding protein, mitochondrialCHYPEDEVGQEDEAESDIFSIREVSFQSTGEUID2210 1

Q9BQA1 WDR77 T 5 -0,0120743 3 ___1 1 2,85E-05 122,46 111,7 52,862 0,20663 46993000 Methylosome protein 50 ___________MRKETPPPLVPPAAREWNLPUID7753 1

Q6ICG6 KIAA0930 S 324 -0,0120971 4 ___1 0,988558 8,19E-15 90,858 83,827 90,858 -0,24989 44534000 Uncharacterized protein KIAA0930 RKVPRNRIAEMKKSHSANDSEEFFREDDGGAUID3447 1

Q14966 ZNF638 S 605 -0,0121843 3 ___1 1 0,00054698 43,184 43,184 43,184 0,39801 5473500 Zinc finger protein 638 EFNKQKHLEAADKGHSPAQKPKTSSGTKPSVUID2802 1

Q9H6E5 TUT1 S 6 -0,0123005 2 ___1 0,995564 0,00049518 72,958 61,468 63,091 -0,20741 20488000 Speckle targeted PIP5K1A-regulated poly(A) polymerase__________MAAVDSDVESLPRGGFRCCLCUID5607 1

Q8WYQ5 DGCR8 S 377 -0,01249 3 ___2 0,990412 5,44E-10 87,659 77,518 87,659 -0,1308 80054000 Microprocessor complex subunit DGCR8 EEREQSSDLTPSGDVSPVKPLSRSAELEFPLUID12679 1;2

Q8WYQ5 DGCR8 S 367 -0,01249 3 ___2 0,608151 0,00011856 45,611 45,611 45,611 -0,48796 9300800 Microprocessor complex subunit DGCR8 CLHYKKMKDNEEREQSSDLTPSGDVSPVKPLUID12678 2

Q9Y3T9 NOC2L S 49 -0,012519 3 ___1 1 1,29E-07 128,09 119,78 128,09 0,41783 138490000 Nucleolar complex protein 2 homolog NSPQAETREAREAARSPDKPGGSPSASRRKGUID6709 1;2

Q96QE3 ATAD5 S 1116 -0,012543 3 ___2 0,961775 0,00014644 41,908 38,51 41,908 -0,52627 27596000 ATPase family AAA domain-containing protein 5 EKHEDFSGGIDFKGSSDDEEESRLCNTVLITUID13118 2

Q96QE3 ATAD5 S 1115 -0,012543 3 ___2 0,961203 0,00014644 41,908 38,51 40,81 -0,41679 27596000 ATPase family AAA domain-containing protein 5 DEKHEDFSGGIDFKGSSDDEEESRLCNTVLIUID13117 2

Q8N3F8 MICALL1 S 484 -0,0125482 2 ___2 1 8,06E-05 76,759 66,473 76,759 0,084693 18799000 MICAL-like protein 1 TSSPKTKKRPAPRAPSASPLALHASRLSHSEUID12317 2

Q8N3F8 MICALL1 S 486 -0,0125482 2 ___2 0,999997 8,06E-05 76,759 66,473 76,759 0,084693 23408000 MICAL-like protein 1 SPKTKKRPAPRAPSASPLALHASRLSHSEPPUID12318 1;2

P18858 LIG1 S 66 -0,012621 3 ___1 1 9,79E-102 251 251 100,85 -0,34906 435180000 DNA ligase 1 SPVKRPGRKAARVLGSEGEEEDEALSPAKGQUID1096 1;2

Q5VWN6 FAM208B S 444 -0,0128303 2 ___1 0,999997 0,00881715 66,27 45,57 64,04 0,13533 185670000 Protein FAM208B VPVPTNAKRARKQEKSPVKTVPRAKPPVKKSUID3342 1

Q9UJD0 RIMS3 S 297 -0,0128576 2 ___2 0,873691 2,19E-05 97,45 93,207 71,344 -0,5222 43848000 Regulating synaptic membrane exocytosis protein 3 VADSTLGSLTRRLSQSSLESATSPSCS____UID14312 2

P13639 EEF2 S 502 -0,0128987 2 ___1 0,999983 0,00495896 85,731 71,064 85,731 -0,1855 6692500 Elongation factor 2 TFEHAHNMRVMKFSVSPVVRVAVEAKNPADLUID976 1

Q13501 SQSTM1 S 332 -0,0130021 3 ___1 0,998494 2,90E-29 141,12 136,86 99,34 -0,27502 276690000 Sequestosome-1 ESEGRPEEQMESDNCSGGDDDWTHLSSKEVDUID2533 1;2

Q96ST3 SIN3A S 940 -0,0130648 2 ___1 0,999503 5,77E-06 117,2 117,2 117,2 -0,58301 11604000 Paired amphipathic helix protein Sin3a EWEREVLGIKRDKSDSPAIQLRLKEPMDVDVUID5082 1

Q9BTC0 DIDO1 S 1456 -0,0130948 3 ___1 0,999999 2,04E-14 99,987 99,987 99,987 0,10463 257800000 Death-inducer obliterator 1 VDDLPNRMCADVRRNSVERPAEPVAGAATPSUID5266 1

P57737 CORO7 S 21 -0,0131108 2 ___1 0,999835 0,00082588 97,734 26,385 97,734 -0,32741 17546000 Coronin-7 VSKFRHTEARPPRRESWISDIRAGTAPSCRNUID1930 1

O94913 PCF11 S 705 -0,0132222 3 ___1 1 0,00044534 51,147 30,208 48,053 0,035979 32688000 Pre-mRNA cleavage complex 2 protein Pcf11 RQLFQYQEGVREEQRSPFNDRFPLKRPRYEDUID655 1

Q13188 STK3 S 316 -0,0135083 3 ___1 0,999971 1,92E-10 80,382 75,028 80,382 -0,45533 44371000 Serine/threonine-protein kinase 3;Serine/threonine-protein kinase 3 36kDa subunit;Serine/threonine-protein kinase 3 20kDa subunitRHEEQQRELEEEEENSDEDELDSHTMVKTSVUID2411 1

Q86XP3 DDX42 S 96 -0,0136988 3 ___1 0,789626 8,13E-29 102,48 100,44 47,795 -0,26145 290570000 ATP-dependent RNA helicase DDX42 EDSSNVDLPYIPAENSPTRQQFHSKPVDSDSUID3970 1

O75475 PSIP1 T 272 -0,0137528 2 ___2 0,770979 1,51E-38 182,7 182,02 176,51 -0,024971 227930000 PC4 and SFRS1-interacting protein VESKRKNLAKTGVTSTSDSEEEGDDQEGEKKUID15050 2

Q96QR8 PURB S 304 -0,0138457 2 ___1 0,999908 3,70E-17 123,63 108,01 112,82 -0,0099235 55059000 Transcriptional activator protein Pur-beta KLYERRGGGSGGGEESEGEEVDED_______UID5034 1

P67809 YBX1 S 176 -0,0139313 4 ___1 0,660267 9,49E-13 99,838 94,178 99,838 -2,563 83341000 Nuclease-sensitive element-binding protein 1 NYQNSESGEKNEGSESAPEGQAQQRRPYRRRUID1999 1

Q96T37 RBM15 S 656 -0,0140116 2 ___1 1 2,60E-09 137,8 126,32 63,662 -0,28483 129980000 Putative RNA-binding protein 15 KRRLPEESGGRHLDRSPESDRPRKRHCAPSPUID5099 1;2

P42167 TMPO S 378 -0,0141767 2 ___1 1 0,00211065 48,659 44,196 43,991 0,50199 13307000 Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinCRRPIKGAAGRPLELSDFRMEESFSSKYVPKUID1489 1

Q86U06 RBM23 S 142 -0,0142286 2 ___2 0,994794 0,00825861 47,559 39,027 47,559 -0,24429 16800000 Probable RNA-binding protein 23 RSPPLATGYRYGHSKSPHFREKSPVREPVDNUID11976 2

Q9Y5J1 UTP18 S 121 -0,0143101 2 ___1 1 4,95E-42 195,46 195,46 164,99 -0,53054 865590000 U3 small nucleolar RNA-associated protein 18 homologLLRRLRGPRVQEHEDSGDSEVENEAKGNFPPUID6773 1;2

Q13541 EIF4EBP1 T 70 -0,0143154 2 ___1 0,999721 5,17E-31 119,06 112,4 116,79 0,058985 1612900000 Eukaryotic translation initiation factor 4E-binding protein 1DRKFLMECRNSPVTKTPPRDLPTIPGVTSPSUID7334 1;2

Q8WUX9 CHMP7 S 417 -0,0144069 2 ___1 1 3,20E-06 124,12 110,53 124,12 0,10952 32258000 Charged multivesicular body protein 7 PRNRHFTNSVPNPRISDAELEAELEKLSLSEUID4511 1

Q13610 PWP1 S 50 -0,0144455 2 ___2 1 5,52E-35 165,75 154,14 165,75 -0,39845 624270000 Periodic tryptophan protein 1 homolog LIAEAKEKLQEEGGGSDEEETGSPSEDGMQSUID10679 1;2

Q13610 PWP1 S 57 -0,0144455 3 ___2 0,992103 5,25E-22 136,79 132,21 135,23 -0,35643 113330000 Periodic tryptophan protein 1 homolog KLQEEGGGSDEEETGSPSEDGMQSARTQARPUID10680 2

P33241 LSP1 S 177 -0,0145871 2 ___3 1 1,48E-153 274,6 274,6 195,43 -0,73006 978370000 Lymphocyte-specific protein 1 EEQEEHQKCQQPRTPSPLVLEGTIEQSSPPLUID17533 1;2;3

Q4V328 GRIPAP1 S 690 -0,014689 3 ___2 0,516174 1,93E-05 42,454 42,454 42,454 0,41262 7183300 GRIP1-associated protein 1 ILREKESSAVPARSLSSSPQAQPPRPAELSDUID11206 2

Q4V328 GRIPAP1 S 691 -0,014689 3 ___2 0,500898 3,80E-15 84,942 84,942 42,454 0,41262 7183300 GRIP1-associated protein 1 LREKESSAVPARSLSSSPQAQPPRPAELSDEUID11207 2

Q9Y3E7 CHMP3 S 200 -0,0147968 3 ___1 0,990091 1,38E-10 64,914 60,057 64,914 -0,39197 61686000 Charged multivesicular body protein 3 TDALPEPEPPGAMAASEDEEEEEEALEAMQSUID6695 1

Q6P4R8 NFRKB S 1291 -0,0151458 2 ___1 0,995627 4,79E-05 84,759 77,114 84,759 -0,28905 9974800 Nuclear factor related to kappa-B-binding protein GSSKAVSTVVVTTAPSPKQAPEQQ_______UID3519 1

O60762 DPM1 S 9 -0,0151623 2 ___1 0,990865 1,17E-05 130,56 130,56 129,74 -0,055731 245920000 Dolichol-phosphate mannosyltransferase subunit 1 _______MASLEVSRSPRRSRRELEVRSPRQUID443 1

Q9UGU0 TCF20 S 966 -0,0153475 3 ___1 0,999848 2,49E-12 78,588 78,588 78,588 0,22584 23629000 Transcription factor 20 CHPPSIKHESYRGNASPGAATHDSLSDYGPQUID6144 1

Q96C19 EFHD2 S 11 -0,0153605 2 ___1 0,927559 1,25E-05 103,44 79,69 83,226 0,086734 9828500 EF-hand domain-containing protein D2 _____MATDELATKLSRRLQMEGEGGGETPEUID4791 1

Q9UFC0 LRWD1 S 259 -0,0154508 3 ___2 0,998653 1,20E-14 80,98 80,98 66,828 -0,49092 182930000 Leucine-rich repeat and WD repeat-containing protein 1PSKRACASPSAQVEGSPVAGSDGSQPAVKLEUID14233 1;2

O60271 SPAG9 S 730 -0,0155714 3 ___1 0,995997 6,08E-22 166,64 138,73 109,85 0,090065 582140000 C-Jun-amino-terminal kinase-interacting protein 4 DVAGLDTEGSKQRSASQSSLDKLDQELKEQQUID376 1;2

P38432 COIL S 272 -0,0156044 3 ___1 0,600535 1,77E-32 169,04 131,36 93,804 0,06441 130430000 Coilin ISDGPSKVTLEARNSSEKLPTELSKEEPSTKUID1433 1

P31943 HNRNPH1;HNRNPH2S 104 -0,0156386 2 ___1 1 2,23E-53 204,13 172 202,63 0,023702 1837900000 Heterogeneous nuclear ribonucleoprotein H;Heterogeneous nuclear ribonucleoprotein H, N-terminally processed;Heterogeneous nuclear ribonucleoprotein H2NNVEMDWVLKHTGPNSPDTANDGFVRLRGLPUID1321 1

Q92610 ZNF592 S 691 -0,0156537 3 ___1 0,832418 3,03E-10 89,197 89,197 89,197 0,23303 8456300 Zinc finger protein 592 APSSSPKHGLTSGSASPPPPALPLYPDPVRLUID4648 1

Q9H1K1 ISCU S 29 -0,0157177 2 ___1 1 0,0109641 82,279 28,122 71,379 0,16456 41681000 Iron-sulfur cluster assembly enzyme ISCU, mitochondrialSALLLRSPRLPARELSAPARLYHKKVVDHYEUID5512 1

Q16204 CCDC6 S 240 -0,0157183 2 ___2 1 5,67E-05 96,247 85,147 96,247 0,22329 149090000 Coiled-coil domain-containing protein 6 EAEKRILQEKLDQPVSAPPSPRDISMEIDSPUID11081 2

Q16204 CCDC6 S 244 -0,0157183 2 ___2 1 5,15E-05 96,247 85,147 96,247 0,22329 199880000 Coiled-coil domain-containing protein 6 RILQEKLDQPVSAPPSPRDISMEIDSPENMMUID11082 1;2

Q9Y613 FHOD1 S 523 -0,0157242 2 ___1 1 0,023772 42,083 37,727 42,083 0,2354 14606000 FH1/FH2 domain-containing protein 1 QRSLAPEPKEPLIPASPKAEPIWELPTRAPRUID6796 1

Q12830 BPTF S 216 -0,0157289 3 ___1 1 1,09E-06 148,52 7,327 56,708 0,42382 78643000 Nucleosome-remodeling factor subunit BPTF SSTPGRRKPRVHRPRSPILEEKDIPPLEFPKUID2287 1

C9JLW8 FAM195B S 21 -0,0157971 3 ___1 0,999087 5,36E-45 200,69 200,69 152,13 0,080453 347970000 Protein FAM195B VSRVVYNGKRTSSPRSPPSSSEIFTPAHEENUID52 1;2

P85037 FOXK1 T 422 -0,0159575 2 ___2 0,741536 0,00046675 48,883 33,618 48,883 2,1687 28027000 Forkhead box protein K1 TPFGPLSSRSAPASPTHPGLMSPRSGGLQTPUID15337 2;3



Q16513 PKN2 S 582 -0,0159868 2 ___1 0,5 3,65E-05 80,746 67,341 80,746 -0,21453 14269000 Serine/threonine-protein kinase N2 DFDLEPEPPPAPPRASSLGEIDESSELRVLDUID2991 1

P28715 ERCC5 S 526 -0,0161548 2 ___1 0,982571 0,00011592 103,39 91,862 103,39 -0,68573 40764000 DNA repair protein complementing XP-G cells SDAPGLPNGRELTPASPTCTNSVSKNETHAEUID1271 1

P16150 SPN S 355 -0,0167242 2 ___1 1 0,00026606 97,452 70,779 77,191 0,034805 35131000 Leukosialin PTLTTFFGRRKSRQGSLAMEELKSGSGPSLKUID1015 1;2

Q9NWH9 SLTM S 1014 -0,0168223 2 ___1 0,977059 4,64E-05 94,616 71,188 72,652 0,041845 5679500 SAFB-like transcription modulator SNASPINRIVQISGNSMPRGSGSGFKPFKGGUID5897 1

Q9NXC5 MIOS S 766 -0,0168934 2 ___1 0,842067 4,45E-06 123,76 123,76 108,71 -0,46732 30992000 WD repeat-containing protein mio VPHQGRGFSQYGVSGSPTKSKVTSCPGCRKPUID5926 1

O94876 TMCC1 S 382 -0,0171192 2 ___1 1 2,45E-07 95,417 68,885 95,417 0,035464 21827000 Transmembrane and coiled-coil domains protein 1 SKPREIASLIRNKFGSADNIPNLKDSLEEGQUID649 1

P55196 MLLT4 S 1083 -0,0174229 2 ___1 0,991923 0,00221005 65,179 65,179 65,179 0,20915 54273000 Afadin GLSQERAAELMTRTSSVVTLEVAKQGAIYHGUID1910 1

P30566 ADSL S 9 -0,0174388 2 ___1 0,999969 1,08E-49 203,88 203,88 203,88 0,09941 57266000 Adenylosuccinate lyase _______MAAGGDHGSPDSYRSPLASRYASPUID1307 1

Q99590 SCAF11 S 405 -0,0177384 2 ___1 0,832897 2,38E-16 143,57 135,59 143,57 0,033786 17146000 Protein SCAF11 LRSSVAAPEKSSSNDSVDEETAESDTSPVLEUID5161 1

Q9BUH6 C9orf142 S 148 -0,0179619 2 ___1 0,999996 2,52E-33 192,14 173,01 192,14 -0,1119 369090000 Protein PAXX WSLERRLAAAEETAVSPRKSPRPAGPQLFLPUID5286 1;2

O94762 RECQL5 S 815 -0,0180845 3 ___1 0,99877 7,62E-08 64,733 64,733 64,733 -0,4116 31349000 ATP-dependent DNA helicase Q5 APEKYTGEEDGAGGHSPAPPQTEECLRERPSUID622 1

Q9BYW2 SETD2 S 1228 -0,0180889 3 ___1 0,840199 0,00036548 51,695 36,303 51,695 -0,20264 2449100 Histone-lysine N-methyltransferase SETD2 PNKSWQQTTFQNRPDSRLGKTELSFSSSCEIUID5386 1

Q5T200 ZC3H13 S 325 -0,018162 2 ___2 0,998343 1,68E-10 102,03 87,055 102,03 0,095941 236060000 Zinc finger CCCH domain-containing protein 13 KRDKPRSTSPAGQHHSPISSRHHSSSSQSGSUID11326 2;3

Q96JM3 CHAMP1 S 427 -0,0181912 4 ___2 1 5,18E-08 76,777 67,613 41,047 -0,19494 831740000 Chromosome alignment-maintaining phosphoprotein 1VPPVSPELRKPGPPLSPEIRSPAGSPELRKPUID13035 1;2;3

Q9UQ35 SRRM2 S 1150 -0,0182128 3 ___1 0,570318 1,65E-09 99,092 78,429 45,611 -0,25041 19016000 Serine/arginine repetitive matrix protein 2 QSRFQSDSSSYPTVDSNSLLGQSRLETAESKUID6457 1

O14497 ARID1A S 382 -0,0182314 2 ___1 0,960985 2,03E-05 118,76 118,76 85,837 0,05315 32385000 AT-rich interactive domain-containing protein 1A SGGGGQPLARTPQPSSPMDQMGKMRPQPYGGUID130 1

Q9UQ35 SRRM2 S 908 -0,0183081 3 ___3 0,963526 0,00013419 48,641 48,641 48,641 0,27837 129960000 Serine/arginine repetitive matrix protein 2 GSSPPRVKSSTPPRQSPSRSSSPQPKVKAIIUID22759 4

Q9UQ35 SRRM2 T 903 -0,0183081 3 ___3 0,668287 0,00013419 48,641 48,641 48,641 0,27837 129960000 Serine/arginine repetitive matrix protein 2 RHSCSGSSPPRVKSSTPPRQSPSRSSSPQPKUID24139 4

Q9UQ35 SRRM2 S 910 -0,0183081 3 ___3 0,517856 0,00013419 48,641 48,641 48,641 0,27837 129960000 Serine/arginine repetitive matrix protein 2 SPPRVKSSTPPRQSPSRSSSPQPKVKAIISPUID22760 4

Q9UQ35 SRRM2 S 912 -0,0183081 3 ___3 0,517813 0,00013419 48,641 48,641 48,641 0,27837 129960000 Serine/arginine repetitive matrix protein 2 PRVKSSTPPRQSPSRSSSPQPKVKAIISPRQUID22761 4

Q6JBY9 RCSD1 S 351 -0,0183322 2 ___1 0,999927 1,03E-05 115,29 96,33 80,245 -0,48653 172570000 CapZ-interacting protein TKKLEEGAAVKETPHSPPGGVKGGDVPKQEKUID3464 1

Q14684 RRP1B S 732 -0,0183519 2 ___1 0,7917 1,09E-34 159,12 129,82 159,12 0,2221 133820000 Ribosomal RNA processing protein 1 homolog B PEQKPLHGVLKTPTSSPASSPLVAKKPLTTTUID2750 1;2

Q53EZ4 CEP55 S 428 -0,0183812 2 ___2 0,846426 5,14E-05 115,1 104 115,1 -0,031721 18999000 Centrosomal protein of 55 kDa QGETENREKVAASPKSPTAALNESLVECPKCUID11215 1;2

Q53EZ4 CEP55 S 425 -0,0183812 3 ___2 0,75919 0,00027873 48,759 41,728 48,759 -0,061007 6870700 Centrosomal protein of 55 kDa VTFQGETENREKVAASPKSPTAALNESLVECUID11216 2

P42331 ARHGAP25 S 511 -0,0185272 3 ___1 0,64953 9,50E-07 50,522 50,522 50,522 0,78896 6147200 Rho GTPase-activating protein 25 SQRTSTYDNVPSLPGSPGEEASALSSQACDSUID1493 1

P28715 ERCC5 S 341 -0,018531 3 ___1 0,999758 5,04E-05 97,69 89,439 46,982 0,004997 74241000 DNA repair protein complementing XP-G cells CEKLKTEKEPDATPPSPRTLLAMQAALLGSSUID1276 1;2

Q92614 MYO18A S 2043 -0,0186388 2 ___2 0,99247 9,25E-08 127,71 116,27 101,78 -0,59698 294240000 Unconventional myosin-XVIIIa DNTSRPRYSHSYLSDSDTEAKLTETNA____UID12761 1;2

Q96D46 NMD3 S 468 -0,0188483 2 ___2 1 2,33E-23 174,59 174,59 174,59 0,19763 198060000 60S ribosomal export protein NMD3 RKNVNIYRDSAIPVESDTDDEGAPRISLAEMUID12904 1;2

Q96D46 NMD3 T 470 -0,0188483 2 ___2 1 2,33E-23 174,59 174,59 174,59 0,19763 244380000 60S ribosomal export protein NMD3 NVNIYRDSAIPVESDTDDEGAPRISLAEMLEUID15800 1;2

Q8IYB3 SRRM1 S 694 -0,018863 2 ___2 0,947385 2,60E-09 139,78 139,78 138,42 0,44404 202260000 Serine/arginine repetitive matrix protein 1 NKRHSPSPRPRAPQTSSSPPPVRRGASSSPQUID12216 2

Q9H4L4 SENP3 S 181 -0,0189127 3 ___1 0,999991 6,25E-08 111,97 107,62 111,97 -0,21795 181550000 Sentrin-specific protease 3 NHLSPQQGGATPQVPSPCCRFDSPRGPPPPRUID5563 1;2

Q00613 HSF1 S 303 -0,0189732 3 ___2 1 0,00049868 63,037 41,786 44,047 0,039278 136450000 Heat shock factor protein 1 PLSSSPLVRVKEEPPSPPQSPRVEEASPGRPUID10164 1;2

Q00613 HSF1 S 307 -0,0189732 3 ___2 1 0,00060034 55,536 55,536 44,047 0,039278 90619000 Heat shock factor protein 1 SPLVRVKEEPPSPPQSPRVEEASPGRPSSVDUID10165 2

Q92870 APBB2 S 160 -0,0189897 2 ___1 1 6,39E-05 110,98 110,98 110,98 0,5109 7518200 Amyloid beta A4 precursor protein-binding family B member 2SSSCEILPSQPRRTKSFLNYYADLETSARELUID4715 1

Q86TI0 TBC1D1 S 235 -0,018995 2 ___1 0,895933 0,00183362 83,883 67,212 83,883 0,27165 16524000 TBC1 domain family member 1 APTGSQEPVRRPMRKSFSQPGLRSLAFRKELUID3863 1

Q66PJ3 ARL6IP4 S 332 -0,0192313 2 ___1 1 9,90E-140 278,16 256,91 278,16 0,085602 447520000 ADP-ribosylation factor-like protein 6-interacting protein 4QVEALPGPSLDQWHRSAGEEEDGPVLTDEQKUID3394 1

Q8TB72 PUM2 S 82 -0,0194969 3 ___1 1 3,83E-07 92,307 92,307 92,01 -0,038774 56462000 Pumilio homolog 2 SGQGFHGNSEVNAILSPRSESGGLGVSMVEYUID4416 1;2

Q9Y2V2 CARHSP1 T 23 -0,0195798 3 ___1 0,510837 2,82E-07 53,615 53,615 53,615 -0,54366 9604400 Calcium-regulated heat stable protein 1 PPQPPTHQASVGLLDTPRSRERSPSPLRGNVUID7967 1

P27816 MAP4 S 825 -0,0196111 2 ___1 0,811198 0,00358329 91,087 42,293 91,087 0,293 16662000 Microtubule-associated protein 4 TTTAAAVASTGPSSRSPSTLLPKKPTAIKTEUID1261 1

Q92619 HMHA1 S 578 -0,0201048 3 ___1 0,926464 1,11E-20 92,865 83,403 76,765 -0,16489 176540000 Minor histocompatibility protein HA-1;Minor histocompatibility antigen HA-1VSANAWSPVMRARKSSFNVSDVARPEAAGSPUID4673 1;2

Q7Z401 DENND4A S 1225 -0,0201232 2 ___1 0,999782 0,00144567 116,52 78,872 95,775 -0,23389 56933000 C-myc promoter-binding protein MYMNNMSSPLTSRTPSIDLQRACDDKLNKKSUID3759 1

Q53QZ3 ARHGAP15 S 212 -0,0202332 2 ___1 0,993618 1,04E-67 227,47 190,12 227,47 0,24617 162570000 Rho GTPase-activating protein 15 CPSRNLELFKIQRSSSTELLSHYDSDIKEQKUID3131 1

Q32MZ4 LRRFIP1 S 735 -0,0202381 4 ___1 0,891004 7,73E-21 96,568 88,37 96,568 -0,45998 18924000 Leucine-rich repeat flightless-interacting protein 1 SEDADRCTLPEHESPSQDISDACEAESTERCUID3056 1

Q96EV2 RBM33 S 765 -0,0202568 2 ___1 1 3,53E-05 96,82 86,533 78,324 -0,015968 153650000 RNA-binding protein 33 SRSSQGKTEVKVKPASPVAQPKEEAKTETEFUID4859 1

Q8IYB3 SRRM1 S 560 -0,0204045 2 ___2 1 0,00029388 87,485 41,576 50,149 -0,046289 514190000 Serine/arginine repetitive matrix protein 1 RRRRSPSPPPTRRRRSPSPAPPPRRRRTPTPUID12239 1;2

Q8IYB3 SRRM1 S 562 -0,0204045 2 ___2 1 0,00029388 87,485 41,576 50,149 -0,046289 514190000 Serine/arginine repetitive matrix protein 1 RRSPSPPPTRRRRSPSPAPPPRRRRTPTPPPUID12240 2

Q92733 PRCC S 157 -0,0207875 3 ___2 0,999998 1,44E-13 145,88 135,83 97,346 0,078079 2008100000 Proline-rich protein PRCC KEPVKIAAPELHKGDSDSEEDEPTKKKTILQUID12786 2

Q92733 PRCC S 159 -0,0207875 3 ___2 0,999918 1,44E-13 145,88 135,83 97,346 0,078079 2008100000 Proline-rich protein PRCC PVKIAAPELHKGDSDSEEDEPTKKKTILQGSUID12787 2

Q9UPU5 USP24 S 2561 -0,020837 2 ___1 0,993534 2,70E-08 123,03 123,03 123,03 0,77268 14664000 Ubiquitin carboxyl-terminal hydrolase 24 VSNETSTGKTFQRTISAQDTLAYATALLNEKUID6425 1

Q6IAA8 LAMTOR1 S 27 -0,0210553 2 ___1 0,92379 3,10E-05 103,34 103,34 103,34 0,021539 8470000 Ragulator complex protein LAMTOR1 SDQDREERKLLLDPSSPPTKALNGAEPNYHSUID3444 1

P51116 FXR2 T 598 -0,0211124 2 ___2 0,947115 5,05E-13 108,92 88,453 108,92 0,043774 110660000 Fragile X mental retardation syndrome-related protein 2QRRNRSRRRRNRGNRTDGSISGDRQPVTVADUID15290 2

Q9NZ63 C9orf78 S 261 -0,0213554 2 ___1 1 1,21E-83 237,4 228,7 237,4 -0,11978 792170000 Uncharacterized protein C9orf78 RPLRVGDTEKPEPERSPPNRKRPANEKATDDUID6005 1

P42694 HELZ S 1614 -0,0218523 3 ___1 0,999998 2,69E-15 112,99 112,99 92,343 -0,1108 119340000 Probable helicase with zinc finger domain PPQSRLLQYRQVQSRSPPAVPSPPSSTDHSSUID1511 1;2

Q8IWX8 CHERP S 815 -0,021995 3 ___3 0,996593 2,90E-17 123,51 123,51 114,13 0,083312 352720000 Calcium homeostasis endoplasmic reticulum protein SRSKSYSPGRRRRSRSRSPTPPSSAGLGSNSUID20257 3;4

Q8TEM1 NUP210 S 1874 -0,0220046 2 ___1 0,99998 3,06E-22 167,69 167,69 167,69 -0,072266 35135000 Nuclear pore membrane glycoprotein 210 SSPTSPNALPPARKASPPSGLWSPAYASH__UID4469 1;2

Q9UJD0 RIMS3 S 298 -0,0220827 2 ___2 0,964082 1,24E-05 115,56 115,56 115,56 -0,14947 21171000 Regulating synaptic membrane exocytosis protein 3 ADSTLGSLTRRLSQSSLESATSPSCS_____UID14313 2

O75995 SASH3 S 320 -0,0221119 4 ___2 0,670703 6,25E-10 60,181 56,633 60,181 -0,22216 33369000 SAM and SH3 domain-containing protein 3 KLLTAAELLLDYDTGSEEAEEGAESSQEPVAUID8704 2

O75995 SASH3 T 318 -0,0221119 4 ___2 0,670703 6,25E-10 60,181 56,633 60,181 -0,22216 33369000 SAM and SH3 domain-containing protein 3 RAKLLTAAELLLDYDTGSEEAEEGAESSQEPUID15066 2

Q96FS4 SIPA1 S 839 -0,0221629 2 ___1 0,992644 2,33E-09 134,76 134,76 47,037 -0,2816 91303000 Signal-induced proliferation-associated protein 1 LAEERTEFLHSQNSLSPRSSLSDEAPVLPNTUID4877 1;2

O14639 ABLIM1 S 431 -0,0222693 2 ___1 0,997919 2,20E-05 117 117 117 0,59076 143750000 Actin-binding LIM protein 1 DKQERQSLGESPRTLSPTPSAEGYQDVRDRMUID159 1;2

Q9H814 PHAX S 18 -0,0223757 3 ___2 0,64588 2,30E-13 66,98 66,98 66,98 -0,54746 32655000 Phosphorylated adapter RNA export protein LEVGDMEDGQLSDSDSDMTVAPSDRPLQLPKUID13768 2

P14618 PKM S 37 -0,0224719 2 ___1 0,999974 1,46E-07 132,79 103,49 132,79 -0,032835 38888000 Pyruvate kinase PKM MADTFLEHMCRLDIDSPPITARNTGIICTIGUID989 1

Q5VT52 RPRD2 S 374 -0,0227105 2 ___1 0,999987 2,54E-15 156,5 147,5 156,5 0,11205 63800000 Regulation of nuclear pre-mRNA domain-containing protein 2PEPVTDNRDVEDMELSDVEDDGSKIIVEDRKUID3300 1;2

Q9HB90 RRAGC S 15 -0,0230461 3 ___1 0,999387 3,15E-10 92,632 92,632 92,632 -0,2239 17500000 Ras-related GTP-binding protein C _MSLQYGAEETPLAGSYGAADSFPKDFGYGVUID5710 1

Q96JM3 CHAMP1 S 214 -0,0231618 2 ___1 0,982756 1,09E-09 104,41 104,41 104,41 0,56606 988600000 Chromosome alignment-maintaining phosphoprotein 1LAPVPSPEPQKPAPVSPESVKATLSNPKPQKUID4951 1;2

Q99741 CDC6 S 45 -0,0232012 2 ___1 0,989428 5,30E-10 145,69 131,46 145,69 -1,8855 30358000 Cell division control protein 6 homolog SDAKLEPTNVQTVTCSPRVKALPLSPRKRLGUID5189 1

Q9UQ35 SRRM2 S 783 -0,0232697 2 ___2 0,96648 0,00024673 99,539 92,388 99,539 0,021935 32914000 Serine/arginine repetitive matrix protein 2 KAKSRLSLRRSLSGSSPCPKQKSQTPPRRSRUID14599 2

Q9NPH3 IL1RAP S 556 -0,0232768 2 ___1 0,908315 5,63E-23 174,78 174,78 54,65 0,26823 81180000 Interleukin-1 receptor accessory protein QLQVAMPVKKSPRRSSSDEQGLSYSSLKNV_UID5739 1;2

Q9UNE7 STUB1 S 19 -0,023348 2 ___1 0,999999 8,17E-10 133,86 118,87 133,86 0,25239 174930000 E3 ubiquitin-protein ligase CHIP KEEKEGGARLGAGGGSPEKSPSAQELKEQGNUID6370 1;2

Q8NFH5 NUP35 S 73 -0,0234105 3 ___1 1 1,04E-06 88,133 80,029 50,055 -0,15473 61459000 Nucleoporin NUP53 SVGVMEMRSPLLAGGSPPQPVVPAHKDKSGAUID4365 1;2

Q8IYB3 SRRM1 S 696 -0,0234823 2 ___2 0,965613 3,60E-44 212,59 212,59 210,64 0,093973 1151200000 Serine/arginine repetitive matrix protein 1 RHSPSPRPRAPQTSSSPPPVRRGASSSPQRRUID12218 1;2

Q9UHY1 NRBP1 T 433 -0,0235195 2 ___1 0,999099 2,08E-06 133,32 124,86 133,32 -0,0034137 40082000 Nuclear receptor-binding protein EEVTSPVVPPSVKTPTPEPAEVETRKVVLMQUID7871 1

Q13111 CHAF1A S 65 -0,0235245 3 ___1 0,999992 8,86E-15 100,68 100,68 100,68 0,066103 91260000 Chromatin assembly factor 1 subunit A ADDMSDDQGTSVQSKSPDLEASLDTLENNCHUID2394 1

Q9NPQ8 RIC8A S 502 -0,023563 2 ___1 1 0,00739968 50,284 45,295 50,284 -0,53962 2246300 Synembryn-A FDKLSRNRVIQPMGMSPRGHLTSLQDAMCETUID5746 1

P51608 MECP2 S 229 -0,0237138 2 ___1 0,78657 0,00145332 78,513 43,817 78,513 -0,22538 13062000 Methyl-CpG-binding protein 2 EKSPGKLLVKMPFQTSPGGKAEGGGATTSTQUID1814 1

P07919 UQCRH T 63 -0,0237243 3 ___1 0,532235 1,37E-06 90,972 87,734 90,972 -0,31552 4948600 Cytochrome b-c1 complex subunit 6, mitochondrial ERLELCDERVSSRSHTEEDCTEELFDFLHARUID7018 1

O43823 AKAP8 S 339 -0,0238286 2 ___1 1 6,06E-33 148,15 142,65 148,15 -0,26836 237220000 A-kinase anchor protein 8 EGDFSENDDAAGDFRSGDEEFKGEDELCDSGUID359 1;2;3

Q92530 PSMF1 S 152 -0,0241204 3 ___1 0,547737 0,00048776 43,955 43,955 43,955 -0,27324 16309000 Proteasome inhibitor PI31 subunit GIITPIHEQWEKANVSSPHREFPPATAREVDUID4592 1

Q9BXS9 SLC26A6 S 752 -0,0242728 2 ___2 0,999995 9,10E-05 80,96 76,805 80,96 0,42264 41489000 Solute carrier family 26 member 6 DAVTFALQHPRPVPDSPVSVTRL________UID13459 1;2

Q9BXS9 SLC26A6 S 755 -0,0242728 2 ___2 0,975033 9,10E-05 80,96 76,805 80,96 0,42264 34301000 Solute carrier family 26 member 6 TFALQHPRPVPDSPVSVTRL___________UID13460 2

Q9UQE7 SMC3 S 1067 -0,0243992 2 ___1 0,999547 2,91E-29 167,73 154,96 167,73 0,28459 62542000 Structural maintenance of chromosomes protein 3 KATLVMKKGDVEGSQSQDEGEGSGESERGSGUID6583 1

O75376 NCOR1 S 1472 -0,0245447 2 ___1 1 3,42E-05 110,44 89,598 110,44 0,24988 30200000 Nuclear receptor corepressor 1 SVLRSTLHEAPKAQLSPGIYDDTSARRTPVSUID529 1

Q8TBZ3 WDR20 S 357 -0,0245706 3 ___1 0,988021 1,86E-05 85,636 85,636 56,936 -0,17382 141350000 WD repeat-containing protein 20 RDRANSTQSRLSKRNSTDSRPVSVTYRFGSVUID4427 1;2

Q9NQQ7 SLC35C2 S 335 -0,0245843 2 ___1 0,98034 3,69E-06 125,54 103,31 125,54 -0,040545 24314000 Solute carrier family 35 member C2 HSRGDGGPKALKGLGSSPDLELLLRSSQREEUID5766 1

O60292 SIPA1L3 S 1544 -0,0247012 2 ___1 0,999608 0,0178588 85,845 85,845 85,845 0,53836 11483000 Signal-induced proliferation-associated 1-like protein 3RDTGQSPQKGLQRTLSDESLCSGRREPSFASUID382

Q8N122 RPTOR S 721 -0,0250742 2 ___1 0,569353 0,00130071 94,692 47,625 94,692 0,26825 74015000 Regulatory-associated protein of mTOR TPVRDSPCTPRLRSVSSYGNIRAVATARSLNUID4182 1

Q8N6H7 ARFGAP2 S 146 -0,0250884 3 ___1 0,997441 1,11E-09 71,091 71,091 71,091 -0,14112 57986000 ADP-ribosylation factor GTPase-activating protein 2 TDLWIDNMSSAVPNHSPEKKDSDFFTEHTQPUID4253 1

Q13427 PPIG T 358 -0,0252505 2 ___1 1 0,0016734 80,245 80,245 68,846 -0,048508 1397600000 Peptidyl-prolyl cis-trans isomerase G TPSRSRSRDRFRRSETPPHWRQEMQRAQRMRUID7312 1;2

O15027 SEC16A S 1359 -0,025456 3 ___1 0,998624 7,53E-06 113,37 113,37 113,37 -0,10803 18760000 Protein transport protein Sec16A DRRSVHSEHSARSLHSAHSLASRRSSLSSHSUID228 1;2

Q15910 EZH2 T 487 -0,0255705 3 ___1 0,999996 1,74E-06 73,983 73,983 65,111 0,058452 41945000 Histone-lysine N-methyltransferase EZH2 KESSIIAPAPAEDVDTPPRKKKRKHRLWAAHUID7410 1

Q14676 MDC1 S 485 -0,0257737 4 ___2 0,999631 7,03E-09 55,9 55,9 55,9 -0,51805 33785000 Mediator of DNA damage checkpoint protein 1 VLKDHTKIRALVRAHSEKDQPPFGDSDDSVEUID10814 2

Q9H5H4 ZNF768 S 90 -0,0258175 2 ___2 1 5,10E-05 95,067 82,831 63,134 0,18114 19956000 Zinc finger protein 768 QSPRFEPESPGFESRSPGLVPPSPEFAPRSPUID13698 2

Q9H5H4 ZNF768 S 97 -0,0258175 2 ___2 1 5,10E-05 95,067 82,831 63,134 0,18114 19956000 Zinc finger protein 768 ESPGFESRSPGLVPPSPEFAPRSPESDSQSPUID13699 2

Q9C0B5 ZDHHC5 S 296 -0,0261316 3 ___2 0,992945 4,91E-11 68,326 68,326 68,326 0,32024 44357000 Palmitoyltransferase ZDHHC5 KIMDNGIQGELRRTKSKGSLEITESQSADAEUID13514 1;2

Q9C0B5 ZDHHC5 S 299 -0,0261316 3 ___2 0,982327 4,91E-11 68,326 68,326 68,326 0,32024 34604000 Palmitoyltransferase ZDHHC5 DNGIQGELRRTKSKGSLEITESQSADAEPPPUID13515 2

O60502 MGEA5 S 364 -0,0261571 3 ___1 1 3,43E-10 96,793 96,793 96,793 0,16252 39299000 Protein O-GlcNAcase EDSTVSIQIKLENEGSDEDIETDVLYSPQMAUID421 1

Q1KMD3 HNRNPUL2 S 161 -0,0263157 2 ___1 0,999992 1,88E-38 177,09 177,09 113,53 0,54402 861210000 Heterogeneous nuclear ribonucleoprotein U-like protein 2EQGLGKREEDEPEERSGDETPGSEVPGDKAAUID3019 1;2

P11717 IGF2R S 2409 -0,0263814 2 ___2 0,999825 3,63E-18 147,9 147,9 147,9 0,065616 284860000 Cation-independent mannose-6-phosphate receptor KSVKALSSLHGDDQDSEDEVLTIPEVKVHSGUID9048 1;2

P11717 IGF2R S 2401 -0,0263814 3 ___2 0,740507 4,26E-05 45,862 42,2 45,862 -0,2011 16750000 Cation-independent mannose-6-phosphate receptor QENGHITTKSVKALSSLHGDDQDSEDEVLTIUID9047 2

P11717 IGF2R S 2400 -0,0263814 3 ___2 0,725515 4,26E-05 45,862 42,2 45,862 -0,2011 16750000 Cation-independent mannose-6-phosphate receptor GQENGHITTKSVKALSSLHGDDQDSEDEVLTUID9046 2

O15027 SEC16A S 1362 -0,0265871 3 ___2 0,898944 1,92E-05 101,3 92,894 101,3 0,19722 13260000 Protein transport protein Sec16A SVHSEHSARSLHSAHSLASRRSSLSSHSHQSUID8326 2

A0FGR8 ESYT2 S 758 -0,0266899 3 ___2 0,588429 9,24E-06 51,827 51,827 51,827 0,065371 8635600 Extended synaptotagmin-2 SPGHISVKEPTPSIASDISLPIATQELRQRLUID8102 2

P52756 RBM5 S 624 -0,0273428 2 ___1 0,999958 4,11E-100 215,45 197,75 200,48 0,56661 390950000 RNA-binding protein 5 ENPLKRGLVAAYSGDSDNEEELVERLESEEEUID1859 1

P14859 POU2F2;POU2F1;POU2F3S 335 -0,0274103 2 ___1 1 0,00545713 66,595 33,383 66,595 -0,085871 2482300 POU domain, class 2, transcription factor 2;POU domain, class 2, transcription factor 1;POU domain, class 2, transcription factor 3DFSQTTISRFEALNLSFKNMCKLKPLLEKWLUID890 1

Q9UIG0 BAZ1B S 361 -0,0274504 3 ___1 0,990601 2,77E-05 104,88 92,966 104,88 -0,57315 41757000 Tyrosine-protein kinase BAZ1B LSGSPLKVKNSKNSKSPEEHLEEMMKMMSPNUID6203 1

Q8IYB3 SRRM1 S 713 -0,0275665 2 ___1 0,999947 3,63E-05 107,99 91,567 107,99 -0,26264 1,0976E+10 Serine/arginine repetitive matrix protein 1 PPVRRGASSSPQRRQSPSPSTRPIRRVSRTPUID4139 1;2

Q92609 TBC1D5 S 539 -0,0277926 2 ___2 0,858775 2,44E-05 118,13 109,4 118,13 -0,47573 46091000 TBC1 domain family member 5 PVQLNKGLSSKNISSSPSVESLPGGREFTGSUID12739 1;2

Q9UQR0 SCML2 S 590 -0,0278977 2 ___1 0,999996 1,32E-10 141,22 141,22 127,17 0,25558 44115000 Sex comb on midleg-like protein 2 RSVPGTTSSPLVGDISPKSSPHEVKFQMQRKUID6588 1

Q9Y6M7 SLC4A7 S 242 -0,0279254 2 ___1 1 0,00097102 80,245 66,653 75,695 0,3961 90116000 Sodium bicarbonate cotransporter 3 RIPLVRSFADIGKKHSDPHLLERNGEGLSASUID6839 1

Q9NYF8 BCLAF1 S 287 -0,028028 2 ___2 0,944611 0,00014378 113,4 113,4 113,4 0,21286 73173000 Bcl-2-associated transcription factor 1 SGSGSVGNGSSRYSPSQNSPIHHIPSRRSPAUID14066 2

O95747 OXSR1 S 339 -0,0281121 2 ___1 0,999998 1,16E-21 154,1 154,1 154,1 -0,14864 119940000 Serine/threonine-protein kinase OSR1 SSGRLHKTEDGGWEWSDDEFDEESEEGKAAIUID758 1

P12268 IMPDH2 S 159 -0,0281162 2 ___1 0,5 0,012474 63,216 6,7845 63,216 -0,72464 1835000 Inosine-5'-monophosphate dehydrogenase 2 ITDTGRMGSRLVGIISSRDIDFLKEEEHDCFUID956 1

P12268 IMPDH2 S 160 -0,0281162 2 ___1 0,5 0,012474 63,216 6,7845 63,216 -0,72464 1835000 Inosine-5'-monophosphate dehydrogenase 2 TDTGRMGSRLVGIISSRDIDFLKEEEHDCFLUID957 1

A0JLT2 MED19 S 226 -0,0284056 3 ___1 0,999953 1,89E-10 84,948 79,855 68,361 -0,16552 35950000 Mediator of RNA polymerase II transcription subunit 19RKRKKKEKKKKKNRHSPDHPGMGSSQASSSSUID11 1

O75821 EIF3G S 42 -0,0284399 3 ___1 0,908605 1,27E-14 84,365 84,365 50,858 0,083725 19068000 Eukaryotic translation initiation factor 3 subunit G TSELLKGIPLATGDTSPEPELLPGAPLPPPKUID596 1

Q8TF76 GSG2 S 147 -0,0284546 2 ___1 0,998333 1,50E-05 82,663 72,606 82,663 0,72391 64333000 Serine/threonine-protein kinase haspin PLRLPPFPSRDSGRLSPDLSVCGQPRDGDELUID4493 1

Q8NEY8 PPHLN1 S 163 -0,0285429 3 ___1 0,847208 0,00259135 59,426 52,538 59,426 -0,057579 5289000 Periphilin-1 SVSSRSYSPERSKSYSFHQSQHRKSVRPGASUID4334 1

Q9BZL4 PPP1R12C S 427 -0,0285791 2 ___1 0,924727 5,19E-05 92,295 81,746 74,537 0,28192 21239000 Protein phosphatase 1 regulatory subunit 12C EEAPFSRRFGLLKTGSSGALGPPERRTAEGAUID5400 1

Q8WXI9 GATAD2B T 120 -0,0286048 3 ___2 1 7,91E-22 152,31 147,44 104,97 0,3475 294980000 Transcriptional repressor p66-beta VDMSARRSEPERGRLTPSPDIIVLSDNEASSUID15765 2;3;4

P49792 RANBP2 S 1456 -0,0287401 2 ___1 0,999923 0,00185314 56,956 56,956 54,871 -0,0022276 11520000 E3 SUMO-protein ligase RanBP2 TKSANKSGSSFVHQASFKFGQGDLPKPINSDUID1750 1

Q99543 DNAJC2 S 60 -0,028842 4 ___2 1 8,80E-21 87,676 87,676 43,256 -0,068975 173020000 DnaJ homolog subfamily C member 2;DnaJ homolog subfamily C member 2, N-terminally processedNASASFQELEDKKELSEESEDEELQLEEFPMUID13236 2;3;4

Q99543 DNAJC2 S 63 -0,028842 4 ___2 1 8,80E-21 87,676 87,676 43,256 -0,068975 173020000 DnaJ homolog subfamily C member 2;DnaJ homolog subfamily C member 2, N-terminally processedASFQELEDKKELSEESEDEELQLEEFPMLKTUID13237 2;3;4

P27707 DCK S 16 -0,0290727 2 ___1 0,617385 5,24E-05 83,53 80,451 83,53 0,12539 6482500 Deoxycytidine kinase MATPPKRSCPSFSASSEGTRIKKISIEGNIAUID1249 1

Q6ZRS2 SRCAP T 2776 -0,0290727 2 ___1 0,522828 1,59E-05 55,589 55,589 55,589 0,8006 5460300 Helicase SRCAP KELVRRRRQQRGAASTLVPGVSETSASPGSPUID7525 1

Q9BXP5 SRRT S 67 -0,0291121 3 ___1 1 1,92E-05 95,311 70,492 90,654 -0,070964 386890000 Serrate RNA effector molecule homolog RGEYRDYDRNRRERFSPPRHELSPPQKRMRRUID5356 1;2

Q7Z2W4 ZC3HAV1 S 284 -0,0292283 2 ___1 1 5,30E-15 117,07 117,07 117,07 0,10363 207100000 Zinc finger CCCH-type antiviral protein 1 ERSCTPSPDQISHRASLEDAPVDDLTRKFTYUID3719 1;2;3

P10412 HIST1H1E S 2 -0,0292654 3 ___2 0,782748 1,42E-07 89,663 80,132 64,289 -0,45024 62623000 Histone H1.4 ______________MSETAPAAPAAPAPAEKUID9019 2

O00178 GTPBP1 S 24 -0,0292737 2 ___1 0,534148 1,35E-06 55,063 55,063 46,362 0,091286 8997800 GTP-binding protein 1 AMDSPVPASMFAPEPSSPGAARAAAAAARLHUID68 1

O43847 NRD1 S 96 -0,0292936 2 ___1 0,521247 5,04E-07 124,62 94,056 124,62 -0,029724 82308000 Nardilysin LGADESEEEGRRGSLSNAGDPEIVKSPSDPKUID364 1;2

Q86TI0 TBC1D1 S 565 -0,0294113 3 ___2 0,658008 1,27E-07 51,444 48,922 51,444 -0,14298 24237000 TBC1 domain family member 1 KEALPISESSFKLLGSSEDLSSDSESHLPEEUID11962 2

P12270 TPR S 1185 -0,0295327 2 ___1 0,970345 5,94E-10 139,34 139,34 139,34 -0,20207 19527000 Nucleoprotein TPR VVASVKEGVQGPLNVSLSEEGKSQEQILEILUID965 1

P98175 RBM10 S 733 -0,0295439 3 ___2 0,708679 5,92E-09 130,4 130,4 41,084 -0,42758 75906000 RNA-binding protein 10 SDDRPSPPRGLVAAYSGESDSEEEQERGGPEUID10154 2;3

P49736 MCM2 S 27 -0,0296912 2 ___2 0,999347 9,56E-18 170,95 152,32 114,87 -0,19057 737580000 DNA replication licensing factor MCM2 SSPAQRRRGNDPLTSSPGRSSRRTDALTSSPUID9801 1;2

P49736 MCM2 S 26 -0,0296912 2 ___2 0,953837 1,17E-06 129,34 88,754 114,87 -0,19057 724490000 DNA replication licensing factor MCM2 ASSPAQRRRGNDPLTSSPGRSSRRTDALTSSUID9800 1;2

Q14573 ITPR3 S 2670 -0,0297738 2 ___1 1 5,43E-05 96,64 96,64 96,64 0,077774 22202000 Inositol 1,4,5-trisphosphate receptor type 3 KRRQRLGFVDVQNCISR______________UID2706 1

O14639 ABLIM1 S 655 -0,0297775 2 ___1 0,999708 0,00048334 117,3 96,745 117,3 1,9217 126430000 Actin-binding LIM protein 1 SPINSASHIPSSKTASLPGYGRNGLHRPVSTUID158 1

Q8IYB3 SRRM1 T 693 -0,0299563 3 ___2 0,536758 0,0003755 62,377 62,377 62,377 -0,060254 42008000 Serine/arginine repetitive matrix protein 1 PNKRHSPSPRPRAPQTSSSPPPVRRGASSSPUID15702 2

P51610 HCFC1 S 598 -0,0299673 2 ___1 0,861072 0,00012967 73,927 69,92 73,927 -0,25535 12696000 Host cell factor 1;HCF N-terminal chain 1;HCF N-terminal chain 2;HCF N-terminal chain 3;HCF N-terminal chain 4;HCF N-terminal chain 5;HCF N-terminal chain 6;HCF C-terminal chain 1;HCF C-terminal chain 2;HCF C-terminal chain 3;HCF C-terminal chain 4;HCF C-terminal chain 5;HCF C-terminal chain 6TPGTTTLPATVKVASSPVMVSNPATRMLKTAUID1819 1

Q9H4L7 SMARCAD1 S 152 -0,029996 3 ___1 1 6,65E-10 114,91 114,91 77,522 0,050061 111140000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1TMARRNDDISELEDLSELEDLKDAKLQTLKEUID5583 1;2

Q9BZL6 PRKD2 S 200 -0,0302951 3 ___2 0,635728 0,00077556 48,112 48,112 43,326 0,046112 68767000 Serine/threonine-protein kinase D2 PNNCSGARKRRLSSTSLASGHSVRLGTSESLUID13501 2

Q86Y01 DTX1 T 288 -0,030297 3 ___1 1 0,00174783 47,639 38,75 44,294 0,23124 16326000 E3 ubiquitin-protein ligase DTX1 PGAPPRSPGAPGGARTPGQNNLNRPGPQRTTUID7586 1

Q8IYB3 SRRM1 S 616 -0,0304839 2 ___1 1 0,00017175 116,13 91,293 61,577 -0,035227 913740000 Serine/arginine repetitive matrix protein 1 QRRYSPSPPPKRRTASPPPPPKRRASPSPPPUID4144 1;2

P46821 MAP1B S 1785 -0,0306002 2 ___3 0,998659 0,00013293 82,008 62,531 82,008 -0,051093 96712000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1VQSLEGEKLSPKSDISPLTPRESSPLYSPTFUID17811 1;2;4

Q9P2D0 IBTK S 1045 -0,0309469 3 ___1 0,999523 2,98E-07 83,849 83,849 83,849 0,20718 78093000 Inhibitor of Bruton tyrosine kinase SEGSYAGVGSPRDLQSPDFTTGFHSDKIEAKUID6070 1

Q92614 MYO18A S 2041 -0,031024 2 ___2 0,999715 2,17E-07 118,51 110,62 118,51 0,11038 316550000 Unconventional myosin-XVIIIa PLDNTSRPRYSHSYLSDSDTEAKLTETNA__UID12760 1;2

Q03188 CENPC S 177 -0,0310884 2 ___1 0,773445 4,03E-21 168 158,81 168 0,12367 78320000 Centromere protein C LLDAKTSVSQNVIPSSAQKRETYTFENSVNMUID2161 1

Q9UJX2 CDC23 T 596 -0,0312531 2 ___2 0,999844 4,73E-07 109,07 101,15 106,16 -0,0053373 19096000 Cell division cycle protein 23 homolog NTPTRRVSPLNLSSVTP______________UID15974 1;2

Q9BXL7 CARD11 S 593 -0,0313993 3 ___1 0,999836 2,96E-15 115,39 110,53 115,39 -0,1114 33299000 Caspase recruitment domain-containing protein 11 KEDAPHRSTVEEDNDSGGFDALDLDDDSHERUID5355 1

Q86TI0 TBC1D1 S 211 -0,03143 3 ___1 0,5 1,25E-09 71,882 71,882 71,882 0,12884 15282000 TBC1 domain family member 1 CIEKFNHVSGSRGSESPRPNPPHAAPTGSQEUID3862 1

Q9BTE7 DCUN1D5 S 9 -0,0314461 2 ___1 1 2,94E-07 131,56 125,65 131,56 0,37294 86998000 DCN1-like protein 5 _______MPVKKKRKSPGVAAAVAEDGGLKKUID5275 1

Q13480 GAB1 S 454 -0,0315573 3 ___1 0,993711 1,72E-07 52,237 47,476 51,566 -0,63455 33911000 GRB2-associated-binding protein 1 SSEELDENYVPMNPNSPPRQHSSSFTEPIQEUID2527 1

Q8WYP5 AHCTF1 S 1232 -0,0315737 2 ___1 1 0,00011902 90,697 80,087 90,697 0,27521 85365000 Protein ELYS PSPGRSPQRLKETRISFVEEDVHPKWIPGAAUID4573 1

Q12888 TP53BP1 S 1460 -0,0316491 3 ___1 0,534011 2,50E-19 90,123 90,123 88,483 0,2579 61781000 Tumor suppressor p53-binding protein 1 DSTRRTDVGAGALRRSDSPEIPFQAAAGPSDUID2335 1

Q8N1F8 STK11IP S 387 -0,0321167 2 ___1 0,995579 1,72E-06 120,4 105,71 112,24 -0,53966 50143000 Serine/threonine-protein kinase 11-interacting protein PLLHKVKSRVRVRRASISEPSDTDPEPRTLNUID4198 1

O75351 VPS4B S 102 -0,0322191 3 ___1 0,999724 5,39E-15 107,52 107,52 105,71 -0,11295 184930000 Vacuolar protein sorting-associated protein 4B VKEGQPSPADEKGNDSDGEGESDDPEKKKLQUID527 1

Q14694 USP10 S 365 -0,0322566 2 ___1 0,990264 9,17E-05 77,912 71,671 77,912 0,32047 17577000 Ubiquitin carboxyl-terminal hydrolase 10 KPSSSSPVAYVETKYSPPAISPLVSEKQVEVUID2768 1

Q13428 TCOF1 S 1228 -0,0323436 2 ___1 0,811459 6,14E-05 96,464 86,511 89,507 0,25763 230960000 Treacle protein PANSQASKATPKLDSSPSVSSTLAAKDDPDGUID2485 1

Q5VUA4 ZNF318 S 2091 -0,0323592 3 ___1 0,98267 2,44E-07 117,74 117,74 117,74 0,2853 47674000 Zinc finger protein 318 PKTLVLDFETEGERNSPNPRSVRIPSPNILKUID3332 1

Q9NWH9 SLTM S 550 -0,0325523 2 ___2 0,878457 5,37E-05 106,82 98,075 106,82 -0,2685 93055000 SAFB-like transcription modulator QTSESIKKSEEKKRISSKSPGHMVILDQTKGUID13991 2

O95297 MPZL1 S 210 -0,0327977 2 ___1 0,959452 2,74E-09 109,35 92,514 109,35 0,35609 12878000 Myelin protein zero-like protein 1 NSKRDYTGCSTSESLSPVKQAPRKSPSDTEGUID710 1

P15880 RPS2 S 264 -0,0329679 2 ___1 0,997914 0,00016983 83,204 76,514 83,204 0,47426 15600000 40S ribosomal protein S2 SYLTPDLWKETVFTKSPYQEFTDHLVKTHTRUID1012 1

P19634 SLC9A1 S 693 -0,0330676 2 ___1 0,999929 8,40E-09 107,08 53,11 107,08 0,12395 8860600 Sodium/hydrogen exchanger 1 QKINNYLTVPAHKLDSPTMSRARIGSDPLAYUID1124 1

Q01082 SPTBN1 S 2165 -0,033266 2 ___2 0,991491 5,71E-11 143,02 143,02 117,27 0,24983 1001900000 Spectrin beta chain, non-erythrocytic 1 MVNGATEQRTSSKESSPIPSPTSDRKAKTALUID10175 2;3;4

Q13330 MTA1 S 449 -0,0333655 3 ___1 0,993601 0,00138229 60,628 50,105 53,754 -0,057202 56285000 Metastasis-associated protein MTA1 TRLDGERPGPNRSNMSPHGLPARSSGSPKFAUID2456 1

Q9NRY4 ARHGAP35 S 1179 -0,0334697 2 ___1 0,999914 3,88E-53 204,35 204,35 180,97 0,31854 136390000 Rho GTPase-activating protein 35 RLGRFASYRTSFSVGSDDELGPIRKKEEDQAUID5820 1

Q9UKJ3 GPATCH8 S 740 -0,0335406 3 ___1 1 6,36E-10 136,81 136,81 56,54 -0,22686 375540000 G patch domain-containing protein 8 ADSERGPKPEPPGSGSPAPPRRRRRAQDDSQUID6259 1;2

P51114 FXR1 S 420 -0,0335842 3 ___2 0,999999 3,57E-07 81,949 81,949 81,949 0,094547 39691000 Fragile X mental retardation syndrome-related protein 1LSNPSETESERKDELSDWSLAGEDDRDSRHQUID9893 2

P51114 FXR1 S 423 -0,0335842 3 ___2 0,999811 3,57E-07 81,949 81,949 81,949 0,094547 39691000 Fragile X mental retardation syndrome-related protein 1PSETESERKDELSDWSLAGEDDRDSRHQRDSUID9894 2

P46821 MAP1B S 1965 -0,0337437 2 ___1 0,75489 0,00012223 105,13 91,542 97,163 0,1187 203960000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1PEEGGYSYDISEKTTSPPEVSGYSYEKTERSUID1635 1

Q96RL1 UIMC1 S 653 -0,0338097 2 ___1 0,999999 0,0002339 73,219 73,219 73,219 -0,04975 33626000 BRCA1-A complex subunit RAP80 DADIKSSETGAFRVPSPGMEEAGCSREMQSSUID5043 1

P20042 EIF2S2 S 2 -0,0338796 2 ___2 1 4,88E-15 157,86 157,86 141,37 -0,11434 953360000 Eukaryotic translation initiation factor 2 subunit 2 ______________MSGDEMIFDPTMSKKKKUID9228 1;2

P20042 EIF2S2 T 11 -0,0338796 2 ___2 0,787279 0,00173356 56,514 56,514 56,514 -0,6341 3523900 Eukaryotic translation initiation factor 2 subunit 2 _____MSGDEMIFDPTMSKKKKKKKKPFMLDUID15160 2

Q86YV5 SGK223 S 653 -0,0339535 3 ___1 0,95627 1,14E-05 53,779 53,779 53,779 -0,20152 5822000 Tyrosine-protein kinase SgK223 RIEEEEEVEQELLSHSWGRETKNGPTDHSNSUID4020 1



Q70CQ2 USP34 S 3359 -0,0340569 3 ___2 0,961106 4,89E-07 83,992 83,992 83,992 -0,56342 51877000 Ubiquitin carboxyl-terminal hydrolase 34 KDDEGATPIKRRRVSSDEEHTVDSCISDMKTUID11739 2

O94913 PCF11 S 487 -0,0340865 3 ___2 0,500011 0,00504036 50,608 50,608 50,608 0,13761 3645000 Pre-mRNA cleavage complex 2 protein Pcf11 GRSSTRKRSRSRSPKSRSPIIHSPKRRDRRSUID8755 2

P49959 MRE11A S 649 -0,0341134 3 ___1 1 7,01E-13 130,72 123,69 127,01 0,18422 74101000 Double-strand break repair protein MRE11A NVTTKNYSEVIEVDESDVEEDIFPTTSKTDQUID1777 1

Q9BTC8 MTA3 S 519 -0,0342161 2 ___1 0,816057 4,62E-05 127,83 100,94 127,83 0,95454 115450000 Metastasis-associated protein MTA3 AIRAEYADRHAELSGSPLKSKSTRKPLACIIUID5272 1

Q8N128 FAM177A1 T 71 -0,0343463 3 ___2 0,684855 2,59E-15 93,966 91,033 79,177 -0,10715 156770000 Protein FAM177A1 RVIHFVSGETMEEYSTDEDEVDGLEKKDVLPUID15713 2

Q8N128 FAM177A1 S 70 -0,0343463 3 ___2 0,684607 2,59E-15 93,966 91,033 85,376 -0,10579 156770000 Protein FAM177A1 RRVIHFVSGETMEEYSTDEDEVDGLEKKDVLUID12284 2

O75376 NCOR1 S 158 -0,0346036 3 ___2 0,804676 1,36E-10 97,592 97,592 97,592 -0,3457 61338000 Nuclear receptor corepressor 1 AKKDPAFGGKHEAPSSPISGQPCGDDQNASPUID8628 2

O15164 TRIM24 S 654 -0,0346775 3 ___1 0,999995 3,41E-05 67,727 67,727 67,727 0,011143 7052900 Transcription intermediary factor 1-alpha VRKDTNIDHGQPRPPSNRTVQSPNSSVPSPGUID254 1

Q06587 RING1 S 38 -0,0346975 3 ___1 0,999994 4,80E-09 99,044 80,906 74,364 -0,20107 16516000 E3 ubiquitin-protein ligase RING1 RTPQEAIMDGTEIAVSPRSLHSELMCPICLDUID2208 1

Q9Y2X7 GIT1 S 362 -0,034746 2 ___1 0,874804 3,36E-06 124,3 124,3 124,3 0,067704 22879000 ARF GTPase-activating protein GIT1 ILSEAKRRQQGKSLSSPTDNLELSLRSQSDLUID6676 1

Q9Y6X9 MORC2 T 733 -0,0348548 3 ___2 0,887991 0,00011725 61,222 61,222 61,222 -0,34117 40387000 MORC family CW-type zinc finger protein 2 PVVKKTESPIKLSPATPSRKRSVAVSDEEEVUID16103 2;3

Q05655 PRKCD S 304 -0,0348992 3 ___1 0,753652 6,91E-06 58,123 40,028 53,266 -0,038288 18574000 Protein kinase C delta type;Protein kinase C delta type regulatory subunit;Protein kinase C delta type catalytic subunitEALNQVTQRASRRSDSASSEPVGIYQGFEKKUID2196 1

Q29RF7 PDS5A S 1195 -0,0350103 2 ___1 0,999635 3,19E-09 125,73 112,03 125,73 0,5248 27260000 Sister chromatid cohesion protein PDS5 homolog A NRSREQSSEAAETGVSENEENPVRIISVTPVUID3025 1

P22626 HNRNPA2B1 S 344 -0,0351023 2 ___1 0,991515 1,62E-14 101,94 101,94 87,326 -0,16271 72901000 Heterogeneous nuclear ribonucleoproteins A2/B1 GPYGGGNYGPGGSGGSGGYGGRSRY______UID1177 1

P62995 TRA2B T 201 -0,0351061 3 ___1 0,571293 0,00191558 45,864 45,864 45,864 -0,30422 4266000 Transformer-2 protein homolog beta GRRIRVDFSITKRPHTPTPGIYMGRPTYGSSUID7226 1

Q13595 TRA2A Y 87 -0,0351357 2 ___3 0,696208 0,00271051 63,691 58,325 45,28 0,22164 50352000 Transformer-2 protein homolog alpha RSHSHSHRRRSRSRSYTPEYRRRRSRSHSPMUID24246 2;3;4

A6NFI3 ZNF316 S 10 -0,0351948 2 ___1 0,999904 5,39E-05 105,46 105,46 105,46 0,60873 18941000 Zinc finger protein 316 ______MAALHTTPDSPAAQLERAEDGSECDUID32 1

Q96TC7 RMDN3 S 46 -0,0354187 2 ___1 0,986184 1,91E-17 152,32 152,32 152,32 0,41812 134100000 Regulator of microtubule dynamics protein 3 YSQRWKRTQRHGRSQSLPNSLDYTQTSDPGRUID5134 1

Q8TBZ3 WDR20 S 491 -0,0356324 2 ___1 0,859732 5,49E-16 175,48 145,95 144,57 0,15332 90506000 WD repeat-containing protein 20 KDHKRNHSMGHISSKSSDKLNLVTKTKTDPAUID4431 1

Q3KQU3 MAP7D1 S 125 -0,0356383 3 ___3 0,818895 3,82E-10 99,907 88,481 94,163 0,018315 67745000 MAP7 domain-containing protein 1 RRSSQPSPTAVPASDSPPTKQEVKKAGERHKUID19264 2;3

Q96T58 SPEN S 2481 -0,0359043 2 ___2 0,999769 5,41E-06 61,942 61,942 61,942 0,11492 10661000 Msx2-interacting protein SIPIPTLPSVTAAKLSPPVASGGIPHQSPPTUID13215 2

Q96T58 SPEN S 2493 -0,0359043 2 ___2 0,890543 5,41E-06 61,942 61,942 52,784 -0,020866 10661000 Msx2-interacting protein AKLSPPVASGGIPHQSPPTKVTEWITRQEEPUID13216 2

Q1KMD3 HNRNPUL2 S 161 -0,0359045 2 ___2 0,999992 1,88E-38 177,09 177,09 113,53 0,54402 861210000 Heterogeneous nuclear ribonucleoprotein U-like protein 2EQGLGKREEDEPEERSGDETPGSEVPGDKAAUID11116 1;2

Q9NWH9 SLTM S 1002 -0,0359266 2 ___1 0,874209 1,14E-06 88,73 88,73 88,73 0,37605 38461000 SAFB-like transcription modulator GRAGAGMITQHSSNASPINRIVQISGNSMPRUID5892 1

Q68DK2 ZFYVE26 S 611 -0,0360672 3 ___2 0,526568 0,00015061 43,895 43,895 43,895 0,26043 9192600 Zinc finger FYVE domain-containing protein 26 PEDYAEDDDIEGKSPSGLRSPSESPQHIAHPUID11494 2

Q13595 TRA2B;TRA2A S 262 -0,0361421 2 ___1 0,999996 1,32E-05 139,31 70,681 93,096 0,072469 1,6669E+10 Transformer-2 protein homolog beta;Transformer-2 protein homolog alphaDRYEDYDYRYRRRSPSPYYSRYRSRSRSRSY;RAAQDRDQIYRRRSPSPYYSRGGYRSRSRSRUID1987 1;2

P0DJ93 SMIM13 T 48 -0,0362448 3 ___2 0,59868 3,15E-09 61,415 56,095 50,857 0,30546 81059000 Small integral membrane protein 13 LFLSKFKFLRELVGDTGSQEGDHEPSGSETEUID15120 2;3

Q9BYW2 SETD2 S 624 -0,0362932 2 ___1 0,991848 0,00017683 136,57 85,221 136,57 0,0086661 63410000 Histone-lysine N-methyltransferase SETD2 REKAGSPAPSNRLNDSPTLKKLDELPIFKSEUID5381 1

P55327 TPD52 S 171 -0,0365192 2 ___1 0,994894 3,40E-14 161,24 161,24 137,21 0,031159 122920000 Tumor protein D52 SVGSVITKKLEDVKNSPTFKSFEEKVENLKSUID1917 1

A2A288 ZC3H12D S 336 -0,0369058 2 ___1 1 0,00601126 64,73 45,376 64,73 -0,14398 12859000 Probable ribonuclease ZC3H12D APREPFAHSLPPARGSPDLAALRGSFSRLAFUID12 1

P28715 ERCC5 S 563 -0,0370073 2 ___1 0,995316 2,00E-06 129,54 121,81 86,944 0,056817 57581000 DNA repair protein complementing XP-G cells ELCPYESKFDSSLLSSDDETKCKPNSASEVIUID1275 1;2

P18583 SON S 2009 -0,0371561 2 ___2 1 0,00277732 65,5 53,635 41,704 -0,14723 1513100000 Protein SON TPSRRRRSRSVVRRRSFSISPVRLRRSRTPLUID9172 2;3

Q9UKT9 IKZF3 S 378 -0,0372261 3 ___2 0,999998 2,31E-29 166,25 158,84 161,51 -0,6076 210040000 Zinc finger protein Aiolos SIHLPEKSVPSERGLSPNNSGHDSTDTDSNHUID14370 1;2

Q8IYB3 SRRM1 S 463 -0,0372524 2 ___1 1 1,51E-130 272,96 272,96 104,41 -0,1345 7886900000 Serine/arginine repetitive matrix protein 1 RESPSPAPKPRKVELSESEEDKGGKMAAADSUID4132 1;2

P46013 MKI67 S 1740 -0,037316 3 ___2 0,674419 1,11E-06 60,348 54,444 53,482 -0,94398 20094000 Antigen KI-67 ESMTNEKTTKVSYRASQPDLVDTPTSSKPQPUID9659 2

O95671 ASMTL S 239 -0,0373534 3 ___1 0,999999 6,86E-84 219,35 219,35 158,73 0,017555 359040000 N-acetylserotonin O-methyltransferase-like protein VKHDSIPAADTFEDLSDVEGGGSEPTQRDAGUID743 1

Q15011 HERPUD1 S 90 -0,0374373 2 ___1 0,943264 0,0187041 58,098 46,566 58,098 -0,16781 15595000 Homocysteine-responsive endoplasmic reticulum-resident ubiquitin-like domain member 1 proteinKQEKRHVLHLVCNVKSPSKMPEINAKVAESTUID2838

Q9NTI5 PDS5B S 1283 -0,0374876 3 ___1 1 1,87E-101 247,61 247,61 86,825 0,064661 1113900000 Sister chromatid cohesion protein PDS5 homolog B KRLKEDILENEDEQNSPPKKGKRGRPPKPLGUID5843 1

O15446 CD3EAP S 490 -0,0375436 3 ___1 0,965775 3,25E-15 103,5 103,5 103,5 -0,28738 33614000 DNA-directed RNA polymerase I subunit RPA34 TVPQEEMPGPPLNSESGEEAPTGRDKKRKQQUID270 1

Q9NPQ8 RIC8A Y 435 -0,0376435 3 ___2 0,734319 1,58E-08 64,152 59,62 60,036 0,17035 269530000 Synembryn-A LAARGLMAGGRPEGQYSEDEDTDTDEYKEAKUID16181 2

Q8IZL8 PELP1 S 481 -0,0379719 2 ___1 0,999971 1,22E-41 199,15 199,15 199,15 -0,051868 436320000 Proline-, glutamic acid- and leucine-rich protein 1 ISPPADALKLRSPRGSPDGSLQTGKPSAPKKUID4173 1;2

P25205 MCM3 S 672 -0,0382371 2 ___2 1 1,31E-131 264,96 249,26 264,96 -0,50869 2636900000 DNA replication licensing factor MCM3 VLEKEKKRKKRSEDESETEDEEEKSQEDQEQUID9323 1;2;3

P25205 MCM3 T 674 -0,0382371 2 ___2 1 1,42E-131 264,96 249,26 264,96 -0,50869 2323500000 DNA replication licensing factor MCM3 EKEKKRKKRSEDESETEDEEEKSQEDQEQKRUID15181 2;3

Q9BW71 HIRIP3 S 227 -0,0382681 2 ___1 1 1,99E-37 168,05 168,05 168,05 -0,044516 1385700000 HIRA-interacting protein 3 EGNKGTKSLKESEQESEEEILAQKKEQREEEUID5332 1;2

Q9BRD0 BUD13 S 364 -0,0383026 3 ___3 1 0,00023636 43,241 41,59 43,241 0,09527 19614000 BUD13 homolog QKATDSDLSSPRHKQSPGHQDSDSDLSPPRNUID21425 4

Q9BRD0 BUD13 S 370 -0,0383026 3 ___3 1 0,00023636 43,241 41,59 43,241 0,09527 19614000 BUD13 homolog DLSSPRHKQSPGHQDSDSDLSPPRNRPRHRSUID21426 4

Q9BRD0 BUD13 S 372 -0,0383026 3 ___3 1 0,00023636 43,241 41,59 43,241 0,09527 19614000 BUD13 homolog SSPRHKQSPGHQDSDSDLSPPRNRPRHRSSDUID21427 4

Q9BRD0 BUD13 S 375 -0,0383026 3 ___3 1 0,00023636 43,241 41,59 43,241 0,09527 19614000 BUD13 homolog RHKQSPGHQDSDSDLSPPRNRPRHRSSDSDLUID21428 4

P49792 RANBP2 S 3207 -0,0383123 2 ___1 0,993429 0,00289725 74,698 74,698 74,698 0,41828 56590000 E3 SUMO-protein ligase RanBP2 VKDGMDTVKKIESFGSPKGSVCRRITITECGUID1743 1

Q9H307 PNN S 443 -0,0383571 3 ___1 0,988266 1,63E-05 108,17 96,148 99,059 -0,18113 28642000 Pinin EMEFEIEPDKECKTLSPGKENVSALDMEKESUID5534 1

Q5T200 ZC3H13 S 370 -0,0386043 2 ___2 0,999999 3,53E-15 154,36 147,49 154,36 0,11981 275340000 Zinc finger CCCH domain-containing protein 13 PSPSYQRTLTPPLRRSASPYPSHSLSSPQRKUID11335 2;3

Q5T200 ZC3H13 S 372 -0,0386043 2 ___2 0,999998 3,53E-15 154,36 147,49 154,36 0,11981 284500000 Zinc finger CCCH domain-containing protein 13 PSYQRTLTPPLRRSASPYPSHSLSSPQRKQSUID11336 2;3

Q7Z5R6 APBB1IP S 525 -0,0387323 2 ___1 0,540799 4,09E-09 136,27 122,82 50,843 -0,013942 3605300 Amyloid beta A4 precursor protein-binding family B member 1-interacting proteinHAPKSSLPPPPPVRRSSDTSGSPATPLKAKGUID3817 1

Q9UKJ3 GPATCH8 S 1009 -0,038803 2 ___2 1 3,50E-05 102,36 88,933 53,754 -0,20722 117170000 G patch domain-containing protein 8 RSTRSPSQRSGSRKRSWGHESPEERHSGRRDUID14361 2

Q9UKJ3 GPATCH8 S 1014 -0,038803 2 ___2 1 3,50E-05 102,36 88,933 53,754 -0,20722 117170000 G patch domain-containing protein 8 PSQRSGSRKRSWGHESPEERHSGRRDFIRSKUID14362 2

P27816 MAP4 S 928 -0,0389809 2 ___1 0,998298 3,37E-24 176,78 123,02 161,99 0,1377 235110000 Microtubule-associated protein 4 PSSTTPRLSRLATNTSAPDLKNVRSKVGSTEUID1259 1

Q9BQ52 ELAC2 S 215 -0,0390035 4 ___3 0,918378 6,06E-11 75,758 75,758 50,029 0,058528 239480000 Zinc phosphodiesterase ELAC protein 2 PERPLSRLSPERSSDSESNENEPHLPHGVSQUID21403 3;4

Q13045 FLII S 856 -0,0390995 2 ___1 0,996405 2,02E-50 212,69 196,07 193,97 -0,12051 198630000 Protein flightless-1 homolog VLTVDYTRNAEAVLQSPGLSGKVKRDAEKKDUID2382 1

Q14934 NFATC4 S 295 -0,0393697 3 ___1 0,5 0,00170905 40,349 40,349 40,349 -0,31979 5615900 Nuclear factor of activated T-cells, cytoplasmic 4 ASPALSRRGSLGEEGSEPPPPPPLPLARDPGUID2799

Q5T8D3 ACBD5 S 200 -0,0395662 3 ___2 0,83728 5,92E-09 56,021 53,514 51,868 -0,98204 26102000 Acyl-CoA-binding domain-containing protein 5 KTVNGKAESSDSGAESEEEEAQEEVKGAEQSUID11361 2

Q5VUA4 ZNF318 S 709 -0,0397206 2 ___1 1 0,0339424 59,067 35,112 52,549 0,39505 56932000 Zinc finger protein 318 PHPPSPVDPYLLTKNSPPFLKSDHPVGHISGUID3323 1

Q8IXT5 RBM12B S 638 -0,039859 2 ___1 0,5 0,0532777 44,753 31,545 44,753 0,16377 29513000 RNA-binding protein 12B LEEDWRRPLEEDFRRSPTEDFRQLPEEDFRQUID4096 1

Q8IXT5 RBM12B T 640 -0,039859 2 ___1 0,5 0,0532777 44,753 31,545 44,753 0,16377 29513000 RNA-binding protein 12B EDWRRPLEEDFRRSPTEDFRQLPEEDFRQPPUID7601 1

P61247 RPS3A S 236 -0,0398793 2 ___1 0,933064 1,37E-49 204,18 186,44 145,61 0,50062 58776000 40S ribosomal protein S3a PKFELGKLMELHGEGSSSGKATGDETGAKVEUID1961 1

Q9UKJ3 GPATCH8 S 738 -0,0401203 3 ___2 1 6,36E-10 136,81 136,81 56,54 -0,22686 142510000 G patch domain-containing protein 8 APADSERGPKPEPPGSGSPAPPRRRRRAQDDUID14355 1;2

Q9UKJ3 GPATCH8 S 740 -0,0401203 3 ___2 1 6,36E-10 136,81 136,81 56,54 -0,22686 375540000 G patch domain-containing protein 8 ADSERGPKPEPPGSGSPAPPRRRRRAQDDSQUID14356 1;2

Q13425 SNTB2 S 95 -0,040328 2 ___1 1 0,00011123 87,719 78,807 87,719 -0,064038 14542000 Beta-2-syntrophin GDSLPGSPSRGLGPPSPPAPPRGPAGEAGASUID2465 1

Q8WXE1 ATRIP S 518 -0,0403633 2 ___1 0,996048 0,0101797 42,789 33,6 42,789 -0,3469 4562400 ATR-interacting protein DSAAGEGNRSLVHRLSDGDMTSALRGVADDQUID4557 1

P55209 NAP1L1 S 69 -0,0405266 2 ___1 0,964878 1,92E-05 68,481 62,757 68,481 -0,25692 5057100 Nucleosome assembly protein 1-like 1 ERLDGLVETPTGYIESLPRVVKRRVNALKNLUID1916 1

P49790 NUP153 T 588 -0,0405464 2 ___1 1 1,81E-05 93,51 93,51 93,51 0,47948 53886000 Nuclear pore complex protein Nup153 SAHHVTTVNSTNCKKTPPEDCEGPFRPAEILUID7178 1

O60841 EIF5B S 190 -0,040759 3 ___3 0,99982 3,76E-08 80,359 75,492 76,161 -0,14587 164310000 Eukaryotic translation initiation factor 5B KERSRINSSGESGDESDEFLQSRKGQKKNQKUID16652 1;4

O60841 EIF5B S 186 -0,040759 3 ___3 0,998845 3,76E-08 80,359 75,492 76,161 -0,14587 159890000 Eukaryotic translation initiation factor 5B SKKIKERSRINSSGESGDESDEFLQSRKGQKUID16651 1;4

O60841 EIF5B S 183 -0,040759 3 ___3 0,996259 3,76E-08 80,359 75,492 76,161 -0,14587 159890000 Eukaryotic translation initiation factor 5B EDNSKKIKERSRINSSGESGDESDEFLQSRKUID16650 4

O60841 EIF5B S 182 -0,040759 3 ___3 0,989681 3,76E-08 80,359 75,492 66,793 0,11006 159890000 Eukaryotic translation initiation factor 5B DEDNSKKIKERSRINSSGESGDESDEFLQSRUID16649 4

Q9UKA4 AKAP11 S 1242 -0,0408234 2 ___1 0,986071 9,05E-15 151,07 138,01 129,04 0,20304 64886000 A-kinase anchor protein 11 KVKNPCLNVQSQRSVSPTFLNPSDENLKTLCUID6248 1

Q05519 SRSF11 S 207 -0,0408475 2 ___1 0,858519 4,43E-05 96,464 96,464 83,499 0,069263 8516800 Serine/arginine-rich splicing factor 11 STVDPKLNHVAAGLVSPSLKSDTSSKEIEEAUID2193 1

Q5VZL5 ZMYM4 S 1181 -0,0408558 2 ___1 1 0,00429489 71,349 49,803 71,349 -0,29605 46479000 Zinc finger MYM-type protein 4 HRDGFPQPRRRGRKKSIVAVEPRSLIQGAFQUID3364 1

Q9P219 CCDC88C S 1981 -0,0413281 3 ___1 0,5 0,00142754 44,045 40,328 44,045 -0,05703 5178500 Protein Daple DGVPGQGCSEGLPAKSPGRSPDLAPHLGRALUID6045 1

Q9P219 CCDC88C S 1985 -0,0413281 3 ___1 0,5 0,00142754 44,045 40,328 44,045 -0,05703 5178500 Protein Daple GQGCSEGLPAKSPGRSPDLAPHLGRALEDCSUID6046 1

Q9Y2H2 INPP5F S 942 -0,0415507 2 ___1 0,753532 0,00030194 55,66 55,66 55,66 -0,11366 3125600 Phosphatidylinositide phosphatase SAC2 SGLGKGQESPLKKSPSAGDVHILTGFAKPMDUID6614 1

P49790 NUP153 S 522 -0,0418923 2 ___1 0,864231 0,00010872 68,513 68,513 53,777 -0,085086 6385000 Nuclear pore complex protein Nup153 ALTNKVQMTSPSSTGSPMFKFSSPIVKSTEAUID1734 1;2

Q9Y4E5 ZNF451 S 1037 -0,0419072 3 ___1 0,803296 9,06E-07 59,661 55,406 59,661 0,15405 4488700 Zinc finger protein 451 TKECDSDDNMGAKNTSIGEEFISTEDVELEEUID6727 1

P42345 MTOR S 2450 -0,0420409 4 ___2 0,526959 1,04E-11 77,19 70,962 77,19 0,67534 8527900 Serine/threonine-protein kinase mTOR NTKGNKRSRTRTDSYSAGQSVEILDGVELGEUID9592 2

Q8WXI9 GATAD2B T 120 -0,0423336 3 ___3 1 7,91E-22 152,31 147,44 104,97 0,3475 294980000 Transcriptional repressor p66-beta VDMSARRSEPERGRLTPSPDIIVLSDNEASSUID23862 2;3;4

Q15459 SF3A1 S 451 -0,0424551 3 ___1 0,99424 8,12E-05 46,57 46,57 43,696 -0,094103 27093000 Splicing factor 3A subunit 1 PRWLEQRDRSIREKQSDDEVYAPGLDIESSLUID2934 1

Q6PID6 TTC33 S 197 -0,0426373 3 ___1 0,998409 2,53E-05 100,35 100,35 88,283 -0,15325 107830000 Tetratricopeptide repeat protein 33 QRIKKSEAPAEVTHFSPKSIPDYDFESDEIVUID3534 1

Q9NTJ3 SMC4 S 41 -0,0428685 2 ___2 0,999898 1,34E-221 323,28 323,28 296,27 -0,13739 1940000000 Structural maintenance of chromosomes protein 4 ASSDAEPEPPSGRTESPATAAETASEELDNRUID13955 1;2

P18887 XRCC1 S 447 -0,0429266 3 ___2 0,763847 6,55E-11 110,4 110,4 79,304 0,32538 582180000 DNA repair protein XRCC1 QPQTKTKPTQAAGPSSPQKPPTPEETKAASPUID9197 2

O15027 SEC16A S 2083 -0,0430397 2 ___1 0,966048 1,71E-06 65,175 65,175 40,844 0,96513 35520000 Protein transport protein Sec16A WDRADSGPTQPPLSLSPAPETKRPGQAAKKEUID221 1;2

Q9Y2W1 THRAP3 S 399 -0,0430661 2 ___2 0,685931 1,24E-06 128,74 128,74 128,74 0,008022 50526000 Thyroid hormone receptor-associated protein 3 GDGKMKSDSFAPKTDSEKPFRGSQSPKRYKLUID14766 2

Q9UQQ2 SH2B3 S 150 -0,0431036 3 ___1 0,989395 6,80E-09 52,106 52,106 44,167 0,065113 50641000 SH2B adapter protein 3 FQHFRRSLRHIFRRRSAGELPAAHTAAAPGTUID6585 1

Q9ULD4 BRPF3 Y 21 -0,0431105 2 ___2 0,765564 0,00214233 75,387 41,001 75,387 0,38955 23382000 Bromodomain and PHD finger-containing protein 3 RKSRQNAEGRRSPSPYSLKCSPTRETLTYAQUID16191 2

Q6JBY9 RCSD1 S 267 -0,0433058 4 ___1 0,999999 1,16E-64 197,66 197,66 104,86 0,16137 843960000 CapZ-interacting protein DRATEEAKNGEKARRSSEEVDGQHPAQEEVPUID3461 1;2;3

O43166 SIPA1L1 S 1585 -0,0433238 2 ___1 0,99529 9,64E-07 104,04 82,578 77,379 0,64356 35273000 Signal-induced proliferation-associated 1-like protein 1FPSTPTSRRALHRTLSDESIYNSQREHFFTSUID283 1

O43572 AKAP10 S 281 -0,0434526 2 ___1 0,995568 0,00229629 48,177 40,975 48,177 0,092506 4685900 A-kinase anchor protein 10, mitochondrial ESSSTLTVASRNSPASPLKELSGKLMKSIEQUID336 1

Q8WYQ5 DGCR8 S 271 -0,043491 3 ___2 0,899126 4,36E-09 65,784 60,3 53,089 -0,37645 49081000 Microprocessor complex subunit DGCR8 CAPKKRRTEEKYGGDSDHPSDGETSVQPMMTUID12681 2

Q14160 SCRIB S 1566 -0,0436459 3 ___2 0,529416 4,29E-07 46,898 42,54 46,898 1,0563 3832700 Protein scribble homolog VEDLGPQTSTSPGRLSPDFAEELRSLEPSPSUID10765 2

Q96CJ1 EAF2 S 154 -0,0436487 3 ___2 0,999711 6,08E-08 90,097 90,097 90,097 -0,12326 87902000 ELL-associated factor 2 NLVKHSPSEDKMSPASPIDDIERELKAEASLUID12899 1;2;3

Q9UQ35 SRRM2 S 846 -0,0438541 3 ___2 0,871652 3,39E-11 77,681 77,681 77,681 0,12095 190380000 Serine/arginine repetitive matrix protein 2 SRQSHSSSSPHPKVKSGTPPRQGSITSPQANUID14615 2;3;4

Q86VZ1 P2RY8 S 324 -0,0438864 2 ___2 1 0,00012842 136,96 107,29 96,756 0,10026 234290000 P2Y purinoceptor 8 GCRRVPRDTLDTRRESLFSARTTSVRSEAGAUID12025 1;2

Q86VZ1 P2RY8 S 327 -0,0438864 2 ___2 1 0,00114034 96,756 73,032 96,756 0,10026 169120000 P2Y purinoceptor 8 RVPRDTLDTRRESLFSARTTSVRSEAGAHPEUID12026 2

Q9Y2W1 THRAP3 S 320 -0,0439049 2 ___2 0,999561 1,20E-35 167,61 148,29 167,61 0,3347 585210000 Thyroid hormone receptor-associated protein 3 GSGSLSPSKKSPVGKSPPSTGSTYGSSQKEEUID14759 1;2

O00264 PGRMC1 S 54 -0,0439404 3 ___1 0,5 3,20E-06 58,073 58,073 58,073 0,35322 27877000 Membrane-associated progesterone receptor component 1IFLLYKIVRGDQPAASGDSDDDEPPPLPRLKUID75 1

Q9NYF8 BCLAF1 Y 284 -0,0439945 2 ___2 0,839555 0,00014378 113,4 113,4 113,22 0,0092089 180830000 Bcl-2-associated transcription factor 1 PERSGSGSVGNGSSRYSPSQNSPIHHIPSRRUID16187 2

P08473 MME S 4 -0,0442855 3 ___1 0,731402 1,64E-08 106,19 94,974 92,39 -0,96441 28963000 Neprilysin ____________MGKSESQMDITDINTPKPKUID882 1

O75113 N4BP1 S 300 -0,0443371 3 ___1 1 2,44E-07 81,312 73,981 81,312 0,18488 42717000 NEDD4-binding protein 1 RRFSDSEERHTKKQFSLENVQEGEILHDAKTUID480 1

Q9ULU4 ZMYND8 S 444 -0,0443747 3 ___2 0,790408 1,59E-06 56,252 56,252 40,986 -0,062856 91379000 Protein kinase C-binding protein 1 MPRSPMSTNSSVHTGSDVEQDAEKKATSSHFUID14441 2

Q8WVC0 LEO1 S 630 -0,0444119 2 ___1 0,999998 2,46E-62 219,95 219,95 121,24 -0,13308 292780000 RNA polymerase-associated protein LEO1 EEDKAQRLLKAKKLTSDEEGEPSGKRKAEDDUID4519 1;2

Q13501 SQSTM1 S 318 -0,0445831 4 ___2 0,363452 1,12E-06 50,229 44,262 50,229 -0,38741 41439000 Sequestosome-1 ATQSLAEQMRKIALESEGRPEEQMESDNCSGUID10628 2

P27816 MAP4 S 358 -0,0446017 2 ___1 1 2,04E-05 113,01 113,01 102,9 -0,24413 63232000 Microtubule-associated protein 4 APAKDVTLLKETERASPIKMDLAPSKDMGPPUID1254 1

Q15424 SAFB2;SAFB S 246 -0,0446714 3 ___1 0,576277 7,63E-35 133,79 115,05 133,79 -1,402 76084000 Scaffold attachment factor B2;Scaffold attachment factor B1KEESSELEQPFAQDTSSVGPDRKLAEEEDLFUID2638 1

P46013 MKI67 S 1937 -0,0448893 2 ___1 1 0,00028824 85,288 69,035 85,288 0,15229 9675100 Antigen KI-67 GTPVEKLDLLGNLPGSKRRPQTPKEKAKALEUID1552 1

O14929 HAT1 S 361 -0,0451422 2 ___1 1 0,00224036 103,83 46,656 103,83 -0,46424 26625000 Histone acetyltransferase type B catalytic subunit EQYRSYRLDIKRRLISPYKKKQRDLAKMRKCUID197 1

Q9H2H9 SLC38A1 S 56 -0,0454907 2 ___2 0,999996 1,00E-05 131,66 71,153 131,66 -0,020395 1279200000 Sodium-coupled neutral amino acid transporter 1 SKFISDRESRRSLTNSHLEKKKCDEYIPGTTUID13614 1;2

P40259 CD79B S 221 -0,0455378 2 ___1 1 6,95E-41 190,19 176,76 102,46 0,057637 224110000 B-cell antigen receptor complex-associated protein beta chainTYEDIVTLRTGEVKWSVGEHPGQE_______UID1446 1;2

Q7RTP6 MICAL3 S 1649 -0,0455426 3 ___1 0,968654 0,00052422 74,769 74,769 73,887 -0,46367 61503000 Protein-methionine sulfoxide oxidase MICAL3 KASSAPSQGKERRPDSPTRPTLRGSEEPTLKUID3716 1

Q7L4I2 RSRC2 S 32 -0,0456067 2 ___2 0,99999 3,11E-09 153,54 108,67 94,781 -0,069926 503920000 Arginine/serine-rich coiled-coil protein 2 SPDRDKKKEQSEVSVSPRASKHHYSRSRSRSUID11797 1;2

P45880 VDAC2 S 115 -0,045625 2 ___1 0,892992 0,00036755 68,809 68,809 68,809 -0,054145 2965300 Voltage-dependent anion-selective channel protein 2 DQICQGLKLTFDTTFSPNTGKKSGKIKSSYKUID1538 1

Q9UHB7 AFF4 S 1058 -0,0456488 2 ___1 1 0,00157577 62,924 56,963 62,924 -0,2257 16283000 AF4/FMR2 family member 4 SPGLGSKAVGMPSPVSPKLSPGNSGNYSSGAUID6165 1;2

Q8IYB3 SRRM1 S 583 -0,045766 3 ___2 1 0,00325917 65,232 57,583 59,418 -0,1488 96860000 Serine/arginine repetitive matrix protein 1 RRRRTPTPPPRRRTPSPPPRRRSPSPRRYSPUID12242 2

Q8IYB3 SRRM1 T 581 -0,045766 3 ___2 1 0,00325917 65,232 57,583 59,418 -0,1488 96860000 Serine/arginine repetitive matrix protein 1 PPRRRRTPTPPPRRRTPSPPPRRRSPSPRRYUID15707 2

Q86YV5 SGK223 S 878 -0,0457693 3 ___1 0,757625 0,00057995 52,254 52,254 52,254 -0,27225 32478000 Tyrosine-protein kinase SgK223 SYSLSPGNRHHPVFSSSDPLEKAFKGSGHWLUID4019 1

Q96ER3 SAAL1 S 6 -0,0458488 2 ___1 1 1,36E-05 115,34 93,296 115,34 -0,18977 72036000 Protein SAAL1 __________MDRNPSPPPPGRDKEEEEEVAUID4853 1

Q6JBY9 RCSD1 S 268 -0,0459115 4 ___1 0,999999 1,16E-64 197,66 197,66 104,86 0,16137 895500000 CapZ-interacting protein RATEEAKNGEKARRSSEEVDGQHPAQEEVPEUID3462 1;2;3

O75533 SF3B1 T 436 -0,0459228 3 ___2 0,938607 3,55E-06 58,284 58,284 58,284 -0,2181 4170200 Splicing factor 3B subunit 1 YVPIRTPARKLTATPTPLGGMTGFHMQTEDRUID15054 2

O75533 SF3B1 T 434 -0,0459228 3 ___2 0,921705 3,55E-06 58,284 58,284 58,284 -0,2181 4170200 Splicing factor 3B subunit 1 AGYVPIRTPARKLTATPTPLGGMTGFHMQTEUID15053 2

O14639 ABLIM1 S 452 -0,0462103 2 ___1 0,988599 1,42E-09 141,73 141,73 141,73 -0,34353 220160000 Actin-binding LIM protein 1 EGYQDVRDRMIHRSTSQGSINSPVYSRHSYTUID156 1;2

Q86YV0 RASAL3 S 167 -0,0462355 3 ___2 0,786315 1,32E-05 53,059 53,059 46,362 -0,050392 57342000 RAS protein activator like-3 GEEEGPRRPRVGSASSEGSIHVAMGNFRDPDUID12110 2;3

Q9H7N4 SCAF1 S 453 -0,0463399 3 ___1 0,499996 1,62E-07 50,706 50,706 50,706 -0,41536 13032000 Splicing factor, arginine/serine-rich 19 PRAPEGDDFLSLHAESDGEGALQVDLGEPAPUID5655 1

P46783 RPS10;RPS10P5 S 146 -0,0463626 2 ___1 0,998121 4,68E-05 115,8 115,8 115,8 -0,40733 22902000 40S ribosomal protein S10;Putative 40S ribosomal protein S10-likeAVPPGADKKAEAGAGSATEFQFRGGFGRGRGUID1593 1

Q9Y6M7 SLC4A7;SLC4A10S 233 -0,0466155 2 ___1 1 0,00952328 82,75 23,277 46,39 0,1751 158070000 Sodium bicarbonate cotransporter 3;Sodium-driven chloride bicarbonate exchangerHQNEKRFTSRIPLVRSFADIGKKHSDPHLLEUID6840 1

Q8N163 CCAR2 S 681 -0,0468062 2 ___2 0,999919 2,25E-15 117,67 112,39 71,607 0,84815 192360000 Cell cycle and apoptosis regulator protein 2 AKLEDSEVRSVASNQSEMEFSSLQDMPKELDUID12290 2;3

Q8TAP8 PPP1R35 S 52 -0,0469782 3 ___1 0,945527 1,15E-10 80,83 75,38 80,83 0,15129 23808000 Protein phosphatase 1 regulatory subunit 35 VPEPGLDLSLSPRPDSPQPRHGSPGRRKGRAUID4399 1

Q5JWR5 DOPEY1 S 1266 -0,0470105 2 ___1 0,759391 0,0138514 44,543 25,564 44,543 0,0089975 2409100 Protein dopey-1 SSVASIETKSRQRSHSSIQFSFKEKLSEKVSUID3184 1

Q96ST2 IWS1 S 398 -0,0470408 2 ___2 1 7,54E-54 211,13 196,67 80,102 -0,0015881 1371100000 Protein IWS1 homolog EGEEEKVAKRKAAVLSDSEDEEKASAKKSRVUID13166 2

Q96ST2 IWS1 S 400 -0,0470408 2 ___2 1 7,54E-54 211,13 196,67 80,102 -0,0015881 1399800000 Protein IWS1 homolog EEEKVAKRKAAVLSDSEDEEKASAKKSRVVSUID13167 1;2

O95819 MAP4K4 S 629 -0,0470745 2 ___2 0,690444 3,07E-06 138,63 99,822 138,63 -0,11389 58360000 Mitogen-activated protein kinase kinase kinase kinase 4ALQRPAEPQVPVRTTSRSPVLSRRDSPLQGSUID8866 1;2

Q92608 DOCK2 S 1784 -0,0475136 2 ___1 0,958898 3,15E-05 82,651 70,736 82,651 0,23063 9293100 Dedicator of cytokinesis protein 2 AGIPGLDEANTSPRLSQTFLQLSDGDKKTLTUID4635 1

Q6GYQ0 RALGAPA1 S 797 -0,0475758 2 ___1 0,781911 1,43E-05 88,561 88,561 88,561 -0,17383 54989000 Ral GTPase-activating protein subunit alpha-1 VFGALNEEQPLPRSSSTSDILEPFTVERAKVUID3443 1

O95544 NADK S 48 -0,047746 2 ___1 0,999292 6,08E-05 105,66 80,223 98,942 0,36634 83134000 NAD kinase SYNHPIRGRAKSRSLSASPALGSTKEFRRTRUID734 1

Q8WXI9 GATAD2B S 134 -0,0478305 3 ___3 0,597832 5,56E-07 87,676 87,676 55,366 0,31354 29115000 Transcriptional repressor p66-beta LTPSPDIIVLSDNEASSPRSSSRMEERLKAAUID20756 1;2;3

Q15154 PCM1 S 537 -0,04792 3 ___2 0,994068 4,71E-14 94,15 90,704 94,15 -0,65382 82451000 Pericentriolar material 1 protein NENRKDEETEESEYDSEHENSEPVTNIRNPQUID10984 2;3

Q15154 PCM1 S 533 -0,04792 3 ___2 0,855193 4,71E-14 94,15 90,704 80,79 -0,067614 82451000 Pericentriolar material 1 protein TDAVNENRKDEETEESEYDSEHENSEPVTNIUID10983 2;3

Q07912 TNK2 Y 827 -0,0479206 2 ___1 0,999701 2,11E-06 130,75 120,79 130,75 0,28642 45251000 Activated CDC42 kinase 1 GKTMPTTQSFASDPKYATPQVIQAPGPRAGPUID8044 1

Q9C0C2 TNKS1BP1 S 672 -0,0481719 3 ___1 0,999941 8,77E-10 75,896 75,896 75,896 -0,12001 50953000 182 kDa tankyrase-1-binding protein ETTQARTEAQDLCRASPEPPGPESSSRWLDDUID5425 1

P51608 MECP2 T 228 -0,0482929 2 ___1 0,5 0,0211403 67,93 51,838 67,93 0,22457 5854500 Methyl-CpG-binding protein 2 LEKSPGKLLVKMPFQTSPGGKAEGGGATTSTUID7196 1

Q96GE4 CEP95 S 451 -0,0487107 2 ___2 0,956702 0,00070415 68,676 51,311 68,676 -0,030262 15410000 Centrosomal protein of 95 kDa GLSMRRKPPYRSHSLSPSPVNKHKQFHLERKUID12986 2

Q96GE4 CEP95 S 449 -0,0487107 2 ___2 0,628932 0,00070415 68,676 51,311 68,676 -0,030262 15410000 Centrosomal protein of 95 kDa RPGLSMRRKPPYRSHSLSPSPVNKHKQFHLEUID12985 2

P09661 SNRPA1 T 180 -0,048898 2 ___1 0,981346 0,00017311 86,641 86,641 86,641 0,22986 18783000 U2 small nuclear ribonucleoprotein A' KRGAQLAKDIARRSKTFNPGAGLPTDKKKGGUID7022 1

O94921 CDK14 S 134 -0,0489065 2 ___1 1 0,00039719 119,94 68,499 119,94 0,45448 36121000 Cyclin-dependent kinase 14 SSPSSPTSPKFGKADSYEKLEKLGEGSYATVUID667 1

P62995 TRA2B S 87 -0,0489195 3 ___3 0,993719 0,00449155 61,363 61,363 41,218 0,2265 492590000 Transformer-2 protein homolog beta RSRSRSHRRSRSRSYSRDYRRRHSHSHSPMSUID18187 3

P62995 TRA2B S 83 -0,0489195 2 ___3 0,985026 0,00449155 61,363 61,363 61,363 -0,33994 492590000 Transformer-2 protein homolog beta YTRSRSRSRSHRRSRSRSYSRDYRRRHSHSHUID18185 3

P62995 TRA2B S 85 -0,0489195 2 ___3 0,97622 0,00449155 61,363 61,363 61,363 -0,33994 492590000 Transformer-2 protein homolog beta RSRSRSRSHRRSRSRSYSRDYRRRHSHSHSPUID18186 3

Q8N1G4 LRRC47 S 518 -0,0489942 3 ___1 0,665067 2,59E-13 76,823 76,823 76,823 0,074482 12511000 Leucine-rich repeat-containing protein 47 MAEMKKYTLENKEEGSLSDTEADAVSGQLPDUID4205 1

P39880 CUX1 S 1270 -0,0490012 2 ___1 0,99999 0,00035104 80,979 80,979 80,979 0,5257 13550000 Homeobox protein cut-like 1 EKEALKRAYQQKPYPSPKTIEDLATQLNLKTUID1438 1

Q9UMZ2 SYNRG S 935 -0,049039 2 ___1 0,763289 3,95E-06 114,27 114,27 114,27 0,067735 26725000 Synergin gamma PSATSILQKKETSFGSSENITMTSLSKVTTFUID6361 1

Q96QD9 FYTTD1 S 16 -0,0491538 2 ___1 0,948447 1,61E-14 158,52 152,55 158,52 -0,21336 160850000 UAP56-interacting factor MNRFGTRLVGATATSSPPPKARSNENLDKIDUID5019 1

Q7Z5L9 IRF2BP2 S 460 -0,0493632 2 ___1 0,983236 2,12E-05 108,71 108,71 108,71 -0,076982 128860000 Interferon regulatory factor 2-binding protein 2 NQVHSTTRRNSNSPPSPSSMNQRRLGPREVGUID3816 1;2

Q9Y5P4 COL4A3BP S 377 -0,0493972 3 ___1 0,705261 2,00E-08 121,19 121,19 79,467 -0,016585 9235400 Collagen type IV alpha-3-binding protein VGTHRFVQKPYSRSSSMSSIDLVSASDDVHRUID6782 1

P43243 MATR3 S 4 -0,0494122 2 ___1 0,99999 0,00086687 71,03 42,518 71,03 0,022632 6527900 Matrin-3 ____________MSKSFQQSSLSRDSQGHGRUID1534 1

Q96JM3 CHAMP1 S 204 -0,0495003 2 ___1 1 1,09E-09 104,41 104,41 104,3 0,23262 1013200000 Chromosome alignment-maintaining phosphoprotein 1KSVPVCESQKLAPVPSPEPQKPAPVSPESVKUID4950 1;2

Q96S94 CCNL2 S 348 -0,0496817 2 ___1 0,993957 0,00087992 84,188 63,037 84,188 0,11135 59206000 Cyclin-L2 PKLVESPKEGKGSKPSPLSVKNTKRRLEGAKUID5060 1

Q96JM3 CHAMP1 S 386 -0,049915 2 ___2 0,997223 2,21E-06 105,46 105,2 73,466 0,13716 94106000 Chromosome alignment-maintaining phosphoprotein 1KSSSVSPSSWKSPPASPESWKSGPPELRKTAUID13051 1;2

P17812 CTPS1 S 573 -0,050114 3 ___2 0,537264 1,45E-16 145,71 140,86 42,106 0,39973 47284000 CTP synthase 1 GCRLSPRDTYSDRSGSSSPDSEITELKFPSIUID9151 2;4

Q1ED39 KNOP1 S 387 -0,0501366 2 ___1 0,999185 0,0006657 81,525 54,636 81,525 -0,5967 34462000 Lysine-rich nucleolar protein 1 QKLKFLRLMGGFKNLSPSFSRPASTIARPNMUID3017 1

Q14004 CDK13 S 325 -0,0502177 3 ___2 0,992199 8,36E-06 77,53 72,101 77,53 -0,3192 193820000 Cyclin-dependent kinase 13 YRRRRSLSPLGGRDDSPVSHRASQSLRSRKSUID10707 2;3

Q9ULE0 WWC3 S 927 -0,0502513 2 ___1 0,999227 0,00022661 106,16 73,118 106,16 0,049488 23542000 Protein WWC3 PGARSQYVCRLYRSDSDSSTLPRKSPFVRNTUID6312 1

P83369 LSM11 S 280 -0,0506106 2 ___1 0,995828 0,00404214 51,268 42,405 51,268 -0,15548 11070000 U7 snRNA-associated Sm-like protein LSm11 WGRADTGRGSHKRSRSVPSSLQASAREESRSUID2043 1

Q14157 UBAP2L S 605 -0,0506343 2 ___2 0,857058 1,13E-07 94,487 83,582 94,487 0,35848 308970000 Ubiquitin-associated protein 2-like PLYEQRSTQTRRYPSSISSSPQKDLTQAKNGUID10752 2

Q99618 CDCA3 S 68 -0,0508875 2 ___1 0,945405 0,00524556 84,615 32,827 84,615 -0,038767 18173000 Cell division cycle-associated protein 3 EQLEGLKHAQDSDPRSPTLGIARTPMKTSSGUID5169 1

Q14C87 TMEM132D S 1064 -0,0509208 2 ___2 0,994292 0,00401865 48,659 18,454 48,659 -0,40227 13703000 Transmembrane protein 132D TFTAVSSDDEYPTRNSIVMSSEDDIKWVCQDUID10923 2

Q14C87 TMEM132D S 1068 -0,0509208 2 ___2 0,54536 0,00401865 48,659 18,454 48,659 -0,40227 13703000 Transmembrane protein 132D VSSDDEYPTRNSIVMSSEDDIKWVCQDLDPGUID10924 2

Q8IZL8 PELP1 S 481 -0,0512065 2 ___2 0,999971 1,22E-41 199,15 199,15 199,15 -0,051868 436320000 Proline-, glutamic acid- and leucine-rich protein 1 ISPPADALKLRSPRGSPDGSLQTGKPSAPKKUID12270 1;2



Q8IZL8 PELP1 S 477 -0,0512065 3 ___2 0,9997 5,08E-07 69,981 69,981 67,217 -0,57684 22848000 Proline-, glutamic acid- and leucine-rich protein 1 LLSDISPPADALKLRSPRGSPDGSLQTGKPSUID12271 2

Q05D32 CTDSPL2 S 28 -0,0513049 3 ___1 0,923098 4,14E-06 62,193 62,193 62,193 -0,31576 27582000 CTD small phosphatase-like protein 2 NQIQTQRTARAKRKYSEVDDSLPSGGEKPSKUID2197 1

P17096 HMGA1 S 103 -0,0516756 2 ___1 1 2,85E-89 244,18 244,18 60,364 0,22692 9532900000 High mobility group protein HMG-I/HMG-Y KKLEKEEEEGISQESSEEEQ___________UID1042 1;2;3

Q7KZI7 MARK2 S 456 -0,051692 2 ___1 1 0,00012163 90,614 90,614 60,49 0,26298 49558000 Serine/threonine-protein kinase MARK2 RESGRKASSTAKVPASPLPGLERKKTTPTPSUID3682 1

Q9BVS4 RIOK2 S 380 -0,051773 2 ___3 0,999654 1,30E-08 79,511 66,884 79,511 0,18594 58211000 Serine/threonine-protein kinase RIO2 CYCRSSGDPEQIKEDSLSEESADARSFEMTEUID21509 2;3

Q9BVS4 RIOK2 S 385 -0,051773 3 ___3 0,999516 0,00011068 43,099 43,099 43,099 0,0092741 15334000 Serine/threonine-protein kinase RIO2 SGDPEQIKEDSLSEESADARSFEMTEFNQALUID21511 3

Q9BVS4 RIOK2 S 382 -0,051773 2 ___3 0,995762 1,30E-08 79,511 66,884 79,511 0,18594 58211000 Serine/threonine-protein kinase RIO2 CRSSGDPEQIKEDSLSEESADARSFEMTEFNUID21510 2;3

P17812 CTPS1 S 575 -0,0518755 2 ___3 0,932274 2,25E-22 158,78 158,78 113,76 0,2588 783760000 CTP synthase 1 RLSPRDTYSDRSGSSSPDSEITELKFPSINHUID17250 1;2;4

P17812 CTPS1 S 574 -0,0518755 2 ___3 0,886179 1,45E-16 145,71 140,86 100,88 -0,069361 318230000 CTP synthase 1 CRLSPRDTYSDRSGSSSPDSEITELKFPSINUID17249 2;4

P17812 CTPS1 S 571 -0,0518755 3 ___3 0,732184 1,45E-16 145,71 140,86 118,81 -0,04552 124290000 CTP synthase 1 QKGCRLSPRDTYSDRSGSSSPDSEITELKFPUID17247 2;4

P17812 CTPS1 T 566 -0,0518755 3 ___3 0,558783 1,13E-14 94,75 94,75 42,106 0,39973 20516000 CTP synthase 1 LSHYLQKGCRLSPRDTYSDRSGSSSPDSEITUID23248 4

P17812 CTPS1 S 568 -0,0518755 3 ___3 0,537264 1,13E-14 94,75 94,75 42,106 0,39973 20516000 CTP synthase 1 HYLQKGCRLSPRDTYSDRSGSSSPDSEITELUID17246 4

P17812 CTPS1 S 573 -0,0518755 3 ___3 0,537264 1,45E-16 145,71 140,86 42,106 0,39973 47284000 CTP synthase 1 GCRLSPRDTYSDRSGSSSPDSEITELKFPSIUID17248 2;4

P17812 CTPS1 Y 567 -0,0518755 3 ___3 0,37074 1,13E-14 94,75 94,75 94,75 0,023012 20516000 CTP synthase 1 SHYLQKGCRLSPRDTYSDRSGSSSPDSEITEUID24226 4

Q12888 TP53BP1 S 525 -0,052122 2 ___1 0,999991 1,81E-09 142,85 142,85 133,13 0,099115 135950000 Tumor suppressor p53-binding protein 1 GDSCKLMLSTSEYSQSPKMESLSSHRIDEDGUID2327 1;2

Q9H4L5 OSBPL3 S 304 -0,0521986 2 ___1 0,961703 4,75E-07 122,96 109,54 118,21 0,19923 105850000 Oxysterol-binding protein-related protein 3 LQVPKPFSGPVRLHSSNPNLSTLDFGEEKNYUID5565 1

Q9Y2W1 THRAP3 S 264 -0,0523617 2 ___1 0,956912 0,0117599 50,149 38,781 50,149 -0,056406 53581000 Thyroid hormone receptor-associated protein 3 PALKSPLQSVVVRRRSPRPSPVPKPSPPLSSUID6665 1

Q7KZ85 SUPT6H S 12 -0,0523921 2 ___2 0,999879 2,89E-20 108,18 103,71 108,18 0,30709 14006000 Transcription elongation factor SPT6 ____MSDFVESEAEESEEEYNDEGEVVPRVTUID11769 2

Q7KZ85 SUPT6H S 7 -0,0523921 2 ___2 0,994022 2,89E-20 108,18 103,71 108,18 0,30709 14006000 Transcription elongation factor SPT6 _________MSDFVESEAEESEEEYNDEGEVUID11768 2

O75592 MYCBP2 S 178 -0,0525135 3 ___3 0,929426 1,59E-07 61,524 61,524 61,524 -0,20956 79445000 E3 ubiquitin-protein ligase MYCBP2 KKEISLAAASKNSVQSGESDSDEEEESKEPPUID16769 2;3

O75592 MYCBP2 S 181 -0,0525135 3 ___3 0,929426 1,59E-07 61,524 61,524 61,524 -0,20956 79445000 E3 ubiquitin-protein ligase MYCBP2 ISLAAASKNSVQSGESDSDEEEESKEPPIKLUID16770 2;3

O75592 MYCBP2 S 183 -0,0525135 3 ___3 0,929426 1,59E-07 61,524 61,524 61,524 -0,20956 79445000 E3 ubiquitin-protein ligase MYCBP2 LAAASKNSVQSGESDSDEEEESKEPPIKLPKUID16771 2;3

P38398 BRCA1 S 1524 -0,0525765 2 ___1 0,999096 0,00482248 60,598 60,598 53,013 -0,41329 29369000 Breast cancer type 1 susceptibility protein YMHSCSGSLQNRNYPSQEELIKVVDVEEQQLUID1421 1

Q3L8U1 CHD9 S 611 -0,0529332 3 ___3 0,999985 3,27E-05 50,029 46,367 50,029 -0,049183 79686000 Chromodomain-helicase-DNA-binding protein 9 KLIITLGKKQKRKNESSDEISDAEQMPQHTLUID19271 3

Q3L8U1 CHD9 S 612 -0,0529332 3 ___3 0,999985 3,27E-05 50,029 46,367 50,029 -0,049183 79686000 Chromodomain-helicase-DNA-binding protein 9 LIITLGKKQKRKNESSDEISDAEQMPQHTLKUID19272 3

Q3L8U1 CHD9 S 616 -0,0529332 3 ___3 0,999953 3,27E-05 50,029 46,367 50,029 -0,049183 79686000 Chromodomain-helicase-DNA-binding protein 9 LGKKQKRKNESSDEISDAEQMPQHTLKDQDSUID19273 3

Q9H7N4 SCAF1 Y 732 -0,0531265 2 ___2 0,995899 1,00E-05 120,53 118,51 120,53 0,2565 57399000 Splicing factor, arginine/serine-rich 19 GPSPAPASSPKREVLYDSEGLSGEERGGKSSUID16178 2

O15014 ZNF609 S 358 -0,0532358 2 ___2 0,999316 0,00053556 69,352 62,663 69,352 0,18162 22754000 Zinc finger protein 609 LDCTRHDWAPPRFCDSPTSDLEMRNGRGRGKUID8305 1;2

O15014 ZNF609 S 361 -0,0532358 2 ___2 0,862867 0,00053556 69,352 62,663 51,875 0,19306 17655000 Zinc finger protein 609 TRHDWAPPRFCDSPTSDLEMRNGRGRGKRMRUID8306 2

Q96CP2 FLYWCH2 S 21 -0,0532841 3 ___1 0,857859 0,00017704 42,716 42,716 42,716 0,093823 9566500 FLYWCH family member 2 PSEQEGESVKASQEPSPKPGTEVIPAAPRKPUID4803 1

Q86U86 PBRM1 S 10 -0,053874 3 ___2 0,97758 2,31E-30 161,8 161,8 131,19 0,17887 219180000 Protein polybromo-1 ______MGSKRRRATSPSSSVSGDFDDGHHSUID11978 1;2

Q15849 SLC14A2 S 901 -0,0540855 2 ___1 0,599712 0,0141218 60,961 9,2733 60,961 -0,64901 13292000 Urea transporter 2 LSKVTYPEANRIYYLSQERNRRASIITKYQAUID2981 1

Q96B23 C18orf25 S 69 -0,0542005 3 ___2 0,973952 6,84E-08 115,45 109 115,45 -0,51882 115050000 Uncharacterized protein C18orf25 SMPCLLMELRRDSSESQLASTESDKPTTGRVUID12863 2

Q96B23 C18orf25 S 66 -0,0542005 3 ___2 0,940444 8,14E-26 166,57 166,57 166,57 -0,024087 197560000 Uncharacterized protein C18orf25 VISSMPCLLMELRRDSSESQLASTESDKPTTUID12862 1;2

O75179 ANKRD17 S 1709 -0,0542666 2 ___1 1 0,00246612 113,62 72,174 113,62 0,045107 33702000 Ankyrin repeat domain-containing protein 17 GPSPLSSPNGKLTVASPKRGQKREEGWKEVVUID524 1

Q96K21 ZFYVE19 S 144 -0,0543623 2 ___1 0,999958 0,0308722 45,368 40,027 45,368 -0,05078 7062000 Abscission/NoCut checkpoint regulator HEVLTRGSSANASKWSPPQNYKKRVAALEAKUID4967 1

O15014 ZNF609 S 849 -0,0544078 3 ___3 0,927395 4,04E-10 66,083 61,815 55,484 0,31392 41430000 Zinc finger protein 609 EASSVKTNSPAYSDISDAGEDGEGKVDSVKSUID16413 3

O15014 ZNF609 S 842 -0,0544078 3 ___3 0,859112 4,04E-10 66,083 61,815 66,083 0,65292 41430000 Zinc finger protein 609 VVTQNGAEASSVKTNSPAYSDISDAGEDGEGUID16411 3

O15014 ZNF609 S 846 -0,0544078 3 ___3 0,683568 5,39E-07 55,484 52,294 55,484 0,31392 41430000 Zinc finger protein 609 NGAEASSVKTNSPAYSDISDAGEDGEGKVDSUID16412 3

Q9Y2X3 NOP58 S 502 -0,0544782 2 ___1 1 2,25E-67 204,21 182,81 201,12 0,087999 9576100000 Nucleolar protein 58 KKKRGKKKHIKEEPLSEEEPCTSTAIASPEKUID6673 1;2

Q08J23 NSUN2 S 751 -0,0546199 3 ___1 0,999694 1,01E-28 134,37 134,37 134,37 -0,12531 825190000 tRNA (cytosine(34)-C(5))-methyltransferase QRAGEPNSPDAEEANSPDVTAGCDPAGVHPPUID2239 1;2

Q92922 SMARCC1 S 573 -0,0546423 2 ___1 1 0,00032089 50,608 44,505 50,608 0,23255 6529900 SWI/SNF complex subunit SMARCC1 VLADTPSGLVPLHLRSPQVPAAQQMLNFPEKUID4729 1

P40692 MLH1 S 477 -0,0549348 3 ___1 0,999999 5,53E-05 62,589 62,589 62,589 -0,54214 97142000 DNA mismatch repair protein Mlh1 RGPTSSNPRKRHREDSDVEMVEDDSRKEMTAUID1450 1

Q96N64 PWWP2A S 81 -0,0549477 2 ___1 1 7,03E-21 162,32 154,95 162,32 0,05079 74326000 PWWP domain-containing protein 2A PPLPPPPPPPGELARSPEAVGPELEAEEKLSUID4989 1

Q8IYB3 SRRM1 S 791 -0,0550556 3 ___3 1 5,13E-06 57,803 57,803 40,094 -0,16264 83227000 Serine/arginine repetitive matrix protein 1 PSTNWSPAVPVKKAKSPTPSPSPPRNSDQEGUID20309 5

Q8IYB3 SRRM1 S 795 -0,0550556 3 ___3 1 5,13E-06 57,803 57,803 40,094 -0,16264 83227000 Serine/arginine repetitive matrix protein 1 WSPAVPVKKAKSPTPSPSPPRNSDQEGGGKKUID20310 5

Q8IYB3 SRRM1 S 797 -0,0550556 3 ___3 1 5,13E-06 57,803 57,803 40,094 -0,16264 83227000 Serine/arginine repetitive matrix protein 1 PAVPVKKAKSPTPSPSPPRNSDQEGGGKKKKUID20311 5

Q8IYB3 SRRM1 S 802 -0,0550556 3 ___3 1 5,13E-06 57,803 57,803 40,094 -0,16264 83227000 Serine/arginine repetitive matrix protein 1 KKAKSPTPSPSPPRNSDQEGGGKKKKKKKDKUID20312 5

Q8IYB3 SRRM1 T 793 -0,0550556 3 ___3 1 5,13E-06 57,803 57,803 40,094 -0,16264 83227000 Serine/arginine repetitive matrix protein 1 TNWSPAVPVKKAKSPTPSPSPPRNSDQEGGGUID23798 5

Q5VZL5 ZMYM4 S 122 -0,0551042 2 ___1 0,999993 1,38E-69 230,45 215,66 230,45 0,37171 177920000 Zinc finger MYM-type protein 4 TDDSLEVERRVTQHESDNENEIQIQNKLKKDUID3365 1

Q9BTC0 DIDO1 S 1040 -0,0553188 2 ___1 1 4,22E-06 124,3 109,88 124,3 0,20933 33147000 Death-inducer obliterator 1 LSVPPSPNISTSESRSPPEGDTTLFLSRLSTUID5267 1

Q99567 NUP88 S 517 -0,0553994 2 ___1 1 2,45E-24 180,2 180,2 180,2 -0,054735 36954000 Nuclear pore complex protein Nup88 SPPLLCTREDVEVAESPLRVLAETPDSFEKHUID5146 1

Q01484 ANK2 S 31 -0,0554668 2 ___1 0,996198 0,00304968 78,759 43,248 78,759 0,19374 16399000 Ankyrin-2 FNGSSQRRKRPKKSDSNASFLRAARAGNLDKUID2097 1

P05387 RPLP2;RPLP1 S 105 -0,0556293 2 ___1 1 2,11E-54 211,12 211,12 47,204 0,17029 9159800000 60S acidic ribosomal protein P2;60S acidic ribosomal protein P1AAEEKKDEKKEESEESDDDMGFGLFD_____UID820 1;2

Q9Y6R9 CCDC61 S 334 -0,0558013 2 ___2 0,984517 0,00091576 64,65 42,605 64,65 -0,045153 18268000 Coiled-coil domain-containing protein 61 ESGRGSRGRGRPARPSPSPTGGRALRFDPTAUID14949 2

Q9Y6R9 CCDC61 S 336 -0,0558013 2 ___2 0,780528 0,00091576 64,65 42,605 64,65 -0,045153 18268000 Coiled-coil domain-containing protein 61 GRGSRGRGRPARPSPSPTGGRALRFDPTAFVUID14950 2

P38432 COIL T 122 -0,055832 2 ___1 1 6,06E-21 165,86 156,68 165,86 -0,12666 88586000 Coilin RKAKKRAFQLEEGEETEPDCKYSKKHWKSREUID7116 1

Q69YQ0 SPECC1L S 384 -0,0559111 2 ___1 0,980979 1,03E-17 155,01 140,75 155,01 -0,20361 37753000 Cytospin-A SESEGIPSIERSRKGSSGNASEVSVACLTERUID3411 1

Q96BY7 ATG2B S 1583 -0,0559212 2 ___2 0,597154 9,35E-07 128,45 108,34 128,45 -0,021165 28729000 Autophagy-related protein 2 homolog B VPPTSPAKSYISPHSSPSHTPTRHGRNTVCGUID12885 2

Q13029 PRDM2 S 743 -0,0562946 3 ___2 0,848775 6,06E-05 103,6 89,941 67,644 -0,097141 98152000 PR domain zinc finger protein 2 VTSSRFKRRTSSPPSSPQHSPALRDFGKPSDUID10476 2

P09651 HNRNPA1 S 4 -0,056529 2 ___1 0,986496 5,35E-21 162,72 162,72 162,72 0,17905 152510000 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processed____________MSKSESPKEPEQLRKLFIGUID900 1;2

Q9BVS4 RIOK2 S 442 -0,0565615 3 ___1 0,981031 3,33E-11 71,881 71,881 71,881 0,0056474 113750000 Serine/threonine-protein kinase RIO2 NRQDGQRVQGGVPAGSDEYEDECPHLIALSSUID5318 1

Q96QD9 FYTTD1 S 15 -0,0575868 2 ___1 0,58551 0,00011164 107,85 107,85 107,85 0,023195 13662000 UAP56-interacting factor _MNRFGTRLVGATATSSPPPKARSNENLDKIUID5018 1

Q96QG7 MTMR9 S 548 -0,0576723 2 ___1 1 4,13E-05 96,489 96,489 96,489 0,32218 17647000 Myotubularin-related protein 9 RRQLAELETEDGMQESP______________UID5029 1

A2AJT9 CXorf23 Y 70 -0,057767 3 ___2 0,819619 0,00020572 48,053 42,961 48,053 -0,2857 12455000 Uncharacterized protein CXorf23 KHGQSKPRIPSRGNIYYQSYEHRSPSPNIRNUID16114 2

Q07960 ARHGAP1 S 51 -0,0578506 3 ___1 0,98614 0,00010088 88,092 82,091 88,092 0,12415 179360000 Rho GTPase-activating protein 1 DEMPDFPKSDDSKSSSPELVTHLKWDDPYYDUID2224 1

P51116 FXR2 S 453 -0,0580459 4 ___1 0,691101 1,00E-08 56,041 56,041 49,209 0,38966 22151000 Fragile X mental retardation syndrome-related protein 2TGGPAYGPSSDVSTASETESEKREEPNRAGPUID1803 1

Q9UFC0 LRWD1 S 251 -0,0581313 2 ___2 0,897699 1,38E-44 181,29 181,29 181,29 0,12605 263410000 Leucine-rich repeat and WD repeat-containing protein 1DDVPLSLSPSKRACASPSAQVEGSPVAGSDGUID14232 1;2

Q7KZ85 SUPT6H T 1530 -0,0581425 3 ___2 0,510024 4,03E-06 54,167 54,167 54,167 0,046984 5600700 Transcription elongation factor SPT6 YQDPVPGITPSSSSRTRTPASINATPANINLUID15636 2

Q13905 RAPGEF1 S 311 -0,0581575 2 ___1 0,66654 0,0123364 42,426 37,079 42,426 -0,067288 5409700 Rap guanine nucleotide exchange factor 1 SPTRVAVVAPMSRATSGSSLPVGINRQDFDVUID2600 1

Q9UEY8 ADD3 S 679 -0,0581575 3 ___3 0,648336 2,35E-09 70,718 69,578 59,628 0,80796 34830000 Gamma-adducin SPEKIEEVLSPEGSPSKSPSKKKKKFRTPSFUID22325 2;3

Q12912 LRMP S 363 -0,0582169 2 ___1 0,999557 4,30E-09 137,58 126,75 137,58 -0,0068774 148290000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinPLEDDDDCQIKKRSASLNSKPSSLRRVTIASUID2361 1

P33241 LSP1 S 252 -0,0582773 2 ___1 0,999991 2,72E-05 88,187 78,233 77,593 -0,38744 249900000 Lymphocyte-specific protein 1 AIETAGRTPKLARQASIELPSMAVASTKSRWUID1336 1

Q8WXX7 AUTS2 S 319 -0,058297 2 ___1 1 0,00019805 87,363 65,604 87,363 -0,29395 9886900 Autism susceptibility gene 2 protein QPIPQPQTEPQLRAPSPDPDLVQRTEAPPQPUID4564 1

Q7Z4V5 HDGFRP2 S 366 -0,0583351 3 ___3 1 5,93E-07 60,728 53,016 60,728 -0,05771 399620000 Hepatoma-derived growth factor-related protein 2 ERRRERADRGEAERGSGGSSGDELREDDEPVUID19979 3

Q7Z4V5 HDGFRP2 S 369 -0,0583351 3 ___3 1 5,93E-07 60,728 53,016 60,728 -0,05771 399620000 Hepatoma-derived growth factor-related protein 2 RERADRGEAERGSGGSSGDELREDDEPVKKRUID19980 3

Q7Z4V5 HDGFRP2 S 370 -0,0583351 3 ___3 1 5,93E-07 60,728 53,016 60,728 -0,05771 399620000 Hepatoma-derived growth factor-related protein 2 ERADRGEAERGSGGSSGDELREDDEPVKKRGUID19981 3

O15027 SEC16A S 1369 -0,0583367 3 ___2 0,622666 0,00016053 52,298 46,394 47,68 -0,16519 49277000 Protein transport protein Sec16A ARSLHSAHSLASRRSSLSSHSHQSQIYRSHNUID8320 2

O15027 SEC16A S 1371 -0,0583367 3 ___2 0,596115 0,00016053 52,298 46,394 47,68 -0,16519 49277000 Protein transport protein Sec16A SLHSAHSLASRRSSLSSHSHQSQIYRSHNVAUID8321 2

Q9Y2Z0 SUGT1 S 281 -0,0588636 2 ___1 0,731805 0,00018475 88,596 69,502 88,596 -0,050994 16183000 Suppressor of G2 allele of SKP1 homolog PKQFVADVKNLYPSSSPYTRNWDKLVGEIKEUID6679 1

Q86UE8 TLK2 S 111 -0,0589237 2 ___1 0,549932 7,33E-05 112,43 112,43 57,414 0,27054 15127000 Serine/threonine-protein kinase tousled-like 2 PGTSPGRSVPPVARSSPQHSLSNPLPRRVEQUID3894 1;2

Q86UE8 TLK2 S 110 -0,0589237 2 ___1 0,499999 7,33E-05 112,43 112,43 112,43 -0,97039 9647000 Serine/threonine-protein kinase tousled-like 2 APGTSPGRSVPPVARSSPQHSLSNPLPRRVEUID3893 1

Q96T23 RSF1 S 622 -0,0589401 3 ___1 0,884614 6,81E-17 92,198 92,198 90,246 0,0023955 286360000 Remodeling and spacing factor 1 PEEVPKSTLESEKPGSPEAAETSPPSNIIDHUID5094 1;2

Q8NCF5 NFATC2IP S 88 -0,0590439 3 ___3 1 0,00152385 45,784 41,235 45,784 -0,11072 15641000 NFATC2-interacting protein VEPPEPPGPVASRDNSNSDSEGEDRRPAGPPUID20478 3

Q8NCF5 NFATC2IP S 90 -0,0590439 3 ___3 1 0,00152385 45,784 41,235 45,784 -0,11072 15641000 NFATC2-interacting protein PPEPPGPVASRDNSNSDSEGEDRRPAGPPREUID20479 3

Q8NCF5 NFATC2IP S 92 -0,0590439 3 ___3 1 0,00152385 45,784 41,235 45,784 -0,11072 15641000 NFATC2-interacting protein EPPGPVASRDNSNSDSEGEDRRPAGPPREPVUID20480 3

Q8WXI9 GATAD2B S 129 -0,0591636 3 ___3 0,999998 8,25E-10 106,44 102,95 104,97 0,3475 159770000 Transcriptional repressor p66-beta PERGRLTPSPDIIVLSDNEASSPRSSSRMEEUID20755 1;2;3;4

Q04637 EIF4G1 S 1194 -0,0594331 2 ___1 1 7,54E-07 122,12 122,12 122,12 0,44694 603820000 Eukaryotic translation initiation factor 4 gamma 1 TPATKRSFSKEVEERSRERPSQPEGLRKAASUID2181 1;2

Q96GV9 C5orf30 S 167 -0,0595028 2 ___1 0,999262 0,0056489 65,627 50,788 65,627 0,26107 11668000 UNC119-binding protein C5orf30 PLPLCLLKGKRAHSKSLDYLNLDKMIKEPADUID4893 1

Q7Z5L9 IRF2BP2 S 175 -0,0595516 2 ___1 1 5,02E-15 149,73 149,73 119,87 -0,12611 280080000 Interferon regulatory factor 2-binding protein 2 NGFSKLEEPPELNRQSPNPRRGHAVPPTLVPUID3813 1

Q9ULU4 ZMYND8 S 756 -0,0596295 3 ___1 0,99057 1,80E-08 119,32 119,32 119,32 0,087866 61594000 Protein kinase C-binding protein 1 DVVGKTPPSTTVGSHSPPETPVLTRSSAQTSUID6347 1

P23396 RPS3 T 221 -0,0597744 2 ___1 0,995696 9,79E-20 162,31 148,72 141,37 0,11503 175790000 40S ribosomal protein S3 DHVSIVEPKDEILPTTPISEQKGGKPEPPAMUID7073 1

Q9BQF6 SENP7 S 443 -0,0598681 3 ___2 0,994224 2,93E-09 62,683 57,922 58,858 -0,13273 89594000 Sentrin-specific protease 7 NEGNQSLISAEPIVVSSDEEGPVEHKSSEILUID13311 2

Q9BQF6 SENP7 S 444 -0,0598681 3 ___2 0,994223 2,93E-09 62,683 57,922 58,858 -0,13273 89594000 Sentrin-specific protease 7 EGNQSLISAEPIVVSSDEEGPVEHKSSEILKUID13312 2

Q9H1A4 ANAPC1 S 688 -0,0599637 2 ___1 0,89231 1,02E-06 130,24 130,24 95,651 0,3828 23775000 Anaphase-promoting complex subunit 1 DRLAWTRNFDFEGSLSPVIAPKKARPSETGSUID5498 1

P62995 TRA2B S 2 -0,0600213 2 ___1 0,96391 1,34E-24 157,74 157,74 153,98 -0,14858 165450000 Transformer-2 protein homolog beta ______________MSDSGEQNYGERESRSAUID1989 1;2

Q6ZSZ5 ARHGEF18 S 1291 -0,0601041 2 ___1 1 0,0004953 110,53 75,265 61,593 -0,29794 61553000 Rho guanine nucleotide exchange factor 18 LMGKDESTSRNRRSLSPILPGRHSPAPPPDPUID3628 1;2

Q9BZE4 GTPBP4 T 461 -0,0601566 2 ___3 0,712485 0,00049673 48,229 48,229 48,229 0,47594 4552900 Nucleolar GTP-binding protein 1 IMKKLEELEKEEELRTAAGEYDSVSESEDEEUID23966

Q86X27 RALGPS2 S 308 -0,0601956 3 ___2 0,994209 3,29E-10 108,8 108,8 107,17 0,10264 116070000 Ras-specific guanine nucleotide-releasing factor RalGPS2SAASREDLVGPEVGASPQSGRKSVAAEGALLUID12053 2

Q86X27 RALGPS2 S 296 -0,0601956 3 ___2 0,790078 3,29E-10 108,8 108,8 107,17 0,10264 163410000 Ras-specific guanine nucleotide-releasing factor RalGPS2SLKIEPGTSTPRSAASREDLVGPEVGASPQSUID12052 1;2

Q8WUI4 HDAC7 S 486 -0,0603668 2 ___1 0,97903 8,67E-16 137,61 137,61 137,61 -0,14038 59916000 Histone deacetylase 7 LPLAQGGHRPLSRAQSSPAAPASLSAPEPASUID4504 1

Q8NCN4 RNF169 S 693 -0,0605726 2 ___1 0,999998 0,00197323 70,942 49,055 70,942 -0,0046997 6341600 E3 ubiquitin-protein ligase RNF169 RMFDNERRTVSRRKGSVDQYLLRSSNMAGAKUID4290 1

P42167 TMPO T 74 -0,0608514 3 ___1 0,999798 3,29E-27 145,86 145,86 126,34 -0,38419 641170000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinSKGPPDFSSDEEREPTPVLGSGAAAAGRSRAUID7133 1;2;3

Q6JBY9 RCSD1 S 284 -0,0609102 3 ___1 0,999222 4,22E-29 140,97 140,97 116 0,26631 432230000 CapZ-interacting protein EEVDGQHPAQEEVPESPQTSGPEAENRCGSPUID3463 1;2;3

O95819 MAP4K4 T 628 -0,0610345 3 ___2 0,537201 0,00090186 77,813 63,143 51,875 0,16634 172090000 Mitogen-activated protein kinase kinase kinase kinase 4PALQRPAEPQVPVRTTSRSPVLSRRDSPLQGUID15093 2

Q5C9Z4 NOM1 S 57 -0,0611617 3 ___1 0,891756 5,22E-10 86,997 76,187 86,997 -0,20686 104070000 Nucleolar MIF4G domain-containing protein 1 LKRLKLAVEEFVHATSEGEAPGGCEGRGAPVUID3147 1

P51532 SMARCA4 S 610 -0,0615411 3 ___1 0,69371 8,25E-20 91,819 91,819 43,686 -0,098909 86292000 Transcription activator BRG1 QTPAIGPDGEPLDETSQMSDLPVKVIHVESGUID1810 1;2

O95466 FMNL1 S 184 -0,0616964 3 ___1 0,999874 7,83E-07 94,551 92,039 82,349 0,38032 173270000 Formin-like protein 1 DNGASNSEKNKPLEQSVEDLSKGPPSSVPKSUID730 1

Q9BRJ6 C7orf50 S 175 -0,0617664 2 ___1 1 0,00029238 65,295 64,65 62,891 0,12937 17139000 Uncharacterized protein C7orf50 VQKAEALMRELDEEGSDPPLPGRAQRIRQVLUID5239 1

Q96EP0 RNF31 S 466 -0,0617787 3 ___1 0,99992 0,00011044 64,588 53,837 57,482 -1,5852 14229000 E3 ubiquitin-protein ligase RNF31 SLEKGPPKPGPPRRLSAPLPSSCGDPEKQRQUID4852 1

Q6PJG2 ELMSAN1 T 655 -0,061838 2 ___2 0,766174 3,10E-05 100,35 100,35 82,007 0,2629 31802000 ELM2 and SANT domain-containing protein 1 LADHPSERSFELPPYTPPPILSPVREGSGLYUID15603 2

Q96CJ1 EAF2 S 144 -0,0621284 3 ___2 0,965583 6,08E-08 90,097 90,097 90,097 -0,12326 49793000 ELL-associated factor 2 QQMWNSARTPNLVKHSPSEDKMSPASPIDDIUID12896 2;3

Q02080 MEF2B T 196 -0,0623851 2 ___1 1 3,99E-08 136,27 127,69 125,82 -0,053176 157090000 Myocyte-specific enhancer factor 2B GLVHPLFSPSHLTSKTPPPLYLPTEGRRSDLUID7256 1

Q14152 EIF3A S 881 -0,0626255 2 ___1 0,705286 0,00269333 76,068 40,358 76,068 -0,23508 21278000 Eukaryotic translation initiation factor 3 subunit A EERERRREEERRLGDSSLSRKDSRWGDRDSEUID2644 1

Q9UQ35 SRRM2 T 2069 -0,0626706 2 ___2 1 0,00142876 92,19 53,923 51,463 -0,55927 2665800000 Serine/arginine repetitive matrix protein 2 SRSRTPRTARGKRSLTRSPPAIRRRSASGSSUID16034 2;3

O00178 GTPBP1 S 25 -0,0627286 3 ___1 0,898906 6,16E-07 60,218 57,027 60,218 -0,048547 26629000 GTP-binding protein 1 MDSPVPASMFAPEPSSPGAARAAAAAARLHGUID69 1

O95400 CD2BP2 S 194 -0,0628774 2 ___1 0,603002 1,89E-05 98,368 77,941 81,619 -0,3455 189480000 CD2 antigen cytoplasmic tail-binding protein 2 GARGGGKGRKGPGQPSSPQRLDRLSGLADQMUID718 1

Q3MHD2 LSM12 T 75 -0,0629419 2 ___1 0,864028 0,0167462 45,614 45,614 45,614 -0,017125 4145200 Protein LSM12 homolog LQYVSEVEIINDRTETPPPLASLNVSKLASKUID7426 1

Q9H7L9 SUDS3 S 234 -0,0629453 2 ___1 0,998684 9,52E-30 168,99 168,99 168,99 0,4451 840370000 Sin3 histone deacetylase corepressor complex component SDS3DLRTLNKLKSPKRPASPSSPEHLPATPAESPUID5648 1;2

Q9UHB6 LIMA1 T 487 -0,0629872 3 ___1 0,554448 0,00106756 40,798 40,798 40,798 -0,14082 16499000 LIM domain and actin-binding protein 1 EEILERPAQLANARETPHSPGVEDAPIAKVGUID7869 1

P49761 CLK3 S 199 -0,0630552 3 ___1 0,999984 0,00282416 65,305 55,352 65,305 0,21485 792970000 Dual specificity protein kinase CLK3 YPSRREPPPRRSRSRSHDRLPYQRRYRERRDUID1718 1;2

Q7Z422 SZRD1 S 107 -0,0632469 3 ___1 0,995442 4,04E-10 111,58 111,58 110,9 -0,11342 73292000 SUZ domain-containing protein 1 EAEYAEARKRILGSASPEEEQEKPILDRPTRUID3766 1

Q8IWX8 CHERP T 819 -0,0632847 3 ___3 0,990239 2,90E-17 123,51 123,51 81,839 -0,68218 352720000 Calcium homeostasis endoplasmic reticulum protein SYSPGRRRRSRSRSPTPPSSAGLGSNSAPPIUID23793 3;4

Q5T4S7 UBR4 S 620 -0,0634352 3 ___1 0,713919 3,20E-06 76,573 76,573 66,202 0,13366 68155000 E3 ubiquitin-protein ligase UBR4 KAAPPPPPPPPPLESSPRVKSPSKQAPGEKGUID3252 1

Q6PKG0 LARP1 T 68 -0,0634845 5 ___2 0,523684 8,42E-08 43,964 42,56 43,964 -0,85868 16031000 La-related protein 1 ARRPRPPCAKPHKEGTGQQERESPRPLQLPGUID15608 2

Q15057 ACAP2 S 521 -0,0634977 2 ___1 0,999741 3,74E-06 122,39 109,81 117,79 0,12413 49254000 Arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 2KYVERKFVDKYSISLSPPEQQKKFVSKSSEEUID2876 1

Q6JBY9 RCSD1 S 267 -0,0635777 4 ___2 0,999999 1,16E-64 197,66 197,66 104,86 0,16137 843960000 CapZ-interacting protein DRATEEAKNGEKARRSSEEVDGQHPAQEEVPUID11558 1;2;3

Q684P5 RAP1GAP2 S 507 -0,063771 2 ___1 0,993197 0,00267306 56,122 46,908 56,122 -0,68632 3144900 Rap1 GTPase-activating protein 2 GFLESFKRAIRVRSHSMETMVGGQKKSHSGGUID3396 1

Q6F5E8 RLTPR S 1246 -0,0637898 2 ___1 1 3,50E-07 92,474 92,474 92,474 0,39327 41571000 Leucine-rich repeat-containing protein 16C GKRKQSKDGEIKKAGSDGDIMDSSTEAPPISUID3427 1

Q8TEP8 CEP192 S 2110 -0,0639353 2 ___1 0,984775 0,00703796 52,693 40,924 51,998 0,20528 11677000 Centrosomal protein of 192 kDa GNVSLDVLPVKGPQGSPLLSRAARPPLDQLAUID4472 1

Q9BQG0 MYBBP1A T 1161 -0,0640123 2 ___1 0,54014 0,00668144 51,875 51,875 40,552 -0,5996 8640300 Myb-binding protein 1A RPKLEKKDAKEIPSATQSPISKKRKKKGFLPUID7754 1

Q9BTU6 PI4K2A S 44 -0,064088 2 ___2 0,834437 4,01E-09 89,468 78,858 89,468 0,18061 194300000 Phosphatidylinositol 4-kinase type 2-alpha PQVPGGAVRVAAAAGSGPSPPGSPGHDRERQUID13375 2

Q7Z6Z7 HUWE1 S 1395 -0,0641229 2 ___1 1 5,97E-07 108,43 85,419 98,04 0,081543 59841000 E3 ubiquitin-protein ligase HUWE1 AMSLGQDIPMDQRAESPEEVACRKEEEERKAUID3838 1

O75037 KIF21B S 1149 -0,0641478 2 ___1 1 5,30E-10 140,27 140,27 140,27 -0,0072942 43079000 Kinesin-like protein KIF21B KFKSEPKLSAQMKAVSAECLGPPLDISTKNIUID474 1

Q13017 ARHGAP5 S 1176 -0,0641782 3 ___2 0,997622 6,07E-05 59,918 55,204 59,918 -0,15763 16863000 Rho GTPase-activating protein 5 FSKAKSYYRRTHSDASDDEAFTTSKTKRKGRUID10474 2

Q13017 ARHGAP5 S 1173 -0,0641782 3 ___2 0,916914 6,07E-05 59,918 55,204 59,918 -0,15763 16863000 Rho GTPase-activating protein 5 KTLFSKAKSYYRRTHSDASDDEAFTTSKTKRUID10473 2

Q6JBY9 RCSD1 S 268 -0,0643054 4 ___2 0,999999 1,16E-64 197,66 197,66 104,86 0,16137 895500000 CapZ-interacting protein RATEEAKNGEKARRSSEEVDGQHPAQEEVPEUID11559 1;2;3

P35611 ADD1 S 358 -0,0644084 2 ___1 1 6,01E-63 194,23 176,76 190,34 0,1144 51095000 Alpha-adducin LLNPEKYKAKSRSPGSPVGEGTGSPPKWQIGUID1382 1

Q9H1B7 IRF2BPL S 657 -0,0645171 2 ___2 0,993864 1,22E-05 96,673 96,673 96,673 0,0055127 26070000 Interferon regulatory factor 2-binding protein-like DGSSVHSTTASARRNSSSPVSPASVPGQRRLUID13598 2

Q9H1B7 IRF2BPL S 659 -0,0645171 2 ___2 0,95194 1,22E-05 96,673 96,673 96,673 0,0055127 26070000 Interferon regulatory factor 2-binding protein-like SSVHSTTASARRNSSSPVSPASVPGQRRLASUID13599 2

Q9Y2W1 THRAP3 S 379 -0,0645822 2 ___1 0,999978 1,64E-25 187,78 162,49 187,78 0,028622 165240000 Thyroid hormone receptor-associated protein 3 QTNTDKEKIKEKGSFSDTGLGDGKMKSDSFAUID6654 1

Q9BYG3 NIFK S 247 -0,064708 2 ___1 1 7,48E-07 115,34 101,71 69,737 0,69058 72432000 MKI67 FHA domain-interacting nucleolar phosphoproteinGPTPVCTPTFLERRKSQVAELNDDDKDDEIVUID5374 1

Q5VSL9 STRIP1 S 335 -0,0647702 2 ___1 0,999999 4,55E-55 216 216 191,63 -0,067075 186230000 Striatin-interacting protein 1 LPEDSIKVIRNMRAASPPASASDLIEQQQKRUID3299 1

Q9UN86 G3BP2 S 149 -0,0650183 3 ___2 1 5,08E-20 125,02 120,73 125,02 0,38882 45066000 Ras GTPase-activating protein-binding protein 2 EDEVFGDSEPELDEESEDEVEEEQEERQPSPUID14466 2

Q9UN86 G3BP2 S 141 -0,0650183 3 ___2 0,999835 5,08E-20 125,02 120,73 125,02 0,38882 45066000 Ras GTPase-activating protein-binding protein 2 VHNDMFRYEDEVFGDSEPELDEESEDEVEEEUID14465 2

Q5T1M5 FKBP15 S 979 -0,0651979 4 ___1 0,970469 2,56E-06 47,251 47,251 47,251 0,1559 36008000 FK506-binding protein 15 SSGQPQAPLNRERPESPMVPSEQVVEEAVPLUID3219 1

Q13459 MYO9B S 1122 -0,0653214 3 ___2 1 6,83E-42 194,1 181,3 181,75 0,3344 233150000 Unconventional myosin-IXb DRSPLEHSSPEKEAPSPEKTLPPQKTVAAESUID10607 2

Q9UK58 CCNL1 S 352 -0,065373 2 ___2 1 5,82E-07 132,06 118,71 55,899 -0,077624 119120000 Cyclin-L1 ASKPSSPREVKAEEKSPISINVKTVKKEPEDUID14329 1;2

Q9UK58 CCNL1 S 355 -0,065373 2 ___2 1 0,00144735 55,899 42,546 55,899 -0,077624 17305000 Cyclin-L1 PSSPREVKAEEKSPISINVKTVKKEPEDRQQUID14330 2

Q96ST2 IWS1 S 235 -0,065409 2 ___2 1 2,67E-05 116,86 116,86 116,86 -0,13088 273500000 Protein IWS1 homolog QVSDSESEEPPRHQASDSENEELPKPRISDSUID13174 2

Q96ST2 IWS1 S 237 -0,065409 2 ___2 1 2,67E-05 116,86 116,86 116,86 -0,13088 273500000 Protein IWS1 homolog SDSESEEPPRHQASDSENEELPKPRISDSESUID13175 2

Q5SW79 CEP170 S 359 -0,0654663 2 ___2 0,999999 2,78E-07 124,29 124,29 89,629 -0,13248 150320000 Centrosomal protein of 170 kDa QMLWERTEEDSKSIKSDVPVYLKRLKGNKHDUID11311 1;2

Q7Z309 FAM122B S 50 -0,0655878 2 ___1 0,983035 0,00036403 116,84 116,84 116,84 -0,10636 39604000 Protein FAM122B LSQVFQPYTLRTRRNSTTIMSRHSLEEGLDMUID3739 1

O75643 SNRNP200 S 225 -0,0657467 3 ___1 1 1,15E-119 263,83 236,18 66,068 -0,27013 308670000 U5 small nuclear ribonucleoprotein 200 kDa helicase EEGDEDVYGEVREEASDDDMEGDEAVVRCTLUID585 1

O95674 CDS2 S 21 -0,065778 4 ___2 0,794266 8,13E-19 84,971 74,52 84,971 -0,41667 59506000 Phosphatidate cytidylyltransferase 2 QRVAHEPVAPPEDKESESEAKVDGETASDSEUID8841 2

Q12888 TP53BP1 S 831 -0,0657906 2 ___1 0,850766 1,29E-16 145,62 145,62 145,62 -0,0035504 100030000 Tumor suppressor p53-binding protein 1 LKSGTAETEPVEQDSSQPSLPLVRADDPLRLUID2339 1

Q14202 ZMYM3 S 464 -0,0659244 3 ___1 0,805734 1,78E-05 75,998 75,998 73,783 -0,28973 25092000 Zinc finger MYM-type protein 3 NCCDQCGAYIYTKTGSPGPELLFHEGQQKRFUID2685 1

P21127 CDK11B;AJAP1;CDK11AS 234 -0,0661856 2 ___1 1 0,0123337 76,478 17,817 76,478 0,2775 15259000 Cyclin-dependent kinase 11B;Adherens junction-associated protein 1;Cyclin-dependent kinase 11AREDYSDKVKASHWSRSPPRPPRERFELGDGRUID1148 1

P35659 DEK S 32 -0,0661976 3 ___1 1 0 378,64 353,05 76,029 0,031 650740000 Protein DEK PASEKEPEMPGPREESEEEEDEDDEEEEEEEUID1391 1;2

Q9UPW0 FOXJ3 S 223 -0,0665862 2 ___1 0,995497 9,36E-05 108,34 88,231 102,38 -0,76401 33082000 Forkhead box protein J3 TNKVTLYNTDQDGSDSPRSSLNNSLSDQSLAUID6431 1

Q9BSL1 UBAC1 S 98 -0,0666086 2 ___1 1 0,0161462 51,268 7,0644 45,158 0,14412 17569000 Ubiquitin-associated domain-containing protein 1 IQDQDVLLLIKKRAPSPLPKMADVSAEEKKKUID5257 1

Q9NYF8 BCLAF1 S 531 -0,0667555 2 ___2 1 4,07E-09 148,78 103,18 144,7 -0,038986 1393000000 Bcl-2-associated transcription factor 1 HKNLDAREKSTFREESPLRIKMIASDSHRPEUID14055 1;2

Q9NYF8 BCLAF1 S 525 -0,0667555 3 ___2 0,998108 0,00108754 52,862 52,862 46,892 0,10514 61083000 Bcl-2-associated transcription factor 1 DYSPPLHKNLDAREKSTFREESPLRIKMIASUID14054 2

Q9Y2F5 ICE1 S 1903 -0,0673189 2 ___2 0,957527 0,00017197 46,353 37,534 46,353 -0,095009 8146500 Little elongation complex subunit 1 SCSSPAVSAVSQLPLSPKETVESHDKAIANAUID14708 2

P09651 HNRNPA1 S 364 -0,0673492 2 ___1 0,820444 6,82E-106 255,19 255,19 255,19 -0,064401 228670000 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processedAKPRNQGGYGGSSSSSSYGSGRRF_______UID897 1

P29692 EEF1D S 60 -0,0676561 3 ___1 0,998981 8,42E-15 106,44 106,44 106,44 0,31381 18582000 Elongation factor 1-delta VILRDIARARENIQKSLAGSSGPGASSGTSGUID1294 1

Q15154 PCM1 S 68 -0,067903 2 ___2 0,911367 3,72E-15 154,88 142,04 136,81 0,0075108 56573000 Pericentriolar material 1 protein GVESDKRVTNDISPESSPGVGRRRTKTPHTFUID10992 2

Q9UGV2 NDRG3 S 331 -0,0680305 2 ___1 0,996353 7,86E-12 147,64 147,64 140,22 -0,27035 30901000 Protein NDRG3 IPSASMTRLARSRTHSTSSSLGSGESPFSRSUID6153 1;2

P09651 HNRNPA1 S 6 -0,0680986 2 ___2 0,999992 4,59E-21 173,59 159,83 173,59 0,15295 5212900000 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processed__________MSKSESPKEPEQLRKLFIGGLUID8998 1;2

P17812 CTPS1 S 575 -0,0681453 2 ___2 0,932274 2,25E-22 158,78 158,78 113,76 0,2588 783760000 CTP synthase 1 RLSPRDTYSDRSGSSSPDSEITELKFPSINHUID9153 1;2;4

P54132 BLM S 1310 -0,0682111 3 ___1 0,999482 0,00016117 41,475 38,035 41,475 0,50943 9921000 Bloom syndrome protein SSPGISLSSSRGPGRSAAEELDEEIPVSSHYUID1880 1

Q9BQ52 ELAC2 S 208 -0,068315 3 ___3 0,988649 2,04E-15 116,57 116,57 116,57 0,12721 909900000 Zinc phosphodiesterase ELAC protein 2 KHQPWQSPERPLSRLSPERSSDSESNENEPHUID21400 2;3;4

Q9NPH3 IL1RAP S 556 -0,0685733 2 ___2 0,908315 5,63E-23 174,78 174,78 54,65 0,26823 81180000 Interleukin-1 receptor accessory protein QLQVAMPVKKSPRRSSSDEQGLSYSSLKNV_UID13836 1;2



Q9NPH3 IL1RAP S 557 -0,0685733 2 ___2 0,908315 6,18E-06 100,58 80,151 54,65 0,26823 31812000 Interleukin-1 receptor accessory protein LQVAMPVKKSPRRSSSDEQGLSYSSLKNV__UID13837 2

P16949 STMN1 S 4 -0,0685798 2 ___1 0,758232 0,00597657 57,59 28,441 45,022 -0,43381 7512700 Stathmin ____________MASSDIQVKELEKRASGQAUID1029 1

Q7Z3K3 POGZ S 425 -0,0686191 3 ___1 0,999994 5,18E-07 90,912 83,466 90,912 0,21387 138890000 Pogo transposable element with ZNF domain SLDSEPSVPSAAKPPSPEKTAPVASTPSSTPUID3750 1

Q12888 TP53BP1 S 265 -0,0686214 2 ___1 1 0,00048639 115,57 111,64 115,57 0,51841 33068000 Tumor suppressor p53-binding protein 1 KEQNPPPARSEDMPFSPKASVAAMEAKEQLSUID2338 1

O15027 SEC16A S 1356 -0,0688138 3 ___2 0,999999 7,53E-06 113,37 113,37 113,37 -0,10803 40834000 Protein transport protein Sec16A EEVDRRSVHSEHSARSLHSAHSLASRRSSLSUID8324 1;2

P52948 NUP98 S 612 -0,0688644 2 ___1 0,997013 0,00041228 78,486 55,607 78,486 0,68453 4888600 Nuclear pore complex protein Nup98-Nup96;Nuclear pore complex protein Nup98;Nuclear pore complex protein Nup96IKKLVLKNLNNSNLFSPVNRDSENLASPSEYUID1864 1

Q96T37 RBM15 S 128 -0,0689978 2 ___1 0,586668 0,00538456 58,592 50,173 58,592 -0,088961 5259700 Putative RNA-binding protein 15 DTGGGSSSSRLHSYSSPSTKNSSGGGESRSSUID5101 1

P10243 MYBL1 S 5 -0,0691397 3 ___1 0,562544 9,50E-10 68,461 68,461 68,461 -0,78832 16383000 Myb-related protein A ___________MAKRSRSEDEDDDLQYADHDUID919 1

Q5VTL8 PRPF38B S 527 -0,0693611 3 ___2 1 5,83E-10 144,68 144,68 144,68 0,33045 28681000 Pre-mRNA-splicing factor 38B HSDSKDQSDKHDRRRSQSIEQESQEKQHKNKUID11407 2

Q5VTL8 PRPF38B S 529 -0,0693611 3 ___2 1 5,83E-10 144,68 144,68 144,68 0,33045 28681000 Pre-mRNA-splicing factor 38B DSKDQSDKHDRRRSQSIEQESQEKQHKNKDEUID11408 2

O75533 SF3B1 T 223 -0,0695519 3 ___2 0,998477 1,48E-07 79,762 79,762 66,137 0,099962 110100000 Splicing factor 3B subunit 1 PGATPKKLSSWDQAETPGHTPSLRWDETPGRUID15051 2

O43823 AKAP8 S 323 -0,0695845 3 ___2 1 6,06E-33 159,04 159,04 41,348 0,060904 176880000 A-kinase anchor protein 8 FQLYEEPDTKLARVDSEGDFSENDDAAGDFRUID8457 2;3

Q9UKV3 ACIN1 S 863 -0,0696177 2 ___1 0,98734 3,54E-05 94,09 94,09 94,09 -0,20359 11164000 Apoptotic chromatin condensation inducer in the nucleusKRRWGASTATTQKKPSISITTESLKSLIPDIUID6284 1

Q6VMQ6 ATF7IP S 113 -0,0696487 3 ___2 0,99948 1,50E-10 71,118 71,118 62,005 0,12853 64001000 Activating transcription factor 7-interacting protein 1 NVKNKQDDDLNCEPLSPHNITPEPVSKLPAEUID11685 1;2

Q6VMQ6 ATF7IP T 118 -0,0696487 3 ___2 0,9833 2,29E-07 62,005 62,005 62,005 0,12853 15438000 Activating transcription factor 7-interacting protein 1 QDDDLNCEPLSPHNITPEPVSKLPAEPVSGDUID15619 2

Q92900 UPF1 S 1107 -0,0698107 2 ___1 0,999959 3,16E-31 178,12 178,12 110,37 0,025253 109040000 Regulator of nonsense transcripts 1 SYLGDEFKSQIDVALSQDSTYQGERAYQHGGUID4720 1;2

O60343 TBC1D4 S 551 -0,0698758 3 ___1 0,59694 2,35E-05 42,181 42,181 42,181 0,18587 5461600 TBC1 domain family member 4 PSTISNSTIPENATSSGRFKLDILKNKAKRSUID416 1

Q9UFC0 LRWD1 S 251 -0,0699024 2 ___1 0,897699 1,38E-44 181,29 181,29 181,29 0,12605 263410000 Leucine-rich repeat and WD repeat-containing protein 1DDVPLSLSPSKRACASPSAQVEGSPVAGSDGUID6135 1;2

Q96G23 CERS2 S 341 -0,0700121 3 ___3 1 7,46E-11 69,181 67,199 69,181 0,12874 41819000 Ceramide synthase 2 MAHKFITGKLVEDERSDREETESSEGEEAAAUID21075 4

Q96G23 CERS2 S 348 -0,0700121 3 ___3 1 7,46E-11 69,181 67,199 69,181 0,12874 41819000 Ceramide synthase 2 GKLVEDERSDREETESSEGEEAAAGGGAKSRUID21076 4

Q96G23 CERS2 S 349 -0,0700121 3 ___3 1 7,46E-11 69,181 67,199 69,181 0,12874 41819000 Ceramide synthase 2 KLVEDERSDREETESSEGEEAAAGGGAKSRPUID21077 4

Q96G23 CERS2 T 346 -0,0700121 3 ___3 1 7,46E-11 69,181 67,199 69,181 0,12874 41819000 Ceramide synthase 2 ITGKLVEDERSDREETESSEGEEAAAGGGAKUID23907 4

Q9UEY8 ADD3 S 673 -0,0700994 3 ___3 0,996726 1,72E-09 73,072 73,072 70,718 -0,034947 69731000 Gamma-adducin IEITIKSPEKIEEVLSPEGSPSKSPSKKKKKUID22323 3

Q9UEY8 ADD3 S 681 -0,0700994 2 ___3 0,866755 2,63E-10 114,74 114,74 55,912 0,29345 128690000 Gamma-adducin EKIEEVLSPEGSPSKSPSKKKKKFRTPSFLKUID22326 1;2;3

O60293 ZFC3H1 S 352 -0,0701939 2 ___1 0,711903 9,58E-10 119,96 54,784 69,03 -0,20291 16114000 Zinc finger C3H1 domain-containing protein SQGLQDKEQNLTRRISTSDILSEKKLGEDEEUID388 1

Q12830 BPTF S 2098 -0,0702242 2 ___1 0,99996 8,05E-05 99,011 91,1 99,011 -0,36619 4544300 Nucleosome-remodeling factor subunit BPTF SVTTGTKMVLTTKVGSPATVTFQQNKNFHQTUID2288 1

O60343 TBC1D4 S 588 -0,0702288 2 ___1 1 5,98E-05 133,81 109,72 57,175 0,10431 166750000 TBC1 domain family member 4 NIFSRGANRMRGRLGSVDSFERSNSLASEKDUID410 1;2

P19338 NCL S 67 -0,070346 2 ___1 0,995273 1,40E-07 153,1 92,935 105,52 0,24444 559680000 Nucleolin KGKKAAATSAKKVVVSPTKKVAVATPAKKAAUID1113 1

Q07955 SRSF1 S 199 -0,0704149 2 ___3 0,999172 2,98E-06 120,54 106,53 62,528 0,088164 8557600000 Serine/arginine-rich splicing factor 1 EGETAYIRVKVDGPRSPSYGRSRSRSRSRSRUID18412 1;2;3

Q07955 SRSF1 S 201 -0,0704149 2 ___3 0,997782 0,00038746 63,185 63,185 62,528 0,088164 7626400000 Serine/arginine-rich splicing factor 1 ETAYIRVKVDGPRSPSYGRSRSRSRSRSRSRUID18413 2;3

Q07955 SRSF1 S 205 -0,0704149 2 ___3 0,997575 0,00042306 60,549 60,549 60,549 -0,012197 448130000 Serine/arginine-rich splicing factor 1 IRVKVDGPRSPSYGRSRSRSRSRSRSRSRSNUID18414 3

Q9P2I0 CPSF2 S 419 -0,0704211 2 ___2 1 1,60E-22 155,43 155,43 155,43 0,16594 343210000 Cleavage and polyadenylation specificity factor subunit 2EAAKKLEQSKEADIDSSDESDIEEDIDQPSAUID14175 2;3

Q9P2I0 CPSF2 S 420 -0,0704211 2 ___2 1 1,60E-22 155,43 155,43 155,43 0,16594 343210000 Cleavage and polyadenylation specificity factor subunit 2AAKKLEQSKEADIDSSDESDIEEDIDQPSAHUID14176 2;3

Q9P2I0 CPSF2 S 423 -0,0704211 2 ___2 1 1,60E-22 155,43 155,43 155,43 0,16594 343210000 Cleavage and polyadenylation specificity factor subunit 2KLEQSKEADIDSSDESDIEEDIDQPSAHKTKUID14177 2;3

Q86VR2 FAM134C T 307 -0,0704514 3 ___3 0,999994 5,21E-17 120,98 120,98 58,345 0,0030956 98628000 Protein FAM134C VSCTDNGTFNLSRGQTPLTEGSEDLDGHSDPUID23771 2;4

Q9UQ35 SRRM2 S 323 -0,0705027 3 ___1 0,976733 4,47E-29 161,51 161,51 105,49 0,12908 1414300000 Serine/arginine repetitive matrix protein 2 APFSEPGTTSTQRPSSPETATKQPSSPYEDKUID6462 1;2

Q92608 DOCK2 S 1685 -0,0705113 2 ___1 0,997677 2,60E-31 180,1 165,2 180,1 -0,041984 260100000 Dedicator of cytokinesis protein 2 LASPKTPRVEQEEPISPGSTLPEVKLRRSKKUID4639 1

P35613 BSG S 362 -0,0705239 3 ___1 1 6,93E-07 72,532 64,31 40,682 -0,39132 11713000 Basigin KRRKPEDVLDDDDAGSAPLKSSGQHQNDKGKUID1384 1

P11912 CD79A S 197 -0,0706864 3 ___1 0,999509 3,77E-22 113,32 104,29 113,32 -0,78151 119940000 B-cell antigen receptor complex-associated protein alpha chainYEDENLYEGLNLDDCSMYEDISRGLQGTYQDUID955 1

Q9NQG5 RPRD1B S 134 -0,0707241 3 ___1 0,819731 0,00344254 43,791 43,791 43,791 -0,14513 12036000 Regulation of nuclear pre-mRNA domain-containing protein 1BGEFIQQLKLSMEDSKSPPPKATEEKKSLKRTUID5758 1

Q9UQ35 SRRM2 S 780 -0,0707392 2 ___2 0,998193 0,00024673 99,539 92,388 89,403 -0,074497 84168000 Serine/arginine repetitive matrix protein 2 PRSKAKSRLSLRRSLSGSSPCPKQKSQTPPRUID14598 2

Q96FJ0 STAMBPL1 S 242 -0,0708334 3 ___1 0,934439 1,14E-15 160,47 158,93 114,55 -0,11559 97872000 AMSH-like protease ADQPNKSDATNYASHSPPVNRALTPAATLSAUID4872 1

O60524 NEMF S 417 -0,0713629 3 ___1 0,999954 1,31E-17 130,24 130,24 67,01 0,55774 178890000 Nuclear export mediator factor NEMF QTNHVTMLLRNPYLLSEEEDDDVDGDVNVEKUID426 1

Q9Y2D9 ZNF652 S 57 -0,0718305 2 ___1 0,913838 0,00120319 51,546 43,06 51,546 -0,27907 2860600 Zinc finger protein 652 QELDLSTKVYKRESGSPYSVLVDTKMSKPHLUID6609 1

P42566 EPS15 S 562 -0,0718384 2 ___1 0,499992 7,38E-11 78,975 78,975 78,975 -0,62561 31964000 Epidermal growth factor receptor substrate 15 SNLESEPIHQESPARSSPELLPSGVTDENEVUID1499 1

P42566 EPS15 S 563 -0,0718384 2 ___1 0,499992 7,38E-11 78,975 78,975 78,975 -0,62561 31964000 Epidermal growth factor receptor substrate 15 NLESEPIHQESPARSSPELLPSGVTDENEVTUID1500 1

Q01082 SPTBN1 S 2169 -0,0719259 2 ___2 0,997723 5,71E-11 143,02 143,02 143,02 -0,011743 1417700000 Spectrin beta chain, non-erythrocytic 1 ATEQRTSSKESSPIPSPTSDRKAKTALPAQSUID10176 2;3;4

O43379 WDR62 S 1228 -0,0719564 2 ___1 0,986792 1,05E-09 131,45 131,45 111,33 0,20947 27888000 WD repeat-containing protein 62 MEATASSRARISRSISLGDSEGPIVATLAQPUID301 1

Q5UIP0 RIF1 S 2393 -0,071967 2 ___1 0,999982 0,00608715 81,338 67,131 81,338 0,028696 8324400 Telomere-associated protein RIF1 DISEKTVNGIENKSLSPDEERLVSDIIDPVAUID3290 1

Q9NQC3 RTN4 S 182 -0,0719898 3 ___2 0,710587 9,29E-11 104,83 101,78 82,086 0,066406 79067000 Reticulon-4 AAPPSTPAAPKRRGSSGSVDETLFALPAASEUID13853 2

Q9UQ35 SRRM2 S 353 -0,0721433 2 ___3 0,999995 4,97E-17 114,87 103,72 114,87 0,071536 826470000 Serine/arginine repetitive matrix protein 2 KDKDKKEKSATRPSPSPERSSTGPEPPAPTPUID22703 2;3

Q9Y5S9 RBM8A S 56 -0,0723765 2 ___1 0,999786 6,01E-07 89,721 89,721 82,482 0,59159 25669000 RNA-binding protein 8A GSEEGSRARMREDYDSVEQDGDEPGPQRSVEUID6788 1

Q96GX5 MASTL S 452 -0,0724676 2 ___1 0,677189 0,00067422 90,434 75,173 90,434 -1,0697 10856000 Serine/threonine-protein kinase greatwall HLGKRSLKRNFELVDSSPCKKIIQNKKTCVEUID4894 1

Q96PC5 MIA2;CTAGE6;CTAGE4;CTAGE8;CTAGE15;CTAGE9S 747 -0,072589 2 ___1 0,635435 1,90E-09 139,6 139,6 139,6 -0,17993 15245000 Melanoma inhibitory activity protein 2;cTAGE family member 6;cTAGE family member 4;cTAGE family member 8;cTAGE family member 15;cTAGE family member 9AQSLEATCEKLNRSNSELEDEILCLEKELKEUID4997 1

Q76FK4 NOL8 S 365 -0,0726243 3 ___1 0,999701 1,23E-05 116,96 111,06 70,98 -0,060206 48362000 Nucleolar protein 8 SLIGLGIKNRVSCHDSDDDIMRNDREYDSGDUID3665 1

P33241 LSP1 S 177 -0,0729234 2 ___2 1 1,48E-153 274,6 274,6 195,43 -0,73006 978370000 Lymphocyte-specific protein 1 EEQEEHQKCQQPRTPSPLVLEGTIEQSSPPLUID9436 1;2;3

Q9NYF8 BCLAF1 S 177 -0,0732101 3 ___1 1 1,02E-151 293,38 293,38 128,74 0,36519 1361600000 Bcl-2-associated transcription factor 1 QEKQTKKAEGEPQEESPLKSKSQEEPKDTFEUID5953 1

P46821 MAP1B S 1779 -0,0733134 2 ___1 1 1,98E-18 172,57 172,57 172,57 0,22641 483390000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1SLTSEKVQSLEGEKLSPKSDISPLTPRESSPUID1637 1;2;3;4

Q9ULJ3 ZBTB21 S 343 -0,0733177 2 ___1 0,54523 1,91E-06 69,331 69,331 69,331 -0,19609 9609900 Zinc finger and BTB domain-containing protein 21 SIDRSGPLVKSLLRRSLSMDSQVPVYSPSIDUID6320 1

Q8IXJ6 SIRT2 S 23 -0,0733629 3 ___2 0,666667 3,15E-05 40,104 36,865 40,104 0,89573 4224400 NAD-dependent protein deacetylase sirtuin-2 HPLETQAGKVQEAQDSDSDSEGGAAGGEADMUID12175 2

Q8IXJ6 SIRT2 S 25 -0,0733629 3 ___2 0,666667 3,15E-05 40,104 36,865 40,104 0,89573 4224400 NAD-dependent protein deacetylase sirtuin-2 LETQAGKVQEAQDSDSDSEGGAAGGEADMDFUID12176 2

Q8IXJ6 SIRT2 S 27 -0,0733629 3 ___2 0,666667 3,15E-05 40,104 36,865 40,104 0,89573 4224400 NAD-dependent protein deacetylase sirtuin-2 TQAGKVQEAQDSDSDSEGGAAGGEADMDFLRUID12177 2

P42167 TMPO S 222 -0,0734837 3 ___1 0,951109 7,96E-15 98,236 98,236 98,236 0,045555 48343000 Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinKTPVTLKQRRVEHNQSYSQAGITETEWTSGSUID1491 1

P55010 EIF5 S 419 -0,0734874 3 ___1 0,869269 1,91E-05 51,348 51,348 51,348 0,068099 13013000 Eukaryotic translation initiation factor 5 VYSKAASVPKVETVKSDNKDDDIDIDAI___UID1892 1

Q86W92 PPFIBP1 S 601 -0,0736058 2 ___1 0,64179 1,23E-05 89,232 79,11 89,232 0,089482 10347000 Liprin-beta-1 SRGIMKLFGKLRRSQSTTFNPDDMSEPEFKRUID3937 1

Q13144 EIF2B5 S 544 -0,0737424 2 ___1 1 0,00098234 85,522 67,955 85,522 0,21893 84565000 Translation initiation factor eIF-2B subunit epsilon SEQSMDSEEPDSRGGSPQMDDIKVFQNEVLGUID2406 1

Q9UIF9 BAZ2A S 1397 -0,0738653 2 ___1 0,801139 2,18E-06 89,866 89,866 43,991 0,13668 27970000 Bromodomain adjacent to zinc finger domain protein 2ALAPKRRAGDPGEMPQSPTGLGQPKRRGRPPSUID6192 1

Q7Z422 SZRD1 S 39 -0,0739095 3 ___1 0,999987 4,36E-15 79,898 77,219 79,898 0,08232 49847000 SUZ domain-containing protein 1 EKKLKITQKESRKSKSPPKVPIVIQDDSLPAUID3768 1;2

Q96JG6 CCDC132 S 498 -0,0740006 2 ___2 0,988909 1,33E-06 87,669 76,294 87,669 0,072751 13878000 Coiled-coil domain-containing protein 132 LHEFKFMEQSRSPSVSPSKQPVSTSSKTVTLUID13017 2

Q96JG6 CCDC132 S 496 -0,0740006 2 ___2 0,565823 0,00031817 49,559 49,559 49,559 0,17567 13878000 Coiled-coil domain-containing protein 132 LQLHEFKFMEQSRSPSVSPSKQPVSTSSKTVUID13016 2

Q5T4S7 UBR4 S 2718 -0,0740693 2 ___1 0,629704 0,00201529 92,409 92,409 92,409 0,014355 65730000 E3 ubiquitin-protein ligase UBR4 RVLRPRNKRRHVTLPSSPRSNTPMGDKDDDDUID3253 1;2

O60711 LPXN S 19 -0,0741676 3 ___1 0,677343 7,64E-11 78,975 75,922 78,975 0,12121 43161000 Leupaxin LDALLEELERSTLQDSDEYSNPAPLPLDQHSUID436 1

P32519 ELF1 S 187 -0,0742284 3 ___1 0,907543 1,26E-05 72,184 57,029 48,547 0,09228 149460000 ETS-related transcription factor Elf-1 PKRKKGRKTKPPRPDSPATTPNISVKKKNKDUID1325 1;2

Q6IN85 SMEK1 S 741 -0,0744052 2 ___1 0,993281 5,34E-05 100,19 81,055 100,19 -0,037331 29172000 Serine/threonine-protein phosphatase 4 regulatory subunit 3AEEKEVLLKTNLSGRQSPSFKLSLSSGTKTNLUID3453 1

Q13085 ACACA S 29 -0,0745979 2 ___2 0,999991 8,40E-126 260,96 260,96 260,96 0,14226 227030000 Acetyl-CoA carboxylase 1;Biotin carboxylase NQHSRFIIGSVSEDNSEDEISNLVKLDLLEEUID10481 1;2

Q13085 ACACA S 25 -0,0745979 2 ___2 0,590132 2,61E-07 106,94 106,94 106,94 -0,097319 39482000 Acetyl-CoA carboxylase 1;Biotin carboxylase PLELNQHSRFIIGSVSEDNSEDEISNLVKLDUID10480 2

Q9BUG6 ZSCAN5A;ZSCAN5BS 296 -0,0746301 2 ___1 0,720959 0,00078351 74,611 52,565 74,611 0,015739 11588000 Zinc finger and SCAN domain-containing protein 5A;Zinc finger and SCAN domain-containing protein 5BASTHSGNRGDALNLSSPKRSKPDASSISQEEUID37 1

Q96GY3 LIN37 S 135 -0,0747234 3 ___2 0,976765 7,27E-08 63,033 63,033 63,033 -0,018155 41591000 Protein lin-37 homolog RAWMRNSPSVRERECSPSSPLPPLPEDEEGSUID12995 2

Q96GY3 LIN37 S 137 -0,0747234 3 ___2 0,584597 7,27E-08 63,033 63,033 54,867 0,015994 41591000 Protein lin-37 homolog WMRNSPSVRERECSPSSPLPPLPEDEEGSEVUID12996 2

Q12802 AKAP13 S 1876 -0,0748742 2 ___1 1 1,84E-08 126,63 126,63 123,97 -0,19645 39254000 A-kinase anchor protein 13 VIMRNKPSQPKERPRSAVLLVDETATTPIFAUID2274 1

Q9BW71 HIRIP3 S 87 -0,0748994 3 ___2 1 0,0006512 76,326 53,447 43,798 0,053777 144280000 HIRA-interacting protein 3 KLDLTKKGKRPPTPCSDPERKRFRFNSESESUID13426 1;2

Q9BW71 HIRIP3 T 84 -0,0748994 3 ___2 1 0,0006512 76,326 53,447 43,798 0,053777 144280000 HIRA-interacting protein 3 REDKLDLTKKGKRPPTPCSDPERKRFRFNSEUID15864 2

Q15652 JMJD1C S 2053 -0,0755797 2 ___1 0,499999 0,00028878 94,122 94,122 94,122 0,47686 36684000 Probable JmjC domain-containing histone demethylation protein 2CEEREQDNSESPNGRTSPLVSQNNEQGSTLRDUID2963 1

Q15652 JMJD1C T 2052 -0,0755797 2 ___1 0,499999 0,00028878 94,122 94,122 94,122 0,47686 36684000 Probable JmjC domain-containing histone demethylation protein 2CKEEREQDNSESPNGRTSPLVSQNNEQGSTLRUID7406 1

A7XYQ1 SOBP S 597 -0,0757001 3 ___1 0,788684 1,41E-14 83,834 83,834 83,834 0,23773 34488000 Sine oculis-binding protein homolog LSPRDSKQGSSKSADSPPGCSGQALSLAPTPUID41 1

Q9Y3X0 CCDC9 S 80 -0,0757865 2 ___1 0,999699 3,78E-05 92,781 76,9 92,781 0,24826 73228000 Coiled-coil domain-containing protein 9 NVAVESEKNLGPSRRSPGTPRPPGASKGGRTUID6711 1

O43765 SGTA S 77 -0,0758898 3 ___1 1 1,39E-14 92,817 92,817 43,813 -0,1579 304900000 Small glutamine-rich tetratricopeptide repeat-containing protein alphaFEAAATGKEMPQDLRSPARTPPSEEDSAEAEUID351 1;2

Q8IYB3 SRRM1 T 220 -0,075939 2 ___1 1 2,70E-13 168,22 141,33 155,86 -0,1954 738080000 Serine/arginine repetitive matrix protein 1 TKSRSPSPAPEKKEKTPELPEPSVKVKEPSVUID7606 1

Q96MU7 YTHDC1 S 308 -0,0761867 2 ___1 1 0,00024084 128,03 113,83 128,03 -0,023019 52046000 YTH domain-containing protein 1 GSDEKKKERKRARGISPIVFDRSGSSASESYUID4982 1

Q9H6S0 YTHDC2 S 1090 -0,0762472 2 ___1 0,750129 1,35E-10 97,767 97,767 97,767 -0,18438 25923000 Probable ATP-dependent RNA helicase YTHDC2 QEPSSFRVDGIPNDSSDSEMEDKTTANLAALUID5629 1

Q8N122 RPTOR S 887 -0,076402 3 ___2 0,626533 6,94E-16 115,93 111,67 115,93 -0,19149 33253000 Regulatory-associated protein of mTOR HQAGGSPPASSTSSSSLTNDVAKQPVSRDLPUID12278 2

P19484 TFEB S 109 -0,0764098 3 ___3 1 3,14E-10 89,145 89,145 89,145 0,34773 87901000 Transcription factor EB EYLSETYGNKFAAHISPAQGSPKPPPAASPGUID17310 3

P19484 TFEB S 114 -0,0764098 3 ___3 1 3,14E-10 89,145 89,145 89,145 0,34773 139550000 Transcription factor EB TYGNKFAAHISPAQGSPKPPPAASPGVRAGHUID17311 2;3

P19484 TFEB S 122 -0,0764098 3 ___3 1 3,14E-10 89,145 89,145 89,145 0,34773 139550000 Transcription factor EB HISPAQGSPKPPPAASPGVRAGHVLSSSAGNUID17312 2;3

P49796 RGS3 S 806 -0,0764348 2 ___1 0,904365 9,03E-05 95,401 70,547 73,36 -0,064022 10819000 Regulator of G-protein signaling 3 HQDPLLTKDLPAIQESPTRDLPPCQDLPPSQUID1757 1

Q15007 WTAP S 306 -0,0766407 2 ___1 0,981762 7,21E-07 76,151 68,019 55,975 1,8667 34165000 Pre-mRNA-splicing regulator WTAP GFHREGNTTEDDFPSSPGNGNKSSNSSEERTUID2837 1

Q6PFW1 PPIP5K1 S 964 -0,0766454 2 ___1 0,5 0,00134762 54,09 54,09 54,09 -0,61503 4824000 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 1CPGKASDEPDRALQTSPQPPEGPGLPRRSPLUID3533 1

Q6PFW1 PPIP5K1 T 963 -0,0766454 2 ___1 0,5 0,00134762 54,09 54,09 54,09 -0,61503 4824000 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 1LCPGKASDEPDRALQTSPQPPEGPGLPRRSPUID7504 1

P51858 HDGF S 165 -0,0767101 2 ___1 1 7,79E-31 189,09 161,76 72,815 -0,1177 1654100000 Hepatoma-derived growth factor EKGALKRRAGDLLEDSPKRPKEAENPEGEEKUID1825 1

Q13459 MYO9B S 1114 -0,0767671 3 ___2 0,573933 1,31E-31 181,75 181,75 181,75 0,3344 81675000 Unconventional myosin-IXb SEPEVQPSDRSPLEHSSPEKEAPSPEKTLPPUID10605 2

P42858 HTT S 432 -0,0770715 3 ___1 0,996798 9,03E-63 213,71 199,45 129,73 0,26744 78743000 Huntingtin SGSIVELIAGGGSSCSPVLSRKQKGKVLLGEUID1525 1;2

Q9UKV3 ACIN1 S 240 -0,0771369 2 ___1 1 5,01E-22 154,84 146,2 154,84 0,46806 247530000 Apoptotic chromatin condensation inducer in the nucleusERRSSRVRQARAAKLSEGSQPAEEEEDQETPUID6276 1;2

Q15637 SF1 S 80 -0,0773665 2 ___2 0,99999 2,05E-56 198,54 177,81 198,54 -0,24585 2253700000 Splicing factor 1 LRTGDLGIPPNPEDRSPSPEPIYNSEGKRLNUID11040 2

Q15637 SF1 S 82 -0,0773665 2 ___2 0,999976 2,05E-56 198,54 177,81 100,62 1,1368 2253700000 Splicing factor 1 TGDLGIPPNPEDRSPSPEPIYNSEGKRLNTRUID11041 2

Q5VZ89 DENND4C S 1798 -0,0773911 3 ___1 0,505512 4,58E-08 81,967 81,967 49,528 0,46158 3837700 DENN domain-containing protein 4C EPLYVSWRNFNSEKKSSLLSEEQQETSTLVEUID3347 1

Q6VMQ6 ATF7IP S 113 -0,0774656 3 ___1 0,99948 1,50E-10 71,118 71,118 62,005 0,12853 64001000 Activating transcription factor 7-interacting protein 1 NVKNKQDDDLNCEPLSPHNITPEPVSKLPAEUID3588 1;2

Q6PJG2 ELMSAN1 S 661 -0,0774718 3 ___2 0,999992 3,10E-05 100,35 100,35 64,87 -0,024792 37888000 ELM2 and SANT domain-containing protein 1 ERSFELPPYTPPPILSPVREGSGLYFNAIISUID11639 2

Q01082 SPTBN1 S 2164 -0,077892 3 ___2 0,820151 3,56E-05 55,734 55,734 41,348 0,0038634 458130000 Spectrin beta chain, non-erythrocytic 1 EMVNGATEQRTSSKESSPIPSPTSDRKAKTAUID10174 2;3;4

Q9GZR2 REXO4 S 14 -0,0780154 2 ___1 0,550512 4,38E-05 114,87 104,68 114,87 -0,059184 19980000 RNA exonuclease 4 __MGKAKVPASKRAPSSPVAKPGPVKTLTRKUID5445 1

Q9H7N4 SCAF1 T 1001 -0,078061 4 ___2 0,516239 1,16E-06 44,674 44,674 44,674 -0,083176 25098000 Splicing factor, arginine/serine-rich 19 PALTPDSQTVDSSCKTPEVSFLPEEATEEAGUID15909 2

P46821 MAP1B S 25 -0,078061 3 ___1 0,500229 4,88E-21 96,957 96,957 96,957 0,47122 27235000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1EPEPSGSIANPAASTSPSLSHRFLDSKFYLLUID1599 1

Q9Y3P8 SIT1 S 83 -0,0781524 3 ___2 0,961529 1,03E-10 82,449 82,449 79,426 0,36587 51353000 Signaling threshold-regulating transmembrane adapter 1RGRSRSHPGQGRSGESVEEVPLYGNLHYLQTUID14802 1;2

Q9BV40 VAMP8 S 55 -0,0782648 3 ___1 0,714927 9,28E-05 70,802 70,802 70,802 0,27738 54616000 Vesicle-associated membrane protein 8 NLEHLRNKTEDLEATSEHFKTTSQKVARKFWUID5299 1

Q9UQ35 SRRM2 S 1462 -0,0783352 2 ___3 0,911587 4,17E-05 75,566 75,566 52,814 -0,51628 19000000 Serine/arginine repetitive matrix protein 2 LRDGSGTPSRHSLSGSSPGMKDIPRTPSRGRUID22642 3

Q86YV0 RASAL3 S 231 -0,078402 3 ___2 0,998704 2,06E-17 124,82 115,6 124,82 0,37238 138560000 RAS protein activator like-3 LEPRDGPPSALGSRESLATLSELDLGAERDVUID12099 2;3

Q86YV0 RASAL3 S 228 -0,078402 2 ___2 0,994852 2,06E-17 124,82 115,6 70,195 -0,16213 169850000 RAS protein activator like-3 KARLEPRDGPPSALGSRESLATLSELDLGAEUID12098 1;2;3

O15014 ZNF609 S 576 -0,078436 2 ___1 0,999997 3,85E-09 135,81 119,2 129,37 0,13778 164120000 Zinc finger protein 609 PARSATPKVRLVEPHSPSPSSKFSTKGLCKKUID210 1;2

Q96T58 SPEN S 2124 -0,078518 4 ___2 0,581213 5,39E-15 93,6 93,6 48,891 0,36489 94493000 Msx2-interacting protein AGERESGVVAVSPEKSESPQKEDGLSSQLKSUID13209 2

P25098 ADRBK1 S 670 -0,0785728 2 ___1 1 9,76E-05 103,26 69,877 94,804 -0,13738 134320000 Beta-adrenergic receptor kinase 1 QQLVQRVPKMKNKPRSPVVELSKVPLVQRGSUID1224 1

Q86X27 RALGPS2 T 326 -0,0785789 2 ___1 0,999991 5,74E-06 78,324 78,324 78,324 0,25967 46422000 Ras-specific guanine nucleotide-releasing factor RalGPS2SGRKSVAAEGALLPQTPPSPRNLIPHGHRKCUID7584 1;2

Q0JRZ9 FCHO2 S 403 -0,0787738 2 ___1 0,9991 0,00651998 63,694 22,577 57,59 0,053296 26375000 F-BAR domain only protein 2 PAISRHSPVQMNRNLSNEELTKSKPSAPPNEUID2247 1

Q04637 EIF4G1 S 1194 -0,0787836 2 ___2 1 7,54E-07 122,12 122,12 122,12 0,44694 603820000 Eukaryotic translation initiation factor 4 gamma 1 TPATKRSFSKEVEERSRERPSQPEGLRKAASUID10278 1;2

Q9C0C9 UBE2O S 401 -0,0788988 2 ___2 0,999964 1,41E-12 149,41 142,04 149,41 -0,71879 63397000 E2/E3 hybrid ubiquitin-protein ligase UBE2O VKRLLKKQVVRIMSCSPDTQCSRDHSMEDPDUID13529 1;2

Q9C0C9 UBE2O S 399 -0,0788988 2 ___2 0,990225 0,00760097 45,359 42,997 45,359 -0,25079 4425300 E2/E3 hybrid ubiquitin-protein ligase UBE2O KKVKRLLKKQVVRIMSCSPDTQCSRDHSMEDUID13528 2

Q9Y4W2 LAS1L S 560 -0,0791058 3 ___1 1 1,02E-16 145,65 134,41 145,65 -0,41293 47248000 Ribosomal biogenesis protein LAS1L SFGSEAKAQQQEEQGSVNDVKEEEKEEKEVLUID6747 1

O14646 CHD1 S 1683 -0,0791731 3 ___2 0,993119 7,52E-05 61,139 61,139 61,139 0,0048436 25107000 Chromodomain-helicase-DNA-binding protein 1 HRASSSGPRSPLDQRSPYGSRSPFEHSVEHKUID8262 2

O14646 CHD1 S 1687 -0,0791731 3 ___2 0,564023 7,52E-05 61,139 61,139 61,139 0,0048436 25107000 Chromodomain-helicase-DNA-binding protein 1 SSGPRSPLDQRSPYGSRSPFEHSVEHKSTPEUID8263 2

Q14669 TRIP12 S 1317 -0,0792676 3 ___2 0,999967 2,64E-22 111,23 111,23 111,23 -0,14419 44218000 E3 ubiquitin-protein ligase TRIP12 LVVRGYGRVREDDEDSDDDGSDEEIDESLAAUID10809 2

Q14669 TRIP12 S 1322 -0,0792676 3 ___2 0,999884 2,64E-22 111,23 111,23 111,23 -0,14419 44218000 E3 ubiquitin-protein ligase TRIP12 YGRVREDDEDSDDDGSDEEIDESLAAQFLNSUID10810 2

Q8WUA2 PPIL4 S 178 -0,0792695 3 ___1 0,907493 7,88E-06 43,579 39,091 43,579 -0,34219 11271000 Peptidyl-prolyl cis-trans isomerase-like 4 DDPFDDPPDLLIPDRSPEPTREQLDSGRIGAUID4496 1

P51532 SMARCA4 S 610 -0,0793521 3 ___2 0,69371 8,25E-20 91,819 91,819 43,686 -0,098909 86292000 Transcription activator BRG1 QTPAIGPDGEPLDETSQMSDLPVKVIHVESGUID9907 1;2

O75152 ZC3H11A S 290 -0,0794909 2 ___1 0,999833 2,25E-05 78,486 78,486 78,486 -0,24703 76329000 Zinc finger CCCH domain-containing protein 11A LVRLSLTERLGKRKFSAGGDSDPPLKRSLAQUID502 1

Q9BQ52 ELAC2 S 199 -0,0795551 3 ___1 0,978647 0,00047867 55,755 55,755 55,755 -0,22153 68331000 Zinc phosphodiesterase ELAC protein 2 PIHSEQRRGKHQPWQSPERPLSRLSPERSSDUID5205 1

Q9UQ35 SRRM2 S 2067 -0,0796069 2 ___3 1 0,00142876 92,19 53,923 51,463 -0,55927 2715500000 Serine/arginine repetitive matrix protein 2 RRSRSRTPRTARGKRSLTRSPPAIRRRSASGUID22716 2;3

Q9UQ35 SRRM2 S 2071 -0,0796069 2 ___3 1 0,00142876 92,19 53,923 51,463 -0,55927 2728500000 Serine/arginine repetitive matrix protein 2 SRTPRTARGKRSLTRSPPAIRRRSASGSSSDUID22717 2;3

Q9UQ35 SRRM2 T 2069 -0,0796069 2 ___3 1 0,00142876 92,19 53,923 51,463 -0,55927 2665800000 Serine/arginine repetitive matrix protein 2 SRSRTPRTARGKRSLTRSPPAIRRRSASGSSUID24131 2;3

P49959 MRE11A S 688 -0,0797938 2 ___2 1 3,96E-16 136,33 124,41 136,33 -0,34511 64671000 Double-strand break repair protein MRE11A KIMSQSQVSKGVDFESSEDDDDDPFMNTSSLUID9872 2

P49959 MRE11A S 689 -0,0797938 2 ___2 1 3,96E-16 136,33 124,41 136,33 -0,34511 64671000 Double-strand break repair protein MRE11A IMSQSQVSKGVDFESSEDDDDDPFMNTSSLRUID9873 2

Q8IYB3 SRRM1 S 431 -0,0799132 2 ___2 1 0,00091626 83,652 52,055 83,456 0,25372 974970000 Serine/arginine repetitive matrix protein 1 TPQQSNRTRKSRVSVSPGRTSGKVTKHKGTEUID12228 2

Q13029 PRDM2 S 739 -0,0800321 3 ___2 0,959613 6,06E-05 103,6 89,941 67,644 -0,097141 87037000 PR domain zinc finger protein 2 SMLPVTSSRFKRRTSSPPSSPQHSPALRDFGUID10475 2

Q5T4S7 UBR4 S 619 -0,0800657 2 ___1 0,5 3,20E-06 76,573 76,573 42,059 0,014369 47871000 E3 ubiquitin-protein ligase UBR4 EKAAPPPPPPPPPLESSPRVKSPSKQAPGEKUID3251 1

Q86VR2 FAM134C T 440 -0,0801337 3 ___2 0,570972 4,03E-09 59,228 59,228 59,228 -0,24449 8715600 Protein FAM134C RATRGFLRSPSSDLDTDAEGDDFELLDQSELUID15676 2

Q96JH7 VCPIP1 S 747 -0,0802557 2 ___1 0,998542 0,00656189 79,489 15,955 79,489 -0,33278 20921000 Deubiquitinating protein VCIP135 TEKLKQEQKGQPRTVSPSTIRDGPSSAPATPUID4925 1

Q9UIG0 BAZ1B T 945 -0,0803319 2 ___1 0,922608 3,43E-20 170,95 162,37 170,95 -0,27986 39462000 Tyrosine-protein kinase BAZ1B HDSIDYRFNHHCKDHTVSGDEDYCPRSKKANUID7874 1

Q9NR19 ACSS2 S 30 -0,080623 2 ___1 0,996289 0,00019408 108,9 102,87 108,9 -0,090541 64749000 Acetyl-coenzyme A synthetase, cytoplasmic RGQEEAGAGGRARSWSPPPEVSRSAHVPSLQUID5790 1

Q92615 LARP4B S 568 -0,0806792 2 ___1 0,987488 4,21E-07 124,25 124,25 124,25 -0,19163 5783600 La-related protein 4B RLSSLIIGPSKERTLSADASVNTLPVVVSREUID4667 1

Q8TF01 PNISR S 211 -0,0807484 2 ___1 1 0,0057514 82,645 38,296 82,645 -0,081479 10053000 Arginine/serine-rich protein PNISR QNRRERPSSFRDRQRSPIALPVKQEPPQIDAUID4489 1

Q9H7N4 SCAF1 S 738 -0,0808049 2 ___3 0,999987 1,00E-05 120,53 118,51 120,53 0,2565 197380000 Splicing factor, arginine/serine-rich 19 ASSPKREVLYDSEGLSGEERGGKSSQKDRRRUID21851 2;4

Q9H7N4 SCAF1 S 734 -0,0808049 3 ___3 0,99961 2,57E-05 74,214 74,214 69,922 -0,22939 139980000 Splicing factor, arginine/serine-rich 19 SPAPASSPKREVLYDSEGLSGEERGGKSSQKUID21850 2;4

Q9H7N4 SCAF1 S 719 -0,0808049 3 ___3 0,999063 3,59E-05 41,218 41,218 41,218 0,12038 17636000 Splicing factor, arginine/serine-rich 19 TITVGRLDKSDPRGPSPAPASSPKREVLYDSUID21854 4

Q9H7N4 SCAF1 S 725 -0,0808049 3 ___3 0,511361 3,59E-05 41,218 41,218 41,218 0,12038 17636000 Splicing factor, arginine/serine-rich 19 LDKSDPRGPSPAPASSPKREVLYDSEGLSGEUID21856 4

Q9H7N4 SCAF1 S 724 -0,0808049 3 ___3 0,511357 3,59E-05 41,218 41,218 41,218 0,12038 17636000 Splicing factor, arginine/serine-rich 19 RLDKSDPRGPSPAPASSPKREVLYDSEGLSGUID21855 4

Q8N2F6 ARMC10 S 45 -0,0811678 2 ___1 1 3,68E-31 176,25 176,25 176,25 -0,14377 79711000 Armadillo repeat-containing protein 10 GRRRGDRELGIRSSKSAGALEEGTSEGQLCGUID4210 1

P29590 PML S 530 -0,0814631 3 ___1 0,999559 2,57E-15 111,24 111,24 111,24 -0,0045472 95214000 Protein PML KAVSPPHLDGPPSPRSPVIGSEVFLPNSNHVUID1291 1;3

Q8TAQ2 SMARCC2 S 304 -0,0814764 2 ___2 0,980506 2,56E-05 104,09 91,169 74,698 0,54435 76155000 SWI/SNF complex subunit SMARCC2 RDKKGGNYKKRKRSPSPSPTPEAKKKNAKKGUID12501 2

Q9UJX5 ANAPC4 S 777 -0,081568 3 ___2 1 7,88E-06 45,125 45,125 45,125 0,080845 14581000 Anaphase-promoting complex subunit 4 EEASNKPVKIKEEVLSESEAENQQAGAAALAUID14327 2

Q9UJX5 ANAPC4 S 779 -0,081568 3 ___2 1 1,51E-12 65,377 65,377 45,125 0,080845 78089000 Anaphase-promoting complex subunit 4 ASNKPVKIKEEVLSESEAENQQAGAAALAPEUID14328 1;2

O14497 ARID1A S 1602 -0,0817206 2 ___2 0,852923 0,00029505 58,676 52,144 58,676 -0,29211 6624800 AT-rich interactive domain-containing protein 1A SPAPLPRPMENRTSPSKSPFLHSGMKMQKAGUID8229 2

O14497 ARID1A S 1600 -0,0817206 2 ___2 0,527841 0,00029505 73,834 53,407 58,676 -0,29211 6624800 AT-rich interactive domain-containing protein 1A VSSPAPLPRPMENRTSPSKSPFLHSGMKMQKUID8228 2

O14497 ARID1A T 1599 -0,0817206 2 ___2 0,520609 0,00029505 58,676 52,144 58,676 -0,29211 6624800 AT-rich interactive domain-containing protein 1A QVSSPAPLPRPMENRTSPSKSPFLHSGMKMQUID15009 2

P51451 BLK S 24 -0,0817586 2 ___1 1 0,0201143 41,689 41,689 40,616 -0,0012063 17942000 Tyrosine-protein kinase Blk PDKEKPIKEKDKGQWSPLKVSAQDKDAPPLPUID1807 1

Q8N3F8 MICALL1 S 486 -0,0817822 2 ___1 0,999997 8,06E-05 76,759 66,473 76,759 0,084693 23408000 MICAL-like protein 1 SPKTKKRPAPRAPSASPLALHASRLSHSEPPUID4221 1;2

Q8NC56 LEMD2 S 499 -0,0821499 2 ___1 0,968555 1,98E-10 128,31 115,18 128,31 -0,081943 157120000 LEM domain-containing protein 2 GEDMLVWRWTKPSSFSDSER___________UID4279 1

O00566 MPHOSPH10 S 242 -0,0821836 3 ___1 0,999974 6,08E-21 94,406 94,406 91,603 0,68977 44965000 U3 small nucleolar ribonucleoprotein protein MPP10 NDEEEEDIDFFEDIDSDEDEGGLFGSKKLKSUID95 1

Q9H1C4 UNC93B1 S 550 -0,0822031 4 ___2 1 2,87E-55 158,36 158,36 155,38 0,34521 826970000 Protein unc-93 homolog B1 KVRGYRYLEEDNSDESDAEGEHGDGAEEEAPUID13602 2

Q9H1C4 UNC93B1 S 547 -0,0822031 4 ___2 0,999999 2,87E-55 158,36 158,36 155,38 0,34521 826970000 Protein unc-93 homolog B1 PQHKVRGYRYLEEDNSDESDAEGEHGDGAEEUID13601 2

Q9UEY8 ADD3 S 677 -0,0822322 2 ___3 0,964864 1,72E-09 73,072 73,072 60,528 0,30698 79609000 Gamma-adducin IKSPEKIEEVLSPEGSPSKSPSKKKKKFRTPUID22324 2;3

P49585 PCYT1A S 331 -0,0823715 2 ___1 0,999823 0,0002386 141,52 116,58 125,3 -0,32081 160160000 Choline-phosphate cytidylyltransferase A PKQSPSSSPTRERSPSPSFRWPFSGKTSPPCUID1689 1;2

Q53EL6 PDCD4 S 76 -0,0824296 2 ___1 0,996992 1,44E-10 139,11 139,11 139,11 -0,35963 54958000 Programmed cell death protein 4 RRLRKNSSRDSGRGDSVSDSGSDALRSGLTVUID3113 1

Q7Z5L9 IRF2BP2 S 457 -0,0825341 2 ___2 0,944194 7,04E-05 108,71 108,71 108,71 -0,076982 110460000 Interferon regulatory factor 2-binding protein 2 KDANQVHSTTRRNSNSPPSPSSMNQRRLGPRUID11912 1;2

Q9UPP1 PHF8 S 651 -0,0825348 2 ___1 1 7,93E-15 99,446 92,797 64,203 0,073899 26217000 Histone lysine demethylase PHF8 RLMAEQVMEDEFDLDSDDELQIDERLGKEKAUID6408 1

Q8N1G0 ZNF687 S 1057 -0,0825476 3 ___1 1 2,80E-09 142,39 142,39 47,774 0,76156 149250000 Zinc finger protein 687 EKHVQVRHGLQLGAQSPGRGTTLARGSSARAUID4200 1

Q96D71 REPS1 S 558 -0,0826217 3 ___3 0,926747 5,19E-22 144,45 144,45 135,45 0,24067 344190000 RalBP1-associated Eps domain-containing protein 1 NTAPPPPPPRPQPSHSRSSSLDMNRTFTVTTUID21011 2;3



Q9Y520 PRRC2C S 1544 -0,0827559 2 ___1 0,998173 2,17E-05 130,98 58,339 130,98 0,15729 622690000 Protein PRRC2C ENVLPPKREIAKRSFSSQRPVDRQNRRGNNGUID6756 1

O43237 DYNC1LI2 S 194 -0,0829426 3 ___1 1 2,37E-07 113,36 113,36 113,36 -0,057887 155230000 Cytoplasmic dynein 1 light intermediate chain 2 KDFQDYMEPEEGCQGSPQRRGPLTSGSDEENUID285 1

Q5JSP0 FGD3 S 128 -0,0830607 3 ___1 0,998883 2,46E-10 76,614 76,614 76,614 1,1387 85242000 FYVE, RhoGEF and PH domain-containing protein 3 LDSQVPKVTPQEEADSDVGEEPDSENTPQKAUID3167 1

Q86VR2 FAM134C S 258 -0,0831248 3 ___2 1 1,61E-57 171,29 160,35 161,13 0,094802 352430000 Protein FAM134C LRRRALHPERAMDNHSDSEEELAAFCPQLDDUID12016 2

Q86VR2 FAM134C S 260 -0,0831248 3 ___2 1 1,61E-57 171,29 160,35 161,13 0,094802 352430000 Protein FAM134C RRALHPERAMDNHSDSEEELAAFCPQLDDSTUID12017 2

Q5QJE6 DNTTIP2 S 381 -0,0831337 2 ___1 0,993808 0,0063364 66,953 38,245 62,694 -0,27549 21132000 Deoxynucleotidyltransferase terminal-interacting protein 2TFATVEVGRWNNNKKSPIKASDLTKFGDCGGUID3200 1

Q96B97 SH3KBP1 S 230 -0,0833298 2 ___1 1 1,73E-06 130,19 130,19 130,19 0,078558 95975000 SH3 domain-containing kinase-binding protein 1 FGDIFKDKPIKLRPRSIEVENDFLPVEKTIGUID4776 1

Q16512 PKN1 S 916 -0,0842509 2 ___1 0,998067 4,06E-49 189,48 189,48 144,88 0,54324 57507000 Serine/threonine-protein kinase N1 VSNFDEEFTGEAPTLSPPRDARPLTAAEQAAUID2989 1

Q9NRA8 EIF4ENIF1 S 951 -0,0842776 2 ___1 0,999983 0,00095737 99,855 24,333 99,855 -0,60116 108960000 Eukaryotic translation initiation factor 4E transporter HMHSQLEHRPSQRSSSPVGLAKWFGSDVLQQUID5800 1

P32519 ELF1 S 376 -0,084755 2 ___1 0,806175 0,00023484 59,607 50,693 55,841 0,24799 9472700 ETS-related transcription factor Elf-1 VAQPSEVLRTVQPTQSPYPTQLFRTVHVVQPUID1326 1

Q9UQ35 SRRM2 S 377 -0,0848524 3 ___3 0,999065 3,97E-17 104,94 104,94 68,58 0,39499 349860000 Serine/arginine repetitive matrix protein 2 EPPAPTPLLAERHGGSPQPLATTPLSQEPVNUID22669 2;3

Q8WYP5 AHCTF1 S 1142 -0,0851906 2 ___1 0,999919 0,00972203 69,198 32,641 69,198 0,34956 11615000 Protein ELYS RPSQCSEFIQQSSMKSPLYLVSRSLPSSSQLUID4578 1

P39880 CUX1 S 1215 -0,0852365 4 ___2 0,684698 4,79E-06 41,988 41,988 41,988 -0,010706 14606000 Homeobox protein cut-like 1 DMKRMEKKAYMKRRHSSVSDSQPCEPPSVGTUID9537 2

P51812 RPS6KA3 S 715 -0,0852518 2 ___1 1 0,00327005 58,674 44,467 58,674 2,3633 8326500 Ribosomal protein S6 kinase alpha-3 KGAMAATYSALNRNQSPVLEPVGRSTLAQRRUID1822 1

Q3B726 TWISTNB S 316 -0,0853794 3 ___2 0,999419 1,27E-06 79,408 72,054 79,408 -0,49036 87499000 DNA-directed RNA polymerase I subunit RPA43 GYQSDHKKKKKKRKHSEEAEFTPPLKCSPKRUID11159 2

Q8TAD8 SNIP1 S 52 -0,0856345 3 ___1 0,980085 1,18E-06 98,507 82,388 60,635 -0,026809 370420000 Smad nuclear-interacting protein 1 EVAPPAHRRPDHSGGSPSPPTSEPARSGHRGUID4392 1;2;3

Q8TCN5 ZNF507 S 195 -0,0858543 2 ___1 0,979571 7,69E-05 98,942 91,542 98,337 0,25769 16466000 Zinc finger protein 507 NDANIHTQSKAQQCVSPSSSLCRKTTERNETUID4438 1

Q9UKA4 AKAP11 T 1485 -0,0859867 2 ___1 0,985198 0,0264753 54,286 23,673 50,354 -0,080478 3759200 A-kinase anchor protein 11 KEELTASLVGLPKSLTDSCLFEKSGYEEDNEUID7879 1

Q9Y6G9 DYNC1LI1 S 207 -0,0863014 3 ___1 1 3,88E-45 195,39 195,39 195,39 0,65615 383670000 Cytoplasmic dynein 1 light intermediate chain 1 RDFQEYVEPGEDFPASPQRRNTASQEDKDDSUID6825 1

Q9BZD4 NUF2 S 247 -0,0863576 2 ___1 1 0,00224444 81,525 52,376 78,903 0,24916 52729000 Kinetochore protein Nuf2 SLKEIQESLKTKIVDSPEKLKNYKEKMKDTVUID5389 1

Q92685 ALG3 S 13 -0,0864002 2 ___1 0,982049 4,76E-09 138,42 123,04 138,42 -0,16084 118610000 Dol-P-Man:Man(5)GlcNAc(2)-PP-Dol alpha-1,3-mannosyltransferase___MAAGLRKRGRSGSAAQAEGLCKQWLQRAUID4688 1

P22087 FBL S 126 -0,0866146 3 ___1 0,56895 0,00077309 48,907 44,106 48,907 -0,26943 8192900 rRNA 2'-O-methyltransferase fibrillarin LVPGESVYGEKRVSISEGDDKIEYRAWNPFRUID1165 1

Q9Y2R2 PTPN22 S 691 -0,0866719 3 ___1 0,5 7,30E-06 97,49 78,461 97,49 -0,018889 57179000 Tyrosine-protein phosphatase non-receptor type 22 SVKLRSPKSELHQDRSSPPPPLPERTLESFFUID6633 1

Q9Y2R2 PTPN22 S 692 -0,0866719 3 ___1 0,5 7,30E-06 97,49 78,461 97,49 -0,018889 57179000 Tyrosine-protein phosphatase non-receptor type 22 VKLRSPKSELHQDRSSPPPPLPERTLESFFLUID6634 1

P85037 FOXK1 S 428 -0,086789 2 ___2 0,999974 5,44E-08 133,93 133,93 116,04 0,083323 229600000 Forkhead box protein K1 SSRSAPASPTHPGLMSPRSGGLQTPECLSREUID10147 2;3

Q15022 SUZ12 S 546 -0,0868154 2 ___2 1 1,80E-42 170,91 157,93 170,91 -0,30209 226090000 Polycomb protein SUZ12 CRPKRTKASMSEFLESEDGEVEQQRTYSSGHUID10945 1;2

Q15022 SUZ12 S 541 -0,0868154 2 ___2 0,592518 9,85E-07 86,455 86,455 86,455 0,96668 13402000 Polycomb protein SUZ12 THILVCRPKRTKASMSEFLESEDGEVEQQRTUID10944 2

Q13428 TCOF1 T 533 -0,0869823 2 ___1 0,965486 0,0324815 50,467 37,891 50,467 -0,34843 5071100 Treacle protein GKGAGPVPPGKVGPATPSAQVGKWEEDSESSUID7321 1

P46821 MAP1B S 831 -0,087294 2 ___2 0,999788 9,17E-23 147,26 147,26 64,55 -0,48635 2120400000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1AIGPAKELEAERSLMSSPEDLTKDFEELKAEUID9718 2

P46821 MAP1B S 832 -0,087294 2 ___2 0,999686 9,17E-23 147,26 147,26 64,55 -0,48635 2120400000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1IGPAKELEAERSLMSSPEDLTKDFEELKAEEUID9719 2

Q9NR30 DDX21 S 13 -0,0877657 2 ___1 0,920849 0,0134009 95,631 89,041 79,886 -0,051191 49872000 Nucleolar RNA helicase 2 ___MPGKLRSDAGLESDTAMKKGETLRKQTEUID5794

Q04726 TLE3 S 286 -0,0878323 2 ___1 0,789738 1,59E-07 78,674 78,674 78,674 -0,15167 43528000 Transducin-like enhancer protein 3 NGLDKARSLKKDAPTSPASVASSSSTPSSKTUID2183 1

Q9H814 PHAX S 14 -0,087879 3 ___2 0,843088 2,30E-13 66,98 66,98 62,284 -0,2938 55847000 Phosphorylated adapter RNA export protein __MALEVGDMEDGQLSDSDSDMTVAPSDRPLUID13766 2

Q9H814 PHAX S 16 -0,087879 3 ___2 0,843088 2,30E-13 66,98 66,98 62,284 -0,2938 55847000 Phosphorylated adapter RNA export protein MALEVGDMEDGQLSDSDSDMTVAPSDRPLQLUID13767 2

Q13233 MAP3K1 S 923 -0,0880034 2 ___1 0,978469 9,68E-07 123,95 123,95 123,95 -0,68392 30882000 Mitogen-activated protein kinase kinase kinase 1 LEKTGKGLCATKLSASSEDISERLASISVGPUID2416 1

Q9Y6Q9 NCOA3 S 867 -0,0880861 2 ___2 0,772687 1,25E-05 101,05 93,488 101,05 0,021264 4154900 Nuclear receptor coactivator 3 YNRAVSLDSPVSVGSSPPVKNISAFPMLPKQUID14941 2

O75427 LRCH4 S 25 -0,0881934 3 ___1 0,696275 3,40E-06 46,082 46,082 46,082 0,08591 4023200 Leucine-rich repeat and calponin homology domain-containing protein 4AAGGEEAAATTSVPGSPGLPGRRSAERALEEUID554 1

Q8IXT5 RBM12B S 250 -0,0882986 2 ___2 1 4,65E-05 72,797 55,103 72,797 -0,18062 428760000 RNA-binding protein 12B EFGGNAVKEGDVLRRSEEHSPPRGINDRHFRUID12186 2

Q8IXT5 RBM12B S 254 -0,0882986 2 ___2 1 4,65E-05 72,797 55,103 72,797 -0,18062 428760000 RNA-binding protein 12B NAVKEGDVLRRSEEHSPPRGINDRHFRKRSHUID12187 2

Q9UBU7 DBF4 S 381 -0,0887916 2 ___1 1 0,00050926 73,781 29,432 73,781 0,6325 7739900 Protein DBF4 homolog A LKKTEQKEKVELQHISQKDCQEDDTTVKEQNUID6114 1

Q96JM3 CHAMP1 S 627 -0,0891191 2 ___2 0,925982 9,33E-23 169,09 169,09 155,26 0,075933 104130000 Chromosome alignment-maintaining phosphoprotein 1LFPSSKKLKKDNQESSDAELSSSEYIKTDLDUID13026 1;2

Q96JM3 CHAMP1 S 632 -0,0891191 2 ___2 0,885241 3,05E-06 92,977 92,977 92,977 -0,0432 23998000 Chromosome alignment-maintaining phosphoprotein 1KKLKKDNQESSDAELSSSEYIKTDLDAMDIKUID13027 2

O95365 ZBTB7A S 525 -0,0893441 3 ___1 0,499989 1,90E-09 63,403 63,403 63,403 0,19601 6408500 Zinc finger and BTB domain-containing protein 7A PSPGATATPGAPAQPSSPDARRNGQEKHFKDUID715 1

O95365 ZBTB7A S 526 -0,0893441 3 ___1 0,499989 1,90E-09 63,403 63,403 63,403 0,19601 6408500 Zinc finger and BTB domain-containing protein 7A SPGATATPGAPAQPSSPDARRNGQEKHFKDEUID716 1

Q13425 SNTB2 S 110 -0,0893596 2 ___1 1 1,56E-06 122,93 116,51 53,754 0,025441 66365000 Beta-2-syntrophin SPPAPPRGPAGEAGASPPVRRVRVVKQEAGGUID2466 1

P49736 MCM2 S 13 -0,0895244 2 ___1 0,99244 6,13E-186 312,49 312,49 181,97 0,012095 167630000 DNA replication licensing factor MCM2 ___MAESSESFTMASSPAQRRRGNDPLTSSPUID1699 1;2

Q9Y608 LRRFIP2 S 328 -0,0896381 3 ___1 0,96563 9,64E-10 127,94 112,05 127,94 -0,042626 83879000 Leucine-rich repeat flightless-interacting protein 2 ASATTPLSGNSSRRGSGDTSSLIDPDTSLSEUID6795 1

Q92609 TBC1D5 S 522 -0,0896951 2 ___1 0,999987 3,31E-05 129,89 112,5 129,89 0,019975 67384000 TBC1 domain family member 5 HLQQQQQQQRLMKSESMPVQLNKGLSSKNISUID4647 1

P35658 NUP214 S 940 -0,0899706 2 ___1 1 0,00904146 54,784 54,784 54,784 0,18432 14622000 Nuclear pore complex protein Nup214 IESHTKSLPKVPAKLSPMKQAQLRNFLAKRKUID1390 1

O60927 PPP1R11 S 77 -0,0900722 3 ___3 1 3,05E-27 149,44 149,44 149,44 -0,34005 91965000 Protein phosphatase 1 regulatory subunit 11 CIYEKPRAFGESSTESDEEEEEGCGHTHCVRUID16666 2;3;4

P42167 TMPO S 167 -0,0904343 2 ___2 0,558222 8,83E-05 87,138 66,301 87,138 -0,070193 15429000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinQGTESRSSTPLPTISSSAENTRQNGSNDSDRUID9580 2

Q13428 TCOF1 S 1257 -0,090494 3 ___1 1 1,48E-10 79,875 79,875 68,207 -0,2824 32582000 Treacle protein DGKQEAKPQQAAGMLSPKTGGKEAASGTTPQUID2477 1

Q9UHR5 SAP30BP Y 14 -0,0905188 3 ___2 0,666452 3,82E-10 67,353 67,353 67,353 0,4904 33332000 SAP30-binding protein __MAGKKNVLSSLAVYAEDSEPESDGEAGIEUID16190 2

Q16204 CCDC6 S 244 -0,0905495 2 ___1 1 5,15E-05 96,247 85,147 96,247 0,22329 199880000 Coiled-coil domain-containing protein 6 RILQEKLDQPVSAPPSPRDISMEIDSPENMMUID2985 1;2

Q9P2R6 RERE T 599 -0,0907569 3 ___1 0,61026 8,52E-07 71,651 71,651 71,651 0,070057 110870000 Arginine-glutamic acid dipeptide repeats protein LRSGRKKQPASPDGRTSPINEDIRSSGRNSPUID7863 1;2

Q9P2R6 RERE S 600 -0,0907569 2 ___1 0,5 0,0335037 69,423 45,269 69,423 0,35724 17610000 Arginine-glutamic acid dipeptide repeats protein RSGRKKQPASPDGRTSPINEDIRSSGRNSPSUID6089 1

Q9P246 STIM2 S 678 -0,0908173 2 ___1 0,546763 0,00025502 57,836 51,991 57,836 -0,12125 19473000 Stromal interaction molecule 2 IFSPASKVYNGILEKSCSMNQLSSGIPVPKPUID6057 1

Q9NYV4 CDK12 T 692 -0,0909637 2 ___1 1 0,00499508 89,827 81,064 89,827 -0,31377 11102000 Cyclin-dependent kinase 12 GGDLSPPDSPEPKAITPPQQPYKKRPKICCPUID7849 1

Q9UKV5 AMFR S 542 -0,0910681 2 ___1 1 0,00915609 71,03 59,437 59,067 -0,62067 7663200 E3 ubiquitin-protein ligase AMFR EGETSAQTERVPLDLSPRLEETLDFGEVEVEUID6302 1

Q8IWX8 CHERP S 817 -0,0911153 3 ___3 0,992599 2,90E-17 123,51 123,51 114,13 0,083312 352720000 Calcium homeostasis endoplasmic reticulum protein SKSYSPGRRRRSRSRSPTPPSSAGLGSNSAPUID20258 3;4

Q14684 RRP1B S 245 -0,0912326 2 ___1 1 3,52E-25 170,11 170,11 170,11 -0,2665 294710000 Ribosomal RNA processing protein 1 homolog B ETMEEQKTKVGDGDLSAEEIPENEVSLRRAVUID2757 1

O94806 PRKD3 S 27 -0,0912332 3 ___2 0,859376 3,68E-06 53,266 53,266 53,266 0,04605 6068200 Serine/threonine-protein kinase D3 KSVLPTAIPAVLPAASPCSSPKTGLSARLSNUID8734 2

O94806 PRKD3 S 30 -0,0912332 3 ___2 0,593764 3,68E-06 53,266 53,266 53,266 0,04605 6068200 Serine/threonine-protein kinase D3 LPTAIPAVLPAASPCSSPKTGLSARLSNGSFUID8735 2

Q9P270 SLAIN2 S 391 -0,0913254 2 ___1 0,989433 0,00065317 47,301 38,504 47,301 -0,0080215 4128800 SLAIN motif-containing protein 2 VSPQPMISRLQQPRLSLQGHPTDLQTSNVKNUID6064 1

O75376 NCOR1 S 2120 -0,0913262 2 ___1 1 0,00234796 84,687 62,195 84,687 0,1608 73024000 Nuclear receptor corepressor 1 SQAQSVHHQRPGSRVSPENLVDKSRGSRPGKUID540 1

Q9NYV4 CDK12 S 423 -0,0913337 2 ___1 1 0,0106262 66,27 38,051 65,305 0,10582 23212000 Cyclin-dependent kinase 12 AAAAAAKMDGKESKGSPVFLPRKENSSVEAKUID5977 1

Q9Y572 RIPK3 S 316 -0,0916175 3 ___1 0,704143 4,31E-06 60,747 54,584 60,747 0,53281 2198800 Receptor-interacting serine/threonine-protein kinase 3VKDFLSQLRSSNRRFSIPESGQGGTEMDGFRUID6760 1

Q9UQ35 SRRM2 T 856 -0,0917925 4 ___3 0,866956 2,13E-14 98,398 98,398 98,398 -0,23177 357390000 Serine/arginine repetitive matrix protein 2 HPKVKSGTPPRQGSITSPQANEQSVTPQRRSUID24127 3;4

Q9UBL3 ASH2L S 623 -0,0918922 2 ___1 1 0,00810315 82,749 82,749 82,749 -0,10759 30807000 Set1/Ash2 histone methyltransferase complex subunit ASH2ADVLYHVETEVDGRRSPPWEP__________UID6107 1

Q14814 MEF2D S 251 -0,0919711 3 ___1 0,998603 0,00017072 50,425 50,425 50,425 0,17397 3053400 Myocyte-specific enhancer factor 2D PVANGNSLNKVIPAKSPPPPTHSTQLGAPSRUID2787 1

Q9NXR1 NDE1 S 306 -0,0922633 2 ___1 0,587199 2,62E-05 115,12 86,915 111,83 0,085318 10895000 Nuclear distribution protein nudE homolog 1 SGRSSKNRDGGERRPSSTSVPLGDKGLDTSCUID5933 1

Q9UQ35 SRRM2 S 351 -0,0923599 2 ___3 0,999676 4,97E-17 114,87 103,72 114,87 0,071536 783890000 Serine/arginine repetitive matrix protein 2 EDKDKDKKEKSATRPSPSPERSSTGPEPPAPUID22702 2;3

Q8NC51 SERBP1 S 203 -0,0924171 2 ___1 0,791902 4,82E-05 127,51 127,51 127,51 0,22704 27184000 Plasminogen activator inhibitor 1 RNA-binding proteinRGKREFDRHSGSDRSSFSHYSGLKHEDKRGGUID4276 1

Q96EV2 RBM33 S 41 -0,0924878 3 ___1 1 2,35E-14 91,113 88,272 91,113 -0,40547 67275000 RNA-binding protein 33 AERSWRRRAADEDWDSELEDDLLGEDLLSGKUID4857 1

Q5VT52 RPRD2 S 593 -0,0927284 2 ___1 0,999692 9,74E-26 170,06 170,06 170,06 0,24589 89348000 Regulation of nuclear pre-mRNA domain-containing protein 2LPSSAQPFIPKSFNYSPNSSTSEVSSTSASKUID3306 1

Q9HB19 PLEKHA2 S 184 -0,0927457 2 ___1 0,999755 8,20E-07 125,54 115,95 125,54 -0,23905 100510000 Pleckstrin homology domain-containing family A member 2EGSEPGSHTILRRSQSYIPTSGCRASTGPPLUID5704 1

Q9UKI8 TLK1 S 159 -0,092817 2 ___1 0,563873 3,86E-05 62,055 53,31 62,055 0,28563 6799500 Serine/threonine-protein kinase tousled-like 1 HKISDYFEYQGGNGSSPVRGIPPAIRSPQNSUID6253 1

Q13614 MTMR2 S 58 -0,0929094 3 ___1 0,984035 6,20E-05 45,14 45,14 45,14 0,31226 9226900 Myotubularin-related protein 2 SVVSSDSISTSADNFSPDLRVLRESNKLAEMUID2588 1

Q96D71 REPS1 S 540 -0,0933029 3 ___3 0,953654 2,00E-28 160,57 152,3 160,57 -0,21968 508970000 RalBP1-associated Eps domain-containing protein 1 QIGSNVTRQRSHSGTSPDNTAPPPPPPRPQPUID21009 1;2;3

Q86U70 LDB1 S 265 -0,0935557 2 ___1 0,996382 0,021506 66,692 7,7112 66,692 -0,0321 3423600 LIM domain-binding protein 1 EPMQELMSRHKTYSLSPRDCLKTCLFQKWQRUID3880 1

Q8WYP5 AHCTF1 S 506 -0,0938765 2 ___1 0,830049 1,99E-05 110,51 98,225 78,401 -0,27118 21692000 Protein ELYS TCTGFQKETLTFLKKSGPSLNELIPDGYNRCUID4577 1

O75533 SF3B1 T 227 -0,0939364 3 ___2 0,931952 1,48E-07 79,762 79,762 66,137 0,099962 122570000 Splicing factor 3B subunit 1 PKKLSSWDQAETPGHTPSLRWDETPGRAKGSUID15052 2

O95071 UBR5 S 2486 -0,0940779 3 ___2 0,962317 4,74E-08 63,085 63,085 48,694 0,19019 90595000 E3 ubiquitin-protein ligase UBR5 EKVQQENRKRHGSSRSVVDMDLDDTDDGDDNUID8775 1;2

O95071 UBR5 S 2484 -0,0940779 3 ___2 0,720933 1,67E-09 62,605 62,605 45,652 0,069603 55353000 E3 ubiquitin-protein ligase UBR5 SSEKVQQENRKRHGSSRSVVDMDLDDTDDGDUID8774 2

O95071 UBR5 S 2483 -0,0940779 3 ___2 0,698443 1,67E-09 62,605 62,605 46,608 0,48779 55353000 E3 ubiquitin-protein ligase UBR5 DSSEKVQQENRKRHGSSRSVVDMDLDDTDDGUID8773 2

Q04637 EIF4G1 S 1199 -0,0942143 2 ___1 0,898078 2,96E-13 156,69 156,69 68,676 -0,18361 95529000 Eukaryotic translation initiation factor 4 gamma 1 RSFSKEVEERSRERPSQPEGLRKAASLTEDRUID2182 1

Q01196 RUNX1 S 21 -0,0946799 2 ___1 0,999989 3,18E-09 136,39 122,8 136,39 0,18199 58134000 Runt-related transcription factor 1 DASTSRRFTPPSTALSPGKMSEALPLGAPDAUID2091 1;2

Q96RR4 CAMKK1;CAMKK2S 100 -0,0946954 2 ___1 1 0,029425 54,982 14,63 54,982 0,17991 12388000 Calcium/calmodulin-dependent protein kinase kinase 1;Calcium/calmodulin-dependent protein kinase kinase 2SRLLPARPSLSARKLSLQERPAGSYLEAQAG;TSGSQARPHLSGRKLSLQERSQGGLAAGGSLUID4244 1

Q9H0G5 NSRP1 S 254 -0,094757 3 ___2 1 6,95E-15 106,09 103,54 106,09 -0,12306 156610000 Nuclear speckle splicing regulatory protein 1 KVEENPDADSDFDAKSSADDEIEETRVNCRRUID13579 2;3

P43243 MATR3 S 195 -0,094871 4 ___1 0,998268 1,20E-38 177,52 177,52 40,456 -1,0239 1032100000 Matrin-3 EKRHFRRDSFDDRGPSLNPVLDYDHGSRSQEUID1529 1;2

Q8N1F8 STK11IP S 761 -0,0950035 2 ___1 0,999707 0,00138714 59,185 59,185 59,185 -0,10856 10185000 Serine/threonine-protein kinase 11-interacting protein CHPPGHGDHLDRAKNSPPQAPSTRDHGSWSLUID4195 1

O00566 MPHOSPH10 S 163 -0,0952347 3 ___2 1 2,84E-14 104,29 104,29 89,954 0,18131 146990000 U3 small nucleolar ribonucleoprotein protein MPP10 MGERAENSSKSDLRKSPVFSDEDSDLDFDISUID8193 2;3

Q92576 PHF3 S 1758 -0,0953734 3 ___1 0,894417 5,12E-06 50,857 47,619 50,857 -0,23319 3667500 PHD finger protein 3 ILMQNIETVHPFRRGSAVATSHFEVGNTCPSUID4626 1

Q9BUH6 C9orf142 S 152 -0,0953847 2 ___2 0,999997 3,42E-05 99,059 90,267 97,129 -0,16 226410000 Protein PAXX RRLAAAEETAVSPRKSPRPAGPQLFLPDPDPUID13384 2

Q9BUH6 C9orf142 S 148 -0,0953847 2 ___2 0,999996 2,52E-33 192,14 173,01 192,14 -0,1119 369090000 Protein PAXX WSLERRLAAAEETAVSPRKSPRPAGPQLFLPUID13383 1;2

P25490 YY1 S 247 -0,0954069 4 ___1 0,992489 2,06E-18 79,395 79,395 69,163 -0,061081 115590000 Transcriptional repressor protein YY1 IDHETVVEEQIIGENSPPDYSEYMTGKKLPPUID1231 1

Q5VT52 RPRD2 S 769 -0,0955429 3 ___1 0,999994 0,00073489 61,409 51,754 61,409 0,0054558 6123500 Regulation of nuclear pre-mRNA domain-containing protein 2SKIISPGSSTPSSTRSPPPGRDESYPRELSNUID3307 1

P46821 MAP1B S 1376 -0,0958666 2 ___1 0,559764 8,18E-09 128,26 128,26 128,26 0,21896 15897000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1VSFEFSDAKDENERASVSPMDEPVPDSESPIUID1594 1

Q9UHB6 LIMA1 S 609 -0,0961177 2 ___1 0,999534 0,019224 48,698 30,94 48,698 -0,17088 29286000 LIM domain and actin-binding protein 1 AASFQSTSVKSPKTVSPPIRKGWSMSEQSEEUID6163 1

Q9Y618 NCOR2 T 553 -0,0961783 3 ___2 0,999584 1,06E-07 113,54 107,59 96,487 0,31229 53024000 Nuclear receptor corepressor 2 VENDKEDLLKEKTDDTSGEDNDEKEAVASKGUID16094 2

Q9Y618 NCOR2 S 554 -0,0961783 3 ___2 0,999539 1,06E-07 113,54 107,59 96,487 0,31229 53024000 Nuclear receptor corepressor 2 ENDKEDLLKEKTDDTSGEDNDEKEAVASKGRUID14897 2

P49792 RANBP2 T 783 -0,096283 2 ___3 0,515597 0,0028834 45,614 45,614 45,614 0,11397 8870000 E3 SUMO-protein ligase RanBP2 LRNADSEIKHSTPSPTRYSLSPSKSYKYSPKUID23377 3

Q8TCJ2 STT3B S 499 -0,0963139 2 ___1 1 2,70E-10 114,5 90,67 114,5 -0,27465 635520000 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3BLGDDMKRENPPVEDSSDEDDKRNQGNLYDKAUID4437 1;2

P53396 ACLY S 481 -0,0966766 3 ___1 0,998647 0,00025369 60,918 60,918 54,292 -0,15706 306390000 ATP-citrate synthase PAKKAKPAMPQDSVPSPRSLQGKSTTLFSRHUID1869 1

Q96JM3 CHAMP1 S 382 -0,0967687 2 ___2 1 2,21E-06 84,289 78,63 84,289 0,17676 50631000 Chromosome alignment-maintaining phosphoprotein 1SASWKSSSVSPSSWKSPPASPESWKSGPPELUID13050 1;2

Q8NEY8 PPHLN1 S 161 -0,0967766 2 ___1 0,774227 0,0118308 46,73 46,73 46,73 0,11959 3379200 Periphilin-1 GSSVSSRSYSPERSKSYSFHQSQHRKSVRPGUID4333 1

O00567 NOP56 S 569 -0,0969137 2 ___1 1 3,83E-07 110,35 110,35 52,612 -0,24949 1156000000 Nucleolar protein 56 SGSKKKRKFSKEEPVSSGPEEAVGKSSSKKKUID101 1;2;3

Q9NTJ3 SMC4 T 48 -0,0969463 2 ___2 0,658302 0,00052659 45,094 35,84 45,094 -0,66212 6491600 Structural maintenance of chromosomes protein 4 EPPSGRTESPATAAETASEELDNRSLEEILNUID15937 2

Q9UPN3 MACF1 S 7330 -0,0970688 3 ___1 0,925893 2,06E-52 165,87 156,07 165,87 0,032186 85959000 Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5RAGSRAGSRASSRRGSDASDFDLLETQSACSUID6387 1

Q5T200 ZC3H13 T 364 -0,0970942 2 ___1 0,991726 0,00886433 54,525 38,371 54,525 -0,26369 5787800 Zinc finger CCCH domain-containing protein 13 PRRKRTPSPSYQRTLTPPLRRSASPYPSHSLUID7460 1

Q92608 DOCK2 S 587 -0,097104 2 ___1 0,920959 5,41E-05 107,37 93,408 79,875 0,31003 62293000 Dedicator of cytokinesis protein 2 RHHVENKGATLSRSSSSVGGLSVSSRDVFSIUID4637 1

P07948 LYN S 13 -0,0971556 2 ___1 0,999792 1,08E-74 205,28 167,29 205,28 -0,098029 116260000 Tyrosine-protein kinase Lyn ___MGCIKSKGKDSLSDDGVDLKTQPVRNTEUID872 1

P46013 MKI67 S 357 -0,097182 2 ___1 1 4,41E-93 251,87 251,87 231,51 0,033088 311240000 Antigen KI-67 PAKMKTPVQYSQQQNSPQKHKNKDLYTTGRRUID1561 1

Q9BQG0 MYBBP1A S 1241 -0,097224 3 ___2 0,514683 4,13E-06 59,943 54,514 49,638 -0,21075 21833000 Myb-binding protein 1A GTPTTKSPAPGAPTRSPSTPAKSPKLQKKNQUID13317 2

O15014 ZNF609 Y 845 -0,0972858 3 ___3 0,584578 4,04E-10 66,083 61,815 66,083 0,65292 21841000 Zinc finger protein 609 QNGAEASSVKTNSPAYSDISDAGEDGEGKVDUID24213 3

O94880 PHF14 S 835 -0,0973708 2 ___1 1 4,04E-05 96,015 78,579 92,538 0,38119 113370000 PHD finger protein 14 KKIPIRNTRTRGRKRSFVPEEEKHEERVPREUID651 1

Q66PJ3 ARL6IP4 S 239 -0,0975131 2 ___1 0,927364 1,73E-05 56,851 41,312 56,851 0,39171 12269000 ADP-ribosylation factor-like protein 6-interacting protein 4TSQGRKASTAPGAEASPSPCITERSKQKARRUID3393 1

Q75N03 CBLL1 S 201 -0,0975605 3 ___1 0,999771 0,00017223 40,756 40,756 40,756 -0,28014 7390200 E3 ubiquitin-protein ligase Hakai INHRHMRAGKPVTRASLENVHPPIAPPPTEIUID3656 1

O60716 CTNND1 S 268 -0,0976776 2 ___1 0,985469 4,50E-05 128,01 102,78 93,258 0,51538 37328000 Catenin delta-1 RQDVYGPQPQVRVGGSSVDLHRFHPEPYGLEUID439 1

Q14204 DYNC1H1 S 4368 -0,0978803 2 ___1 0,992137 7,28E-05 100,38 84,831 100,38 -0,17756 50437000 Cytoplasmic dynein 1 heavy chain 1 DDLAYAETEKKTRTDSTSDGRPAWMRTLHTTUID2686 1

P49792 RANBP2;RGPD4 S 2276 -0,0979258 2 ___1 0,999335 7,83E-07 124,21 99,354 124,21 -0,21812 40172000 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4GESTTGFNFSFKSALSPSKSPAKLNQSGTSVUID1747 1;2

Q9Y6D5 ARFGEF2 S 227 -0,0984129 3 ___1 1 4,34E-11 79,911 79,911 79,911 0,16026 274680000 Brefeldin A-inhibited guanine nucleotide-exchange protein 2IQSKPQSPVIQAAAVSPKFVRLKHSQAQSKPUID6814 1;2

Q32P44 EML3 S 176 -0,0985978 2 ___1 0,985504 0,00093555 79,974 79,974 79,974 -0,12519 11024000 Echinoderm microtubule-associated protein-like 3 SPSERPRQKLSRKAISSANLLVRSGSTESRGUID3057 1

Q9UQ35 SRRM2 S 854 -0,0985982 3 ___3 0,626128 3,39E-11 77,681 77,681 46,082 -0,77301 123630000 Serine/arginine repetitive matrix protein 2 SPHPKVKSGTPPRQGSITSPQANEQSVTPQRUID22687 3;4

P46821 MAP1B S 1653 -0,0988033 2 ___1 0,990876 1,53E-17 125,74 125,74 111,83 -0,4076 48894000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1HRSEQSSMSIEFGQESPEQSLAMDFSRQSPDUID1620 1

Q96SK2 TMEM209 S 228 -0,0988615 3 ___2 0,889254 1,30E-10 78,65 71,068 78,65 0,58288 14965000 Transmembrane protein 209 SGLRSRYRSSPTVYNSPTDKEDYMTDLRTLDUID13164 2

Q13459 MYO9B S 1115 -0,0989238 2 ___2 0,974758 6,83E-42 194,1 181,3 194,1 0,60638 151480000 Unconventional myosin-IXb EPEVQPSDRSPLEHSSPEKEAPSPEKTLPPQUID10606 2

Q14676 MDC1 T 301 -0,0990019 4 ___3 0,999939 1,05E-21 114,08 114,08 96,77 0,019599 1087500000 Mediator of DNA damage checkpoint protein 1 GVILERSQPPGEDSDTDVDDDSRPPGRPAEVUID23562 2;3

Q14676 MDC1 S 292 -0,0990019 4 ___3 0,999933 4,84E-06 47,506 47,506 47,506 -0,16698 41678000 Mediator of DNA damage checkpoint protein 1 GAGNGVVPAGVILERSQPPGEDSDTDVDDDSUID18927 3

Q14676 MDC1 S 299 -0,0990019 4 ___3 0,999815 1,05E-21 114,08 114,08 96,77 0,019599 1087500000 Mediator of DNA damage checkpoint protein 1 PAGVILERSQPPGEDSDTDVDDDSRPPGRPAUID18928 2;3

Q13769 THOC5 S 314 -0,0992877 4 ___3 0,999968 5,53E-20 115,72 103 93,6 0,033415 619430000 THO complex subunit 5 homolog ALFKPPEDSQDDESDSDAEEEQTTKRRRPTLUID18789 2;3

Q13769 THOC5 S 312 -0,0992877 4 ___3 0,999965 5,53E-20 115,72 103 93,6 0,033415 619430000 THO complex subunit 5 homolog AKALFKPPEDSQDDESDSDAEEEQTTKRRRPUID18788 2;3

Q13769 THOC5 S 307 -0,0992877 3 ___3 0,99985 1,84E-05 48,182 45,708 48,182 -0,46621 44340000 THO complex subunit 5 homolog GSVDEAKALFKPPEDSQDDESDSDAEEEQTTUID18787 3

Q02880 TOP2B S 1522 -0,099504 2 ___3 1 6,12E-25 163,79 148,41 46,706 0,035824 670280000 DNA topoisomerase 2-beta PKRAPKQKKVVEAVNSDSDSEFGIPKKTTTPUID18333 2;3

Q02880 TOP2B S 1524 -0,099504 2 ___3 1 6,12E-25 163,79 148,41 46,706 0,035824 689270000 DNA topoisomerase 2-beta RAPKQKKVVEAVNSDSDSEFGIPKKTTTPKGUID18334 1;2;3

Q02880 TOP2B S 1526 -0,099504 2 ___3 1 0,00012353 49,5 48,23 46,706 0,035824 16408000 DNA topoisomerase 2-beta PKQKKVVEAVNSDSDSEFGIPKKTTTPKGKGUID18335 3

Q96T37 RBM15 S 259 -0,0996026 3 ___1 0,999116 1,17E-21 139,59 139,59 115,05 -0,30308 922380000 Putative RNA-binding protein 15 PLKIEAVYVSRRRSRSPLDKDTYPPSASVVGUID5104 1;2

Q2NKX8 ERCC6L S 820 -0,099995 2 ___1 0,999998 4,24E-07 91,457 83,546 72,819 -1,0965 30187000 DNA excision repair protein ERCC-6-like TGSADSIATLPKGFGSVEELCTNSSLGMEKSUID3032 1

Q13541 EIF4EBP1 S 65 -0,100163 2 ___2 0,999999 2,20E-06 116,79 116,79 116,79 0,058985 487430000 Eukaryotic translation initiation factor 4E-binding protein 1TRIIYDRKFLMECRNSPVTKTPPRDLPTIPGUID10655 1;2

Q9NTI5 PDS5B S 1257 -0,100237 2 ___1 0,999713 4,57E-162 297,56 284,14 238,83 0,43954 116760000 Sister chromatid cohesion protein PDS5 homolog B KPKGSQRSRKRGHTASESDEQQWPEEKRLKEUID5848 1

Q8WZ73 RFFL S 240 -0,100597 2 ___1 0,996404 3,47E-07 91,457 83,352 74,12 0,30969 17534000 E3 ubiquitin-protein ligase rififylin QSIDSEDSFVPGRRASLSDLTDLEDIEGLTVUID4586 1

Q00526 CDK3;CDK2;CDK1T 14 -0,100619 2 ___2 1 1,14E-11 150,33 66,272 150,33 0,12829 563240000 Cyclin-dependent kinase 3;Cyclin-dependent kinase 2;Cyclin-dependent kinase 1__MDMFQKVEKIGEGTYGVVYKAKNRETGQLUID15177 1;2

Q00526 CDK3;CDK2;CDK1Y 15 -0,100619 2 ___2 1 1,14E-11 150,33 66,272 150,33 0,12829 2345000000 Cyclin-dependent kinase 3;Cyclin-dependent kinase 2;Cyclin-dependent kinase 1_MDMFQKVEKIGEGTYGVVYKAKNRETGQLVUID16131 1;2

P27816 MAP4 S 507 -0,100695 2 ___1 0,999967 5,36E-05 95,264 85,311 95,264 -0,10864 16433000 Microtubule-associated protein 4 VAPSTVKEVGLLKDMSPLSETEMALGKDVTPUID1256 1

Q12912 LRMP S 378 -0,100707 2 ___1 0,999898 0,012474 63,216 45,985 63,216 0,14151 11295000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinSLNSKPSSLRRVTIASLPRNIGNAGMVAGMEUID2365 1

Q14684 RRP1B S 731 -0,100762 2 ___1 0,699305 1,02E-25 155,66 128,36 155,66 0,30285 134030000 Ribosomal RNA processing protein 1 homolog B DPEQKPLHGVLKTPTSSPASSPLVAKKPLTTUID2749 1;2

Q9NYF8 BCLAF1 S 222 -0,100764 3 ___1 0,99988 3,45E-09 125,03 125,03 90,062 0,10533 87530000 Bcl-2-associated transcription factor 1 ATSGDIWPGLSAYDNSPRSPHSPSPIATPPSUID5967 1

Q96D71 REPS1 S 537 -0,100894 3 ___3 0,965458 2,00E-28 160,57 152,3 119,55 0,039318 580560000 RalBP1-associated Eps domain-containing protein 1 DPEQIGSNVTRQRSHSGTSPDNTAPPPPPPRUID21008 2;3

Q7Z460 CLASP1 S 646 -0,100932 2 ___1 0,995333 4,45E-54 204,63 204,63 204,63 -0,2226 293980000 CLIP-associating protein 1 PGSYASLGRIRTRRQSSGSATNVASTPDNRGUID3771 1;2

Q6JBY9 RCSD1 S 284 -0,101006 3 ___2 0,999222 4,22E-29 140,97 140,97 116 0,26631 432230000 CapZ-interacting protein EEVDGQHPAQEEVPESPQTSGPEAENRCGSPUID11560 1;2;3

P17812 CTPS1 S 571 -0,101018 3 ___2 0,732184 1,45E-16 145,71 140,86 118,81 -0,04552 124290000 CTP synthase 1 QKGCRLSPRDTYSDRSGSSSPDSEITELKFPUID9150 2;4

Q8IXQ4 GPALPP1 S 140 -0,101196 3 ___3 1 1,78E-14 87,719 80,844 87,719 -0,16058 70022000 GPALPP motifs-containing protein 1 KSDKGRDDPGQQETDSSEDEDIIGPMPAKGPUID20280 3

Q8IXQ4 GPALPP1 S 141 -0,101196 3 ___3 1 1,78E-14 87,719 80,844 87,719 -0,16058 70022000 GPALPP motifs-containing protein 1 SDKGRDDPGQQETDSSEDEDIIGPMPAKGPVUID20281 3

Q8IXQ4 GPALPP1 T 138 -0,101196 3 ___3 1 1,78E-14 87,719 80,844 87,719 -0,16058 70022000 GPALPP motifs-containing protein 1 TQKSDKGRDDPGQQETDSSEDEDIIGPMPAKUID23794 3

Q7Z309 FAM122B S 119 -0,101369 2 ___2 0,937527 9,57E-07 125,98 125,98 90,367 0,06401 219250000 Protein FAM122B YSPKRIDFTPVSPAPSPTRGFGKMFVSSSGLUID11833 2

Q7Z417 NUFIP2 S 652 -0,101491 2 ___1 1 4,68E-29 193,3 181,45 193,3 -0,049137 113150000 Nuclear fragile X mental retardation-interacting protein 2SAKEQRYQRGLERNDSWGSFDLRAAIVYHTKUID3763 1

O43719 HTATSF1 S 498 -0,101614 3 ___1 0,973958 1,34E-08 95,195 70,908 95,195 0,20044 12539000 HIV Tat-specific factor 1 KESEEGNPVRGSEEDSPKKESKKKTLKNDCEUID341 1

Q7Z401 DENND4A S 1589 -0,101645 2 ___1 0,83694 1,13E-30 181,75 165,62 181,75 -0,17977 53306000 C-myc promoter-binding protein TAMSKCPIFPMARSISTSGPLDKEDTGRQKLUID3757 1

Q15021 NCAPD2 S 1333 -0,101659 2 ___1 0,984366 1,43E-06 101,13 101,13 101,13 0,19365 97290000 Condensin complex subunit 1 KPSTGSRYQPLASTASDNDFVTPEPRRTTRRUID2846 1

Q9UHB7 AFF4 S 1055 -0,101894 2 ___2 1 0,00157577 62,924 56,963 62,924 -0,2257 8935000 AF4/FMR2 family member 4 QAPSPGLGSKAVGMPSPVSPKLSPGNSGNYSUID14261 2

Q9UHB7 AFF4 S 1058 -0,101894 2 ___2 1 0,00157577 62,924 56,963 62,924 -0,2257 16283000 AF4/FMR2 family member 4 SPGLGSKAVGMPSPVSPKLSPGNSGNYSSGAUID14262 1;2

Q8NCF5 NFATC2IP S 204 -0,102363 2 ___1 0,99965 3,29E-31 177,64 177,64 174,78 -0,48589 58387000 NFATC2-interacting protein KTEFLDLDNSPLSPPSPRTKSRTHTRALKKLUID4288 1;2

O15400 STX7 T 79 -0,102372 2 ___1 0,705962 0,00462996 61,419 51,499 61,419 -0,070839 8127700 Syntaxin-7 KETDKYIKEFGSLPTTPSEQRQRKIQKDRLVUID6924 1

Q9BXB4 OSBPL11 S 172 -0,102605 2 ___1 0,809673 0,00059087 49,988 41,883 49,988 -0,25917 2553000 Oxysterol-binding protein-related protein 11 HTEAIGKNNPPLKSRSFSLASSSNSPISQRRUID5346 1

Q86VR2 FAM134C S 320 -0,102869 3 ___1 0,999308 5,21E-17 120,98 120,98 120,98 -0,034556 172680000 Protein FAM134C GQTPLTEGSEDLDGHSDPEESFARDLPDFPSUID3922 1;2;3;4

Q9NTJ3 SMC4 S 22 -0,102985 3 ___2 1 3,43E-56 191,56 180,58 191,56 -0,088636 662120000 Structural maintenance of chromosomes protein 4 QPSTARRREEGPPPPSPDGASSDAEPEPPSGUID13952 2;3

P52948 NUP98 S 1023 -0,103178 2 ___1 0,539101 0,00346294 78,934 72,03 41,621 -0,27426 34966000 Nuclear pore complex protein Nup98-Nup96;Nuclear pore complex protein Nup98;Nuclear pore complex protein Nup96ALDQRFSRLPSKADTSQEICSPRLPISASHSUID1861 1;2

P46821 MAP1B S 1819 -0,103193 2 ___1 0,812981 1,85E-10 113,47 105,5 113,47 0,2602 14939000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1TSAVKEKTATCHSSSSPPIDAASAEPYGFRAUID1631 1

Q9BQC3 DPH2 S 456 -0,103333 2 ___1 1 0,017984 55,676 41,519 55,676 0,080034 2780800 Diphthamide biosynthesis protein 2 ELAESSPAASFLSSRSWQGLEPRLGQTPVTEUID5211 1

O75122 CLASP2 S 596 -0,103363 2 ___1 0,961455 1,18E-05 118,33 118,33 88,73 -0,059631 86201000 CLIP-associating protein 2 RLSSSVSAMRVLNTGSDVEEAVADALKKPARUID501 1

Q9P219 CCDC88C S 1591 -0,103364 3 ___1 0,499946 3,11E-09 66,868 66,868 66,868 -0,17186 12036000 Protein Daple SRNTSSNSSPLNLKGSSEQLHGRSESFSSEDUID6041 1

Q9P219 CCDC88C S 1592 -0,103364 3 ___1 0,499946 3,11E-09 66,868 66,868 66,868 -0,17186 12036000 Protein Daple RNTSSNSSPLNLKGSSEQLHGRSESFSSEDLUID6042 1

O15047 SETD1A S 565 -0,10341 4 ___2 0,585259 1,70E-07 48,627 48,627 41,532 0,31274 17636000 Histone-lysine N-methyltransferase SETD1A DVAPTGSGEPGATRESPKANGQNQASPCSSGUID8333 2



Q8IV53 DENND1C S 596 -0,103648 2 ___1 0,995363 0,00021554 69,345 57,974 69,108 0,31013 8105100 DENN domain-containing protein 1C QSLDCCHRGDLDSCFSLPNIPRWQPDDKKLPUID4030 1

Q96PY6 NEK1 S 1052 -0,103697 2 ___1 0,999795 0,00190669 88,596 62,702 86,014 0,46423 37456000 Serine/threonine-protein kinase Nek1 TGLFDANNPKMLRTCSLPDLSKLFRTLMDVPUID5012 1

Q9UQ35 SRRM2 S 2071 -0,103736 2 ___2 1 0,00142876 92,19 53,923 51,463 -0,55927 2728500000 Serine/arginine repetitive matrix protein 2 SRTPRTARGKRSLTRSPPAIRRRSASGSSSDUID14620 2;3

Q9UKV3 ACIN1 T 563 -0,103942 3 ___1 0,562916 0,00081893 78,692 71,804 78,692 -0,012714 20526000 Apoptotic chromatin condensation inducer in the nucleusKQPSLEQKEGRRASHTLLPSHRLKQSADSSSUID7887 1

Q5VZK9 LRRC16A S 1331 -0,103943 2 ___1 1 3,50E-09 137,98 137,98 137,98 -0,85939 20916000 Leucine-rich repeat-containing protein 16A PQPSPRTFSQEVSRRSWGQQAQEYQEQKQRSUID3360 1

Q13459 MYO9B S 1992 -0,104 3 ___1 0,99807 3,32E-24 121,23 116,67 121,23 0,16949 59591000 Unconventional myosin-IXb KEDITYRLPELDPRGSDEENLDSETSASTESUID2506 1

Q96D71 REPS1 S 709 -0,104195 3 ___1 1 7,39E-06 98,562 83,829 98,562 -0,13181 60065000 RalBP1-associated Eps domain-containing protein 1 TPLAPPPKPVRRRLKSEDELRPEVDEHTQKTUID4810 1

Q9UQR1 ZNF148 S 306 -0,104356 2 ___1 0,910137 4,56E-07 123,42 117,18 123,42 0,32014 11644000 Zinc finger protein 148 KGGLLTSEEDSGFSTSPKDNSLPKKKRQKTEUID6591 1

Q9UQ35 SRRM2 T 383 -0,104434 3 ___3 0,750307 3,73E-13 76,358 76,358 54,553 0,26334 25482000 Serine/arginine repetitive matrix protein 2 PLLAERHGGSPQPLATTPLSQEPVNPPSEASUID24122 3

Q9UKM9 RALY T 298 -0,104503 4 ___1 1 8,29E-65 190,48 190,48 145,51 -0,79279 1661900000 RNA-binding protein Raly GLLTHSEEELEHSQDTDADDGALQ_______UID7884 1;2;3;4

O75925 PIAS1 S 485 -0,104653 2 ___1 0,767561 0,0003317 64,104 64,104 64,104 0,0056373 15119000 E3 SUMO-protein ligase PIAS1 EEEEEPSAKRTCPSLSPTSPLNNKGILSLPHUID602 1

Q86YV0 RASAL3 S 164 -0,104703 3 ___2 0,991747 1,32E-05 53,059 53,059 52,853 -0,087062 47774000 RAS protein activator like-3 LLGGEEEGPRRPRVGSASSEGSIHVAMGNFRUID12108 2;3

Q8N1G0 ZNF687 S 433 -0,104713 2 ___1 0,656325 0,00328533 47,062 36,538 47,062 0,41918 8150100 Zinc finger protein 687 SVARKAVVLPGGTATSPKMIAKNVLGLVPQAUID4199 1

Q9UQR0 SCML2 S 499 -0,104733 2 ___1 0,999999 9,10E-16 160,13 160,13 157,8 0,2144 149190000 Sex comb on midleg-like protein 2 QSAKEDVTERQSTKRSPQQTVPYVVPLSPKLUID6586 1;2

Q13573 SNW1 S 224 -0,104744 2 ___1 1 2,59E-16 160,64 151,2 160,64 -0,1607 2502400000 SNW domain-containing protein 1 PPRFKINKKIPRGPPSPPAPVMHSPSRKMTVUID2565 1;2

Q8WYQ5 DGCR8 S 275 -0,104861 2 ___2 0,971509 4,36E-09 65,784 60,3 65,784 0,16325 49081000 Microprocessor complex subunit DGCR8 KRRTEEKYGGDSDHPSDGETSVQPMMTKIKTUID12682 2

Q9UKV3 ACIN1 S 825 -0,104913 2 ___1 0,999994 0,00026211 124,6 79,438 124,6 -0,36652 67792000 Apoptotic chromatin condensation inducer in the nucleusEKKESSLPKSFKRKISVVSATKGVPAGNSDTUID6283 1

Q7Z3K3 POGZ S 1364 -0,104961 3 ___1 0,974594 7,08E-07 130,02 88,474 130,02 0,25951 35992000 Pogo transposable element with ZNF domain LIASLEEQLKLSGEHSESSTPRPRSSPEETIUID3749 1

Q9UQ35 SRRM2 S 2067 -0,105353 2 ___2 1 0,00142876 92,19 53,923 51,463 -0,55927 2715500000 Serine/arginine repetitive matrix protein 2 RRSRSRTPRTARGKRSLTRSPPAIRRRSASGUID14619 2;3

Q9C0E2 XPO4 S 521 -0,105478 2 ___1 0,999944 2,15E-101 248,1 248,1 248,1 0,06089 269500000 Exportin-4 RLHGQLQRHQQQLLASPGSSTVDNKMLDDLYUID5439 1

Q5JTV8 TOR1AIP1 T 220 -0,105504 3 ___1 0,999841 8,73E-15 80,583 80,583 80,583 -0,26482 71392000 Torsin-1A-interacting protein 1 ATSVQQKVNFSEEGETEEDDQDSSHSSVTTVUID7443 1;2

P35658 NUP214 S 678 -0,105871 2 ___2 1 3,04E-05 86,411 79,721 86,411 0,3669 251000000 Nuclear pore complex protein Nup214 VQKSPRITPPAAKPGSPQAKSLQPAVAEKQGUID9482 1;2

P46821 MAP1B S 1260 -0,106501 3 ___3 0,83499 1,22E-20 92,93 82,48 92,93 0,44763 58266000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1AVSSEKVSPSKSPSLSPSPPSPLEKTPLGERUID17800 2;3

Q13469 NFATC2 S 243 -0,106571 3 ___2 0,998946 3,54E-06 52,402 52,402 51,956 0,26074 186530000 Nuclear factor of activated T-cells, cytoplasmic 2 EDSCLGRHSPVPRPASRSSSPGAKRRHSCAEUID10620 2

Q9UHY1 NRBP1 S 2 -0,106609 2 ___1 0,99952 1,98E-05 115,82 106,92 95,57 -1,2687 15458000 Nuclear receptor-binding protein ______________MSEGESQTVLSSGSDPKUID6184 1

P17812 CTPS1 S 574 -0,106715 2 ___2 0,886179 1,45E-16 145,71 140,86 100,88 -0,069361 318230000 CTP synthase 1 CRLSPRDTYSDRSGSSSPDSEITELKFPSINUID9152 2;4

Q92615 LARP4B S 601 -0,107057 2 ___1 0,995157 2,64E-06 125,89 85,975 115,92 0,30924 115980000 La-related protein 4B VPASCAVSATYERSPSPAHLPDDPKVAEKQRUID4666 1

O94888 UBXN7 S 280 -0,107078 2 ___2 0,996602 1,73E-87 232,84 232,84 232,84 0,60605 104900000 UBX domain-containing protein 7 DGLSSSPPKKCARSESLIDASEDSQLEAAIRUID8750 1;2

Q9UQ35 SRRM2 S 398 -0,107251 3 ___3 0,798552 3,97E-17 104,94 104,94 41,021 0,26981 349860000 Serine/arginine repetitive matrix protein 2 TTPLSQEPVNPPSEASPTRDRSPPKSPEKLPUID22671 2;3

P33991 MCM4 S 326 -0,107423 2 ___1 1 3,66E-06 94,692 79,916 78,655 0,21164 35111000 DNA replication licensing factor MCM4 HTTRVEMDRGRIAEPSVCGRCHTTHSMALIHUID1348 1

Q9H4L5 OSBPL3 S 303 -0,107524 3 ___1 0,533321 1,53E-05 63,918 58,916 63,918 -0,32164 29596000 Oxysterol-binding protein-related protein 3 TLQVPKPFSGPVRLHSSNPNLSTLDFGEEKNUID5564 1

Q3L8U1 CHD9 S 1468 -0,107548 3 ___2 1 9,20E-12 106,38 94,109 45,784 -0,035925 67629000 Chromodomain-helicase-DNA-binding protein 9 QTRPFSATKDELAELSEAESEGDEKPKLRRPUID11172 2

Q3L8U1 CHD9 S 1472 -0,107548 3 ___2 1 9,20E-12 106,38 94,109 45,784 -0,035925 67629000 Chromodomain-helicase-DNA-binding protein 9 FSATKDELAELSEAESEGDEKPKLRRPCDRSUID11173 2

Q8IYB3 SRRM1 S 773 -0,10771 3 ___3 0,522385 1,07E-10 67,413 67,413 54,703 -0,36745 54703000 Serine/arginine repetitive matrix protein 1 EPAAKKPPAPPSPVQSQSPSTNWSPAVPVKKUID20319 2;3

P52948 NUP98 T 1022 -0,107951 2 ___1 0,656155 0,00020183 104,2 80,732 104,2 -0,3387 51948000 Nuclear pore complex protein Nup98-Nup96;Nuclear pore complex protein Nup98;Nuclear pore complex protein Nup96MALDQRFSRLPSKADTSQEICSPRLPISASHUID7203 1

Q86U86 PBRM1 S 13 -0,108036 3 ___2 0,588535 9,13E-19 133,56 133,56 133,56 -0,07014 75744000 Protein polybromo-1 ___MGSKRRRATSPSSSVSGDFDDGHHSVSTUID11980 2

Q5T8P6 RBM26 S 127 -0,108068 3 ___1 0,997491 0,00370872 40,278 40,278 40,278 0,007482 4547900 RNA-binding protein 26 KEEEREKKFSRRLNHSPPQSSSRYRENRSRDUID3266 1

P41279 MAP3K8 S 141 -0,108087 2 ___1 1 0,0234716 42,336 33,391 42,336 -0,052595 6605900 Mitogen-activated protein kinase kinase kinase 8 DVLLIPWKLTYRNIGSDFIPRGAFGKVYLAQUID1478 1

P28749 RBL1 T 332 -0,108089 2 ___1 1 0,00056985 71,344 65,472 71,344 0,60739 10088000 Retinoblastoma-like protein 1 DERIFLGADAEEEIGTPRKFTRDTPLGKLTAUID7091 1

P18583 SON S 1780 -0,108161 3 ___2 0,674676 5,05E-06 75,383 75,383 75,383 -0,026566 26358000 Protein SON RSAASPVVSSMPERASESSSEEKDDYEIFVKUID9161 2

Q7KZI7 MARK2 S 619 -0,108255 3 ___1 0,95186 4,58E-10 83,202 83,202 83,202 -0,089596 29293000 Serine/threonine-protein kinase MARK2 QVRDQQNLPYGVTPASPSGHSQGRRGASGSIUID3677 1

Q96FJ0 STAMBPL1 S 240 -0,108363 2 ___1 0,799864 2,11E-30 177,58 166,32 177,58 0,11307 17443000 AMSH-like protease VFADQPNKSDATNYASHSPPVNRALTPAATLUID4871 1

Q9Y618 NCOR2 S 149 -0,108997 3 ___2 0,999999 3,06E-10 110,75 110,75 110,75 0,067828 75835000 Nuclear receptor corepressor 2 DLTKDRSLTGKLEPVSPPSPPHTDPELELVPUID14900 2

Q9Y618 NCOR2 S 152 -0,108997 3 ___2 0,999847 3,06E-10 110,75 110,75 110,75 0,067828 75835000 Nuclear receptor corepressor 2 KDRSLTGKLEPVSPPSPPHTDPELELVPPRLUID14901 2

Q8NDI1 EHBP1 S 428 -0,109048 3 ___3 0,539928 1,17E-06 69,27 69,27 52,483 -0,3141 18753000 EH domain-binding protein 1 VLNENTVSAGKDLSTSPKPSPIPSPVLGRKPUID20500 3

Q8NDI1 EHBP1 T 427 -0,109048 3 ___3 0,523583 1,37E-05 52,483 52,483 52,483 -0,3141 18753000 EH domain-binding protein 1 GVLNENTVSAGKDLSTSPKPSPIPSPVLGRKUID23822 3

Q9H7N4 SCAF1 S 498 -0,109134 2 ___2 1 4,65E-07 98,391 87,746 98,391 0,62626 34524000 Splicing factor, arginine/serine-rich 19 RRKILTQRRERYRQRSPSPAPAPAPAAAAGPUID13761 2

Q9H7N4 SCAF1 S 500 -0,109134 2 ___2 1 4,65E-07 98,391 87,746 98,391 0,62626 34524000 Splicing factor, arginine/serine-rich 19 KILTQRRERYRQRSPSPAPAPAPAAAAGPPTUID13762 2

P49585 PCYT1A S 329 -0,109156 2 ___2 1 0,00024385 125,3 125,3 125,3 -0,32081 92759000 Choline-phosphate cytidylyltransferase A ISPKQSPSSSPTRERSPSPSFRWPFSGKTSPUID9785 2

P49585 PCYT1A S 331 -0,109156 2 ___2 0,999823 0,0002386 141,52 116,58 125,3 -0,32081 160160000 Choline-phosphate cytidylyltransferase A PKQSPSSSPTRERSPSPSFRWPFSGKTSPPCUID9786 1;2

Q9BWW4 SSBP3 S 347 -0,109518 2 ___1 0,999996 1,31E-05 97,235 97,235 97,235 0,44966 12923000 Single-stranded DNA-binding protein 3 NGSLGSGDIDGLPKNSPNNISGISNPPGTPRUID5343 1

A6NFI3 ZNF316 T 7 -0,109608 2 ___1 0,72044 3,62E-05 92,468 92,468 92,468 0,055702 13290000 Zinc finger protein 316 _________MAALHTTPDSPAAQLERAEDGSUID6903 1

P52272 HNRNPM S 701 -0,109764 2 ___1 1 1,78E-06 99,283 79,292 64,439 -1,2882 13823000 Heterogeneous nuclear ribonucleoprotein M MENGKSKGCGVVKFESPEVAERACRMMNGMKUID1837 1

Q86TI0 TBC1D1 S 209 -0,109782 3 ___1 0,530781 1,25E-09 71,882 71,882 64,16 0,31586 28399000 TBC1 domain family member 1 DECIEKFNHVSGSRGSESPRPNPPHAAPTGSUID3861 1

Q86UE8 TLK2 S 117 -0,109826 2 ___1 0,864866 0,00113715 57,414 46,656 57,414 0,27054 11760000 Serine/threonine-protein kinase tousled-like 2 RSVPPVARSSPQHSLSNPLPRRVEQPLYGLDUID3895 1;2

Q8TF76 GSG2 S 143 -0,109935 3 ___1 0,83649 0,00048776 43,955 43,955 43,955 -0,51107 5830600 Serine/threonine-protein kinase haspin TPCGPLRLPPFPSRDSGRLSPDLSVCGQPRDUID4492 1

Q63HQ0 AP1AR T 228 -0,10995 2 ___1 0,998822 0,017347 71,524 55,934 71,524 -0,040455 18561000 AP-1 complex-associated regulatory protein EEGMNRMLPMRERSKTEEDILRAALKYSNKKUID7477 1

Q9NYF8 BCLAF1 S 285 -0,110138 2 ___1 0,998461 5,13E-15 152,25 152,25 152,25 -0,28767 6519600000 Bcl-2-associated transcription factor 1 ERSGSGSVGNGSSRYSPSQNSPIHHIPSRRSUID5968 1;2

Q8TDZ2 MICAL1 S 875 -0,110308 3 ___2 0,874596 4,94E-21 96,55 94,532 96,55 0,36634 19678000 Protein-methionine sulfoxide oxidase MICAL1 QALVAMEKEEKESPFSSEEEEEDVPLDSDVEUID12552 2

Q8TDZ2 MICAL1 S 876 -0,110308 3 ___2 0,859564 4,94E-21 96,55 94,532 96,55 0,36634 19678000 Protein-methionine sulfoxide oxidase MICAL1 ALVAMEKEEKESPFSSEEEEEDVPLDSDVEQUID12553 2

Q8WXI9 GATAD2B S 122 -0,110501 3 ___2 1 7,91E-22 152,31 147,44 104,97 0,3475 221770000 Transcriptional repressor p66-beta MSARRSEPERGRLTPSPDIIVLSDNEASSPRUID12657 2;3;4

Q12888 TP53BP1 S 222 -0,110713 3 ___1 0,816146 1,61E-09 63,701 63,701 63,701 0,10612 19650000 Tumor suppressor p53-binding protein 1 LSDVDANTAIKHEEQSNEDIPIAEQSSKDIPUID2328 1

Q13469 NFATC2 S 236 -0,110907 3 ___2 0,991907 3,54E-06 74,859 66,324 74,859 -0,17824 315370000 Nuclear factor of activated T-cells, cytoplasmic 2 SPRTSLAEDSCLGRHSPVPRPASRSSSPGAKUID10619 1;2

Q9UER7 DAXX S 495 -0,111007 2 ___1 0,999997 9,80E-06 112,57 112,57 104,2 -0,037843 76600000 Death domain-associated protein 6 EDEEEEAAAGKDGDKSPMSSLQISNEKNLEPUID6124 1

O15027 SEC16A S 1359 -0,111041 3 ___2 0,998624 7,53E-06 113,37 113,37 113,37 -0,10803 18760000 Protein transport protein Sec16A DRRSVHSEHSARSLHSAHSLASRRSSLSSHSUID8325 1;2

Q9Y2V2 CARHSP1 S 30 -0,111228 3 ___3 1 3,99E-18 154,79 145,26 154,79 0,063995 1393600000 Calcium-regulated heat stable protein 1 QASVGLLDTPRSRERSPSPLRGNVVPSPLPTUID22839 2;3

Q9Y2V2 CARHSP1 S 32 -0,111228 3 ___3 1 3,99E-18 154,79 145,26 147,26 -0,071496 1393600000 Calcium-regulated heat stable protein 1 SVGLLDTPRSRERSPSPLRGNVVPSPLPTRRUID22840 2;3

Q9Y2V2 CARHSP1 S 41 -0,111228 2 ___3 0,99989 6,63E-09 119,14 119,14 110,74 0,081222 1300000000 Calcium-regulated heat stable protein 1 SRERSPSPLRGNVVPSPLPTRRTRTFSATVRUID22841 1;3

O60341 KDM1A S 166 -0,111487 3 ___1 0,999122 1,81E-09 58,137 58,137 58,131 -0,094111 174920000 Lysine-specific histone demethylase 1A LPPPPPQAPPEEENESEPEEPSGVEGAAFQSUID405 1

Q96D71 REPS1 S 556 -0,11157 3 ___3 0,672396 2,16E-17 124,37 124,37 119,89 0,017907 403770000 RalBP1-associated Eps domain-containing protein 1 PDNTAPPPPPPRPQPSHSRSSSLDMNRTFTVUID21010 2;3

Q96D71 REPS1 T 539 -0,11157 4 ___3 0,623856 3,02E-16 119,89 119,89 49,199 0,085372 241080000 RalBP1-associated Eps domain-containing protein 1 EQIGSNVTRQRSHSGTSPDNTAPPPPPPRPQUID23898 2;3

Q92844 TANK S 225 -0,112025 2 ___2 0,93372 2,07E-13 150,49 139,96 128,9 -0,78325 327280000 TRAF family member-associated NF-kappa-B activatorTSVTPRGLCRDEEDTSFESLSKFNVKFPPMDUID12807 1;2

Q13451 FKBP5 S 13 -0,1121 3 ___1 0,826309 7,11E-07 62,19 62,19 62,19 -0,35809 14581000 Peptidyl-prolyl cis-trans isomerase FKBP5;Peptidyl-prolyl cis-trans isomerase FKBP5, N-terminally processed___MTTDEGAKNNEESPTATVAEQGEDITSKUID2503 1

Q9BZE4 GTPBP4 S 470 -0,112175 3 ___2 0,808586 1,99E-10 105,38 93,401 78,794 0,64915 104960000 Nucleolar GTP-binding protein 1 KEEELRTAAGEYDSVSESEDEEMLEIRQLAKUID13488 2;3

Q86UU0 BCL9L S 21 -0,112399 2 ___1 1 0,0121505 41,092 25,89 41,092 -0,35052 7273300 B-cell CLL/lymphoma 9-like protein NKTRLPHPRRREAPGSPPLSPRGHCPPAPAKUID3896 1;2

Q9UPU5 USP24 S 2047 -0,112526 2 ___1 1 7,78E-09 136,3 119,83 136,3 0,10628 137310000 Ubiquitin carboxyl-terminal hydrolase 24 WNAYMLFYQRVSDQNSPVLPKKSRVSVVRQEUID6429 1

Q7RTP6 MICAL3 S 1704 -0,112729 2 ___1 0,99997 0,010833 80,231 44,786 68,371 0,24395 7715500 Protein-methionine sulfoxide oxidase MICAL3 SEGSSGKSKKRSSLFSPRRNKKEKKSKGEGRUID3718 1

Q96T37 RBM15 S 670 -0,11286 3 ___1 0,999999 2,42E-10 143,28 130,18 81,665 -0,20892 1520800000 Putative RNA-binding protein 15 RSPESDRPRKRHCAPSPDRSPELSSSRDRYNUID5097 1;2

Q9H2H9 SLC38A1 T 54 -0,112862 3 ___2 0,885976 0,0191724 42,095 24,43 41,684 -0,30128 21241000 Sodium-coupled neutral amino acid transporter 1 INSKFISDRESRRSLTNSHLEKKKCDEYIPGUID15886 2

Q5JRA6 MIA3 S 1906 -0,113005 3 ___1 0,99926 1,95E-13 74,767 74,767 74,767 0,11294 62270000 Melanoma inhibitory activity protein 3 ASQSTSQDCSQALKQSP______________UID3159 1

Q9UKN8 GTF3C4 S 611 -0,113395 2 ___1 0,999997 5,13E-07 73,707 53,601 73,707 -0,4466 3644900 General transcription factor 3C polypeptide 4 LWKPTHEDSKILLVDSPGMGNADDEQQEEGTUID6270 1

O14683 TP53I11 S 14 -0,113426 2 ___1 0,99983 0,00028242 100,04 79,249 100,04 0,032341 11534000 Tumor protein p53-inducible protein 11 __MAAKQPPPLMKKHSQTDLVSRLKTRKILGUID179 1

P27816 MAP4 S 636 -0,113749 3 ___1 1 1,12E-14 156,22 128,2 137,44 -0,071733 170730000 Microtubule-associated protein 4 FMISPETVTGTGKKCSLPAEEDSVLEKLGERUID1258 1

Q92608 DOCK2 S 1706 -0,11381 2 ___1 0,812979 0,00107805 98,04 75,021 98,04 0,1102 59253000 Dedicator of cytokinesis protein 2 PEVKLRRSKKRTKRSSVVFADEKAAAESDLKUID4638 1

P49585 PCYT1A S 347 -0,113872 2 ___2 0,999923 5,60E-05 89,507 82,488 86,729 0,036653 188940000 Choline-phosphate cytidylyltransferase A PSFRWPFSGKTSPPCSPANLSRHKAAAYDISUID9788 2

P49585 PCYT1A S 343 -0,113872 2 ___2 0,593754 5,60E-05 103,26 93,898 86,729 0,036653 385940000 Choline-phosphate cytidylyltransferase A RSPSPSFRWPFSGKTSPPCSPANLSRHKAAAUID9787 1;2

Q96JH7 VCPIP1 S 997 -0,113926 3 ___1 0,761315 0,00136057 52,372 39,271 40,278 0,23102 233360000 Deubiquitinating protein VCIP135 AVSQVRAEATTRSRESSPSHGLLKLGSGGVVUID4921 1;2

Q9Y520 PRRC2C S 2105 -0,114064 2 ___1 1 3,10E-14 169,81 153,28 169,81 0,1262 72971000 Protein PRRC2C QPRAGPIKAQKLPDLSPVENKEHKPGPIGKEUID6754 1

Q9GZR7 DDX24 S 82 -0,11424 2 ___1 1 1,97E-221 313,64 313,64 313,64 0,030048 1397700000 ATP-dependent RNA helicase DDX24 SLFSKEAPKRKAQAVSEEEEEEEGKSSSPKKUID5447 1;2

Q93009 USP7 S 18 -0,114321 3 ___1 1 8,91E-15 106,17 106,17 106,17 0,15376 76730000 Ubiquitin carboxyl-terminal hydrolase 7 HQQQQQQQKAGEQQLSEPEDMEMEAGDTDDPUID4744 1

Q9UK61 FAM208A S 699 -0,11441 3 ___1 0,97144 0,00022312 60,564 60,564 60,564 -0,095703 16967000 Protein FAM208A LINLIQCRKKSVGGDSDTEDMRSKTVLKRKLUID6239 1;2

O14745 SLC9A3R1 S 2 -0,114413 2 ___1 1 3,40E-05 88,338 63,444 88,338 -0,60886 6846600 Na(+)/H(+) exchange regulatory cofactor NHE-RF1 ______________MSADAAAGAPLPRLCCLUID188 1

Q9BTC0 DIDO1 S 1714 -0,114438 4 ___1 0,960182 2,06E-13 72,792 66,428 59,496 -0,1947 167730000 Death-inducer obliterator 1 QYEDPRNLHSAGRSSSPAGETEGDREPQARPUID5268 1

Q969V6 MKL1 S 454 -0,114453 2 ___2 0,81327 0,00011746 62,203 53,249 54,073 1,2586 23735000 MKL/myocardin-like protein 1 SGVVKFGSTGSTPPVSPTPSERSLLSTGDENUID12845 2

Q9BY11 PACSIN1 S 346 -0,114471 3 ___1 0,968868 5,01E-29 137,21 126,52 116,71 -0,068148 2612500000 Protein kinase C and casein kinase substrate in neurons protein 1ATGAVESTSQAGDRGSVSSYDRGQPYATEWSUID5369 1;2

Q6DN90 IQSEC1 S 107 -0,114832 2 ___1 0,997928 1,31E-15 160,27 160,27 160,27 -0,48108 20262000 IQ motif and SEC7 domain-containing protein 1 RKQAEEEAIKRSRSLSESYELSSDLQDKQVEUID3424 1

Q8TDD1 DDX54 S 75 -0,114881 3 ___1 0,827418 9,46E-18 130,32 130,32 104,51 0,23243 115580000 ATP-dependent RNA helicase DDX54 GPGRPLPTFPTSECTSDVEPDTREMVRAQNKUID4451 1

Q9P227 ARHGAP23 S 361 -0,115089 2 ___2 1 6,85E-05 101,67 89,9 101,67 -0,0062718 15236000 Rho GTPase-activating protein 23 WHRARSDDYLSRATRSAEALGPGALVSPRFEUID14144 1;2

Q9P227 ARHGAP23 S 372 -0,115089 2 ___2 1 6,85E-05 101,67 89,9 101,67 -0,0062718 11122000 Rho GTPase-activating protein 23 RATRSAEALGPGALVSPRFERCGWASQRSSAUID14145 2

Q13469 NFATC2 S 225 -0,11523 3 ___2 0,549105 5,56E-06 74,859 66,324 74,859 -0,17824 97738000 Nuclear factor of activated T-cells, cytoplasmic 2 AHYSPRTSPIMSPRTSLAEDSCLGRHSPVPRUID10617 2

P46821 MAP1B S 1260 -0,115644 3 ___2 0,83499 1,22E-20 92,93 82,48 92,93 0,44763 58266000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1AVSSEKVSPSKSPSLSPSPPSPLEKTPLGERUID9703 2;3

Q92625 ANKS1A S 663 -0,115869 2 ___1 0,996986 5,42E-05 114,7 107,14 114,7 0,026413 54720000 Ankyrin repeat and SAM domain-containing protein 1ALSNCSIGKKRLEKSPSFASEWDEIEKIMSSIUID4683 1

O43719 HTATSF1 S 642 -0,116168 2 ___1 1 1,69E-10 106,93 96,877 106,93 0,20325 91506000 HIV Tat-specific factor 1 KEEEEDTYEKVFDDESDEKEDEEYADEKGLEUID344 1

P55884 EIF3B S 83 -0,11658 3 ___1 0,665233 3,05E-67 157,69 157,69 157,69 0,1988 94306000 Eukaryotic translation initiation factor 3 subunit B TEPAAEAEAASGPSESPSPPAAEELPGSHAEUID1922 1

P35568 IRS1 S 3 -0,11659 2 ___1 0,999571 0,00080769 48,112 41,848 48,112 -0,12661 11103000 Insulin receptor substrate 1 _____________MASPPESDGFSDVRKVGYUID1372 1

P57737 CORO7 S 462 -0,116629 2 ___1 0,999215 0,00132968 72,29 59,66 72,29 0,48405 3052900 Coronin-7 SLSSTSGIGTSPSLRSLQSLLGPSSKFRHAQUID1931 1

P61978 HNRNPK S 216 -0,116832 2 ___1 0,999965 6,63E-13 155,98 155,98 155,98 -0,10757 19905000 Heterogeneous nuclear ribonucleoprotein K RVVECIKIILDLISESPIKGRAQPYDPNFYDUID1967 1

Q15208 STK38 S 264 -0,117083 3 ___1 0,971468 0,00012431 47,32 47,32 47,32 -0,035421 3438500 Serine/threonine-protein kinase 38 LNHSLPSDFTFQNMNSKRKAETWKRNRRQLAUID2900 1

Q7Z628 NET1 S 21 -0,117282 3 ___1 0,848025 1,14E-08 77,876 65,748 77,876 0,1574 16866000 Neuroepithelial cell-transforming gene 1 protein AAQKQPRPRRRSRRASGLSTEGATGPSADTSUID3820 1

P45974 USP5 S 783 -0,117428 2 ___1 0,999632 8,03E-05 92,265 81,695 92,063 0,6641 30436000 Ubiquitin carboxyl-terminal hydrolase 5 AEAAMDISEGRSAADSISESVPVGPKVRDGPUID1544 1

P23528 CFL1 S 156 -0,117631 2 ___1 0,994896 0,00297138 41,644 33,757 41,644 -0,17488 4798500 Cofilin-1 EEVKDRCTLAEKLGGSAVISLEGKPL_____UID1191 1

Q9NYV4 CDK12 T 893 -0,117789 2 ___1 1 6,92E-76 234,83 211,71 234,83 0,30671 439820000 Cyclin-dependent kinase 12 FGLARLYNSEESRPYTNKVITLWYRPPELLLUID7851 1

Q86U86 PBRM1 S 10 -0,117796 3 ___1 0,97758 2,31E-30 161,8 161,8 131,19 0,17887 219180000 Protein polybromo-1 ______MGSKRRRATSPSSSVSGDFDDGHHSUID3881 1;2

P35658 NUP214 T 670 -0,118776 2 ___2 1 3,04E-05 86,411 79,721 86,411 0,3669 116760000 Nuclear pore complex protein Nup214 SSSPVPSMVQKSPRITPPAAKPGSPQAKSLQUID15206 2

Q6PJG2 ELMSAN1 Y 654 -0,118805 3 ___2 0,614171 0,00023891 53,553 53,342 47,808 -0,093459 6086700 ELM2 and SANT domain-containing protein 1 RLADHPSERSFELPPYTPPPILSPVREGSGLUID16158 2

Q6PJT7 ZC3H14 S 343 -0,119008 2 ___1 0,999992 0,00288323 90,108 90,108 90,108 -0,41326 37799000 Zinc finger CCCH domain-containing protein 14 ISSSVSVPAKPERRPSLPPSKQANKNLILKAUID3549 1

P43243 MATR3 S 206 -0,119301 2 ___1 1 1,26E-10 106,49 89,694 103,79 0,2682 323180000 Matrin-3 DRGPSLNPVLDYDHGSRSQESGYYDRMDYEDUID1530 1;2

Q15154 PCM1 T 82 -0,119443 3 ___2 0,99855 0,00338328 62,377 48,294 62,377 0,25994 43835000 Pericentriolar material 1 protein ESSPGVGRRRTKTPHTFPHSRYMSQMSVPEQUID15489 2

Q15154 PCM1 T 79 -0,119443 3 ___2 0,966976 0,00338328 62,377 48,294 55,755 -0,1737 43835000 Pericentriolar material 1 protein ISPESSPGVGRRRTKTPHTFPHSRYMSQMSVUID15488 2

Q8NI27 THOC2 S 1417 -0,119502 3 ___1 0,997724 2,50E-05 108,71 108,71 108,71 -0,084366 107070000 THO complex subunit 2 EPEREQKRRKIDTHPSPSHSSTVKDSLIELKUID4386 1

P43243 MATR3 S 188 -0,119832 4 ___1 0,998199 9,15E-17 144,89 144,89 40,456 -1,0239 1603500000 Matrin-3 VPRDDWEEKRHFRRDSFDDRGPSLNPVLDYDUID1528 1;2

P29590 PML S 518 -0,120357 2 ___3 1 3,24E-11 82,189 82,189 61,684 0,13187 222100000 Protein PML RSSPEQPRPSTSKAVSPPHLDGPPSPRSPVIUID17483 2;3

P29590 PML S 527 -0,120357 2 ___3 1 3,24E-11 82,189 82,189 61,684 0,13187 235260000 Protein PML STSKAVSPPHLDGPPSPRSPVIGSEVFLPNSUID17484 1;2;3

P29590 PML S 530 -0,120357 3 ___3 0,999559 2,57E-15 111,24 111,24 111,24 -0,0045472 95214000 Protein PML KAVSPPHLDGPPSPRSPVIGSEVFLPNSNHVUID17485 1;3

Q9BUJ2 HNRNPUL1 S 716 -0,120373 4 ___1 0,499996 5,43E-19 88,161 88,161 88,161 -0,16464 44919000 Heterogeneous nuclear ribonucleoprotein U-like protein 1PPPPQPPPQQPPPPPSYSPARNPPGASTYNKUID5288 1

Q9BUJ2 HNRNPUL1 S 718 -0,120373 4 ___1 0,499996 5,43E-19 88,161 88,161 88,161 -0,16464 44919000 Heterogeneous nuclear ribonucleoprotein U-like protein 1PPQPPPQQPPPPPSYSPARNPPGASTYNKNSUID5289 1

Q8IVP5 FUNDC1 S 13 -0,120381 2 ___1 0,921638 2,15E-14 87,772 87,772 87,772 0,061967 53842000 FUN14 domain-containing protein 1 ___MATRNPPPQDYESDDDSYEVLDLTEYARUID4043 1

Q9UQ35 SRRM2 S 950 -0,12078 2 ___2 0,999985 2,40E-05 107,62 107,62 86,497 0,20487 1017200000 Serine/arginine repetitive matrix protein 2 SPSPSRVTSRTTPRRSRSVSPCSNVESRLLPUID14600 2;3

O94762 RECQL5 S 727 -0,120881 3 ___1 0,99437 1,18E-05 51,526 51,526 44,848 0,24706 42215000 ATP-dependent DNA helicase Q5 PRGEVPGGSAHYGGPSPEKKAKSSSGGSSLAUID621 1

Q92997 DVL3 S 125 -0,121031 4 ___1 0,664134 3,99E-11 64,668 61,458 64,668 0,039167 17594000 Segment polarity protein dishevelled homolog DVL-3 GDSRPPSFHPHAGGGSQENLDNDTETDSLVSUID4742 1

Q8IWX8 CHERP S 813 -0,121126 3 ___3 0,998127 7,84E-15 81,839 81,839 81,839 -0,68218 60955000 Calcium homeostasis endoplasmic reticulum protein SRSRSKSYSPGRRRRSRSRSPTPPSSAGLGSUID20261 4

P42684 ABL2 S 620 -0,121171 2 ___1 0,917057 2,91E-05 117,7 117,7 117,7 0,12629 41382000 Abelson tyrosine-protein kinase 2 SLAPGFIRGAQASSGSPALPRKQRDKSPSSLUID1506 1

Q86X27 RALGPS2 S 329 -0,121189 2 ___1 0,999998 5,74E-06 95,073 81,411 78,324 0,25967 58444000 Ras-specific guanine nucleotide-releasing factor RalGPS2KSVAAEGALLPQTPPSPRNLIPHGHRKCHSLUID3960 1;2

Q96A47 ISL2 S 157 -0,121381 2 ___1 1 0,022388 43,246 11,285 43,246 -0,15404 17536000 Insulin gene enhancer protein ISL-2 DHGLLLERAAAGSPRSPGPLPGARGLHLPDAUID4750 1

Q9UQ35 SRRM2 T 1003 -0,121533 2 ___1 1 4,67E-26 171 171 166,67 -0,076512 4076100000 Serine/arginine repetitive matrix protein 2 SHSGSISPYPKVKAQTPPGPSLSGSKSPCPQUID7918 1;2

P41229 KDM5C S 317 -0,1218 2 ___1 0,999987 0,00024426 71,085 58,508 71,085 -0,13433 8374100 Lysine-specific demethylase 5C PEPCTKMTMRLRRNHSNAQFIESYVCRMCSRUID1468 1

Q9P1Y6 PHRF1 S 1202 -0,122169 3 ___1 1 1,09E-07 72,227 72,227 72,227 0,054233 151370000 PHD and RING finger domain-containing protein 1 TRSHSPERKGAVREASPAPLAQGEPGREDLPUID6033 1

Q8IX01 SUGP2 S 315 -0,122177 2 ___1 1 0,00761104 63,473 42,101 56,359 -0,24432 3561200 SURP and G-patch domain-containing protein 2 LGLDLKNLRLPRRKMSFDIIDKSDVFSRFGIUID4073 1

Q01130 SRSF2 S 26 -0,122191 2 ___1 0,780881 3,13E-05 81,185 81,185 44,318 -0,44274 50046000 Serine/arginine-rich splicing factor 2 EGMTSLKVDNLTYRTSPDTLRRVFEKYGRVGUID2089 1

Q13480 GAB1 S 266 -0,122366 2 ___1 0,9992 4,35E-05 134,84 121,81 134,84 0,059651 130310000 GRB2-associated-binding protein 1 SASVDSSLYNLPRSYSHDVLPKVSPSSTEADUID2529 1

P49590 HARS2 S 67 -0,122444 2 ___1 1 0,00854712 50,284 37,23 50,284 -0,16099 3091300 Probable histidine--tRNA ligase, mitochondrial KPNFIIKTPKGTRDLSPQHMVVREKILDLVIUID1692 1

P09651 HNRNPA1 S 2 -0,12248 2 ___2 0,999758 2,50E-14 156,24 156,24 151,22 -0,1374 668890000 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processed______________MSKSESPKEPEQLRKLFUID8999 1;2

Q07020 RPL18 T 158 -0,122613 3 ___2 0,999429 0,00062995 50,831 50,831 47,916 -0,64676 63314000 60S ribosomal protein L18 RKGREVYRHFGKAPGTPHSHTKPYVRSKGRKUID15369 2

Q07020 RPL18 S 161 -0,122613 3 ___2 0,920786 0,00062995 50,831 50,831 50,831 -0,32786 63314000 60S ribosomal protein L18 REVYRHFGKAPGTPHSHTKPYVRSKGRKFERUID10306 2

Q9P219 CCDC88C S 227 -0,122996 2 ___1 0,999999 7,43E-05 78,486 77,185 78,486 0,49183 8264400 Protein Daple DLTQERDYLQAQHPPSPIKSSSADSTPSPTSUID6039 1

Q9UQ35 SRRM2 S 395 -0,123455 3 ___3 0,857328 1,40E-12 66,58 66,58 48,867 0,26021 31523000 Serine/arginine repetitive matrix protein 2 PLATTPLSQEPVNPPSEASPTRDRSPPKSPEUID22670 1;3

Q6QNY0 BLOC1S3 S 65 -0,123612 2 ___2 1 7,34E-17 146,18 146,18 146,18 0,11221 160390000 Biogenesis of lysosome-related organelles complex 1 subunit 3RPTGLRVAGEAAETDSEPEPEPEPTAAPRDLUID11667 2

Q6QNY0 BLOC1S3 T 63 -0,123612 2 ___2 1 7,34E-17 146,18 146,18 146,18 0,11221 160390000 Biogenesis of lysosome-related organelles complex 1 subunit 3RGRPTGLRVAGEAAETDSEPEPEPEPTAAPRUID15615 2

Q86VQ1 GLCCI1 S 223 -0,123953 2 ___1 0,999262 0,00026682 85,973 85,973 85,973 -0,091541 57713000 Glucocorticoid-induced transcript 1 protein WAEEGAEKRSHQRSASWGSADQLKEQIAKLRUID3917 1

O43765 SGTA S 77 -0,124002 3 ___2 1 1,39E-14 92,817 92,817 43,813 -0,1579 304900000 Small glutamine-rich tetratricopeptide repeat-containing protein alphaFEAAATGKEMPQDLRSPARTPPSEEDSAEAEUID8448 1;2

Q9HC35 EML4 S 144 -0,124062 2 ___2 0,999965 1,17E-06 89,466 75,309 89,466 -0,2171 109920000 Echinoderm microtubule-associated protein-like 4 KEESHSNDQSPQIRASPSPQPSSQPLQIHRQUID13809 1;2

Q9HC35 EML4 S 146 -0,124062 2 ___2 0,999947 1,17E-06 89,466 75,309 89,466 -0,2171 113200000 Echinoderm microtubule-associated protein-like 4 ESHSNDQSPQIRASPSPQPSSQPLQIHRQTPUID13810 1;2

P17096 HMGA1 S 6 -0,124314 2 ___1 0,769701 6,16E-06 119,32 119,32 119,32 0,14502 48027000 High mobility group protein HMG-I/HMG-Y __________MSESSSKSSQPLASKQEKDGTUID1045 1;2

Q13541 EIF4EBP1 T 77 -0,124377 4 ___2 0,732101 1,32E-29 106 106 106 0,1499 62444000 Eukaryotic translation initiation factor 4E-binding protein 1CRNSPVTKTPPRDLPTIPGVTSPSSDEPPMEUID15428 2

P06400 RB1 S 37 -0,124652 3 ___1 1 1,74E-33 120,47 120,47 120,47 0,38338 509430000 Retinoblastoma-associated protein APPPPPPPEEDPEQDSGPEDLPLVRLEFEETUID837 1

Q12789 GTF3C1 S 1068 -0,124843 2 ___2 0,979253 8,05E-11 74,838 69,678 68,173 -0,35099 64600000 General transcription factor 3C polypeptide 1 VRCPRVRKNSSTDQGSDEEGSLQKEQESAMDUID10357 1;2

Q01543 FLI1 S 39 -0,125016 2 ___1 0,981759 3,56E-05 90,367 84,195 90,367 -0,062656 42128000 Friend leukemia integration 1 transcription factor GAAAHLPKADMTASGSPDYGQPHKINPLPPQUID2100 1

Q5T8P6 RBM26 S 616 -0,125228 2 ___1 0,878456 5,66E-05 94,507 81,387 94,507 0,18781 43189000 RNA-binding protein 26 VYWHREGSTQQLQTTSPKVMQPLVQQPILPVUID3265 1

Q9Y580 RBM7 S 137 -0,125387 2 ___1 0,864956 0,00029446 74,841 67,621 64,439 0,096137 24597000 RNA-binding protein 7 DNMTSSAQIIQRSFSSPENFQRQAVMNSALRUID6762 1

Q96T37 RBM15 S 741 -0,12549 3 ___1 0,992546 0,00017415 69,729 61,818 68,173 0,18036 15111000 Putative RNA-binding protein 15 ERDRKHRTTAPTEGKSPLKKEDRSDGSAPSTUID5106 1

Q9C0B5 ZDHHC5 S 296 -0,125526 3 ___1 0,992945 4,91E-11 68,326 68,326 68,326 0,32024 44357000 Palmitoyltransferase ZDHHC5 KIMDNGIQGELRRTKSKGSLEITESQSADAEUID5417 1;2

Q8NF91 SYNE1 S 8305 -0,125566 3 ___1 1 1,35E-06 92,932 83,931 92,932 0,19026 51138000 Nesprin-1 DLSRDLESAMSRALPSEDEEGQDDKDFYLRGUID4342 1

Q5VZK9 LRRC16A S 1360 -0,125577 2 ___1 0,998641 3,10E-67 219,01 212,57 219,01 0,31058 78163000 Leucine-rich repeat-containing protein 16A RSSSKDGHQGSKSNDSGEEAEKEFIFV____UID3359 1

O43847 NRD1 S 94 -0,125604 2 ___2 0,994694 1,31E-21 172,32 134,97 172,32 -0,29957 505470000 Nardilysin ARLGADESEEEGRRGSLSNAGDPEIVKSPSDUID8460 1;2

O43847 NRD1 S 86 -0,125604 3 ___2 0,967608 2,58E-07 59,211 59,211 52,198 -0,21614 48825000 Nardilysin DLGENSRVARLGADESEEEGRRGSLSNAGDPUID8459 2

O43847 NRD1 S 96 -0,125604 2 ___2 0,521247 5,04E-07 124,62 94,056 124,62 -0,029724 82308000 Nardilysin LGADESEEEGRRGSLSNAGDPEIVKSPSDPKUID8461 1;2

P51991 HNRNPA3 S 366 -0,125667 2 ___1 0,742515 5,13E-06 52,19 50,883 52,19 0,14005 9966200 Heterogeneous nuclear ribonucleoprotein A3 FGGRSSGSPYGGGYGSGGGSGGYGSRRF___UID1836 1

Q5T4S7 UBR4 S 2718 -0,125683 2 ___2 0,629704 0,00201529 92,409 92,409 92,409 0,014355 65730000 E3 ubiquitin-protein ligase UBR4 RVLRPRNKRRHVTLPSSPRSNTPMGDKDDDDUID11350 1;2

Q96T58 SPEN S 1278 -0,125862 2 ___1 1 1,12E-06 126,26 120,55 47,754 0,0055172 91733000 Msx2-interacting protein SVRHGSFHEDEDPIGSPRLLSVKGSPKVDEKUID5115 1;2

O75122 CLASP2 T 594 -0,126051 3 ___1 0,5 1,22E-05 76,533 76,533 49,188 -0,33924 22688000 CLIP-associating protein 2 SSRLSSSVSAMRVLNTGSDVEEAVADALKKPUID6945 1

Q01581 HMGCS1 S 4 -0,126223 2 ___1 1 3,34E-05 88,552 88,552 88,552 -0,2371 40454000 Hydroxymethylglutaryl-CoA synthase, cytoplasmic ____________MPGSLPLNAEACWPKDVGIUID2102 1

P15056 BRAF S 151 -0,126344 2 ___1 0,930396 0,00468937 40,066 40,066 40,066 -0,13544 8303700 Serine/threonine-protein kinase B-raf SVFQNPTDVARSNPKSPQKPIVRVFLPNKQRUID1005 1

Q9UGV2 NDRG3 S 331 -0,126492 2 ___2 0,996353 7,86E-12 147,64 147,64 140,22 -0,27035 30901000 Protein NDRG3 IPSASMTRLARSRTHSTSSSLGSGESPFSRSUID14250 1;2



Q9UGV2 NDRG3 S 334 -0,126492 2 ___2 0,734822 7,69E-06 88,992 84,524 88,992 0,12113 11821000 Protein NDRG3 ASMTRLARSRTHSTSSSLGSGESPFSRSVTSUID14252 2

P46821 MAP1B S 1378 -0,126773 2 ___1 0,853033 8,70E-09 127,88 127,88 127,88 0,35091 26937000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1FEFSDAKDENERASVSPMDEPVPDSESPIEKUID1595 1;2

P18615 NELFE S 353 -0,12683 2 ___1 1 0,0001055 108,58 108,58 108,58 0,22251 18522000 Negative elongation factor E AATGKSVWGSLAVQNSPKGCHRDKRTQIVYSUID1086 1

P49792 RANBP2;RGPD4;RGPD3S 392 -0,126848 2 ___1 0,515903 1,13E-05 73,464 68,08 73,464 -0,13293 3290500 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4;RanBP2-like and GRIP domain-containing protein 3ANKSGQSALYDALFSSQSPKDTSFLGSDDIGUID1749 1

Q7Z6E9 RBBP6 Y 766 -0,126916 4 ___3 0,984522 0,00132026 54,898 54,898 54,898 -0,26684 33535000 E3 ubiquitin-protein ligase RBBP6 HGYHRSRSRSPPYRRYHSRSRSPQAFRGQSPUID24260 3

Q13435 SF3B2 S 307 -0,126944 2 ___3 0,999409 3,77E-26 174,68 174,68 174,68 0,22847 415550000 Splicing factor 3B subunit 2 EEEEMETDARSSLGQSASETEEDTVSVSKKEUID18687 1;2;3

Q13435 SF3B2 S 309 -0,126944 2 ___3 0,998754 1,71E-34 186,97 174,7 128,38 0,23159 749460000 Splicing factor 3B subunit 2 EEMETDARSSLGQSASETEEDTVSVSKKEKNUID18688 1;2;3

Q13435 SF3B2 T 311 -0,126944 3 ___3 0,747517 6,64E-06 55,383 55,383 55,383 -0,37972 26368000 Splicing factor 3B subunit 2 METDARSSLGQSASETEEDTVSVSKKEKNRKUID23517 3

Q99543 DNAJC2 S 47 -0,127118 4 ___2 1 8,80E-21 128,31 121,42 43,256 -0,068975 178480000 DnaJ homolog subfamily C member 2;DnaJ homolog subfamily C member 2, N-terminally processedGRWFEAFVKRRNRNASASFQELEDKKELSEEUID13238 1;2;3;4

Q99543 DNAJC2 S 49 -0,127118 4 ___2 1 2,83E-06 99,161 93,2 43,256 -0,068975 78785000 DnaJ homolog subfamily C member 2;DnaJ homolog subfamily C member 2, N-terminally processedWFEAFVKRRNRNASASFQELEDKKELSEESEUID13239 2;3;4

Q9BPZ7 MAPKAP1 S 510 -0,127297 2 ___1 0,787577 0,00371371 85,807 74,841 85,807 -0,17112 10142000 Target of rapamycin complex 2 subunit MAPKAP1 ADYFAQKQRKLNRRTSFSFQKEKKSGQQ___UID5204 1

Q7L4I2 RSRC2 S 30 -0,127357 2 ___2 0,999279 2,11E-05 94,781 86,561 94,781 -0,069926 72810000 Arginine/serine-rich coiled-coil protein 2 KTSPDRDKKKEQSEVSVSPRASKHHYSRSRSUID11796 2

O60256 PRPSAP2 S 227 -0,127463 4 ___1 0,997159 8,23E-09 58,498 58,498 58,498 -0,27701 14561000 Phosphoribosyl pyrophosphate synthase-associated protein 2GEAQDAESDLVDGRHSPPMVRSVAAIHPSLEUID371 1

Q9NWV8 BABAM1 S 8 -0,127467 3 ___1 0,940908 1,05E-17 124,8 124,8 124,8 -0,099953 163810000 BRISC and BRCA1-A complex member 1 ________MEVAEPSSPTEEEEEEEEHSAEPUID5916 1

Q92785 DPF2 T 248 -0,127555 5 ___1 0,980085 1,07E-28 101,87 96,762 71,575 -0,51303 242350000 Zinc finger protein ubi-d4 LAEEEGEDKEDSQPPTPVSQRSEEQKSKKGPUID7677 1;2

Q8NHG8 ZNRF2 S 82 -0,127762 2 ___1 0,999999 6,51E-05 77,372 77,372 77,372 0,63562 18026000 E3 ubiquitin-protein ligase ZNRF2 AAAAAPAAPAAPRSRSLGGAVGSVASGARAAUID4371 1

Q9NRA8 EIF4ENIF1 S 353 -0,127857 2 ___1 0,836635 0,00025679 66,797 47,474 66,797 -0,33899 5511700 Eukaryotic translation initiation factor 4E transporter SRWFSNPSRSGSRSSSLGSTPHEELERLAGLUID5799 1

Q8IU81 IRF2BP1 S 453 -0,127888 2 ___1 1 1,18E-17 151,48 140,27 151,48 -0,60451 135330000 Interferon regulatory factor 2-binding protein 1 KDPGGGGGPVRAGGASPAASSTAQPPTQHRLUID4027 1

Q14738 PPP2R5D S 573 -0,128081 2 ___1 0,999966 0,00019858 68,044 68,044 68,044 0,18459 10222000 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoformMLKDIKKEKVLLRRKSELPQDVYTIKALEAHUID2780 1

P33241 LSP1 S 218 -0,128582 2 ___1 0,999989 0,00481546 57,401 39,844 57,401 0,064684 26444000 Lymphocyte-specific protein 1 ESLNRSIEKSNSVKKSQPDLPISKIDQWLEQUID1338 1

Q8NDX5 PHC3 T 609 -0,128589 3 ___2 1 4,43E-09 129,32 129,32 129,32 -0,016906 41925000 Polyhomeotic-like protein 3 EEMPEESDECVRMDRTPPPPTLSPAAITVGRUID15727 2

Q8NDX5 PHC3 S 616 -0,128589 3 ___2 0,995221 4,43E-09 129,32 129,32 129,32 -0,016906 41925000 Polyhomeotic-like protein 3 DECVRMDRTPPPPTLSPAAITVGRGEDLTSEUID12411 2

Q9NYF8 BCLAF1 S 389 -0,128651 3 ___2 0,949468 1,08E-10 81,534 81,534 40,837 -0,21799 47132000 Bcl-2-associated transcription factor 1 EWEDQEALDYFSDKESGKQKFNDSEGDDTEEUID14052 2

Q9NYF8 BCLAF1 Y 383 -0,128651 3 ___2 0,674308 1,08E-10 81,534 81,534 81,534 -0,13727 47132000 Bcl-2-associated transcription factor 1 KGRAEGEWEDQEALDYFSDKESGKQKFNDSEUID16186 2

Q7Z333 SETX S 1366 -0,128743 2 ___1 0,999987 7,64E-06 115,34 115,34 115,34 -0,024842 33253000 Probable helicase senataxin QRQIRPKSQKNRRRLSDCESTDVKRAGSHTAUID3741 1

Q8TBZ3 WDR20 S 434 -0,128771 3 ___1 0,567511 4,01E-05 71,742 71,742 71,742 0,2571 40423000 WD repeat-containing protein 20 TTPGNSVPPPLPRSNSLPHSAVSNAGSKSSVUID4430 1

Q13263 TRIM28 S 501 -0,128847 2 ___1 0,999815 5,60E-07 132,05 132,05 132,05 0,10006 21433000 Transcription intermediary factor 1-beta PRVSLERLDLDLTADSQPPVFKVFPGSTTEDUID2437 1

Q15642 TRIP10 S 296 -0,12903 3 ___2 0,999321 1,29E-06 89,483 89,483 89,483 -0,1045 77592000 Cdc42-interacting protein 4 DVEFEDFSQPMNRAPSDSSLGTPSDGRPELRUID11042 1;2

Q15642 TRIP10 S 299 -0,12903 3 ___2 0,810968 1,29E-06 89,483 89,483 89,483 -0,1045 67370000 Cdc42-interacting protein 4 FEDFSQPMNRAPSDSSLGTPSDGRPELRGPGUID11044 2

Q9H6Y2 WDR55 S 14 -0,129065 3 ___1 0,999997 1,00E-27 156,08 156,08 156,08 -0,23316 180700000 WD repeat-containing protein 55 __MDRTCEERPAEDGSDEEDPDSMEAPTRIRUID5637 1

Q6PJF5 RHBDF2 S 387 -0,129466 2 ___1 0,661371 0,00168665 117,81 90,286 117,81 -0,037882 7451600 Inactive rhomboid protein 2 GVVGNWLNRSYRRSISSTVQRQLESFDSHRPUID3537 1

Q9GZY6 LAT2 S 44 -0,129514 2 ___1 1 6,79E-10 145,69 123,92 145,69 0,093105 83512000 Linker for activation of T-cells family member 2 SRPGAKRSEKIYQQRSLREDQQSFTGSRTYSUID5457 1

O94804 STK10 S 514 -0,129889 2 ___1 0,998021 0,00207631 62,705 39,329 62,705 -0,14247 58828000 Serine/threonine-protein kinase 10 GTNLSTDLSLNKEMGSLSIKDPKLYKKTLKRUID633 1

Q86YV0 RASAL3 S 166 -0,129923 3 ___2 0,755015 1,56E-05 52,853 51,119 46,362 -0,050392 26522000 RAS protein activator like-3 GGEEEGPRRPRVGSASSEGSIHVAMGNFRDPUID12109 2;3

P18583 SON S 2013 -0,130129 2 ___2 1 0,00277732 72,643 58,436 41,704 -0,14723 1508200000 Protein SON RRRSRSVVRRRSFSISPVRLRRSRTPLRRRFUID9174 2;3

Q9NX63 CHCHD3 S 50 -0,130233 2 ___1 0,999626 6,13E-10 142,95 142,95 142,95 0,18559 153990000 MICOS complex subunit MIC19 RMKESSPSGSKSQRYSGAYGASVSDEELKRRUID5925 1

Q9UNN5 FAF1 S 320 -0,130302 3 ___1 0,999098 3,92E-05 42,454 42,454 42,454 -0,28243 2618000 FAS-associated factor 1 DDGEVFGMASSALRKSPMMPENAENEGDALLUID6372 1

Q13469 NFATC2 S 326 -0,130302 2 ___1 0,499986 0,00198678 62,338 46,005 62,338 1,132 31761000 Nuclear factor of activated T-cells, cytoplasmic 2 ATDSPCGIPPKMWKTSPDPSPVSAAPSKAGLUID2524 1

Q13469 NFATC2 T 325 -0,130302 2 ___1 0,499986 0,00198678 62,338 46,005 62,338 1,132 31761000 Nuclear factor of activated T-cells, cytoplasmic 2 LATDSPCGIPPKMWKTSPDPSPVSAAPSKAGUID7327 1

Q9NPI6 DCP1A S 523 -0,130416 2 ___2 0,869838 3,88E-17 161,19 142,61 161,19 0,2032 56026000 mRNA-decapping enzyme 1A QQTVTRSSDLERKASSPSPLTIGTPESQRKPUID13840 2

Q96PC5 MIA2;CTAGE6;CTAGE4;CTAGE8;CTAGE15;CTAGE9S 745 -0,130508 2 ___1 0,827896 2,14E-10 147,1 139,96 147,1 -0,23661 22638000 Melanoma inhibitory activity protein 2;cTAGE family member 6;cTAGE family member 4;cTAGE family member 8;cTAGE family member 15;cTAGE family member 9TEAQSLEATCEKLNRSNSELEDEILCLEKELUID4996 1

Q96EV8 DTNBP1 S 321 -0,130634 3 ___2 0,93651 1,50E-06 49,585 49,585 49,585 0,09941 13460000 Dysbindin ATRDISEGGESPVVQSDEEEVQVDTALATSHUID12959 2

Q96EV8 DTNBP1 S 316 -0,130634 3 ___2 0,665051 1,50E-06 49,585 49,585 48,088 0,39192 13460000 Dysbindin TCTDSATRDISEGGESPVVQSDEEEVQVDTAUID12958 2

Q12874 SF3A3 S 365 -0,130734 3 ___2 1 9,07E-36 159,56 159,56 159,56 0,0081609 318500000 Splicing factor 3A subunit 3 ARTGEEREEEEEEQISESESEDEENEIIYNPUID10404 2;3

Q12874 SF3A3 S 367 -0,130734 3 ___2 1 9,07E-36 159,56 159,56 159,56 0,0081609 318500000 Splicing factor 3A subunit 3 TGEEREEEEEEQISESESEDEENEIIYNPKNUID10405 2;3

Q12874 SF3A3 S 369 -0,130734 3 ___2 1 9,07E-36 159,56 159,56 159,56 0,0081609 318500000 Splicing factor 3A subunit 3 EEREEEEEEQISESESEDEENEIIYNPKNLPUID10406 2;3

O60343 TBC1D4 S 341 -0,130934 3 ___1 0,999869 2,41E-15 156,13 144,76 156,13 0,14232 30605000 TBC1 domain family member 4 VHEGSQKSQPRRRHASAPSHVQPSDSEKNRTUID412 1

Q5VUA4 ZNF318 S 501 -0,131045 3 ___1 0,774592 0,00014941 42,041 42,041 42,041 0,28865 11408000 Zinc finger protein 318 GPERHTDFLLPHERASQDGSGFSRILSMLADUID3320 1

Q9H0G5 NSRP1 S 248 -0,131156 3 ___2 1 6,95E-15 106,09 103,54 106,09 -0,12306 167960000 Nuclear speckle splicing regulatory protein 1 ILQTDVKVEENPDADSDFDAKSSADDEIEETUID13578 2;3

Q13541 EIF4EBP1 S 65 -0,131206 2 ___1 0,999999 2,20E-06 116,79 116,79 116,79 0,058985 487430000 Eukaryotic translation initiation factor 4E-binding protein 1TRIIYDRKFLMECRNSPVTKTPPRDLPTIPGUID2558 1;2

Q9H4L5 OSBPL3 S 251 -0,131509 3 ___1 0,975859 4,29E-08 117,03 117,03 117,03 0,25963 68517000 Oxysterol-binding protein-related protein 3 MSQLLQSMDVLHRTYSAPAINAIQGGSFESPUID5566 1;2

O75446 SAP30 S 131 -0,13151 3 ___2 0,999989 6,08E-22 107,47 103,55 107,47 0,6075 64385000 Histone deacetylase complex subunit SAP30 KNLIQSVRNRRKRKGSDDDGGDSPVQDIDTPUID8652 1;2

O75446 SAP30 S 138 -0,13151 3 ___2 0,999988 6,08E-22 107,47 103,55 107,47 0,6075 53011000 Histone deacetylase complex subunit SAP30 RNRRKRKGSDDDGGDSPVQDIDTPEVDLYQLUID8653 2

Q8IZP0 ABI1 S 183 -0,131515 2 ___1 0,954681 0,00021151 51,265 51,265 46,892 0,16526 8329900 Abl interactor 1 TGTLSRTNPPTQKPPSPPMSGRGTLGRNTPYUID4175 1

Q5VTL8 PRPF38B S 288 -0,131582 3 ___1 0,595047 0,00031475 54,813 45,254 54,813 -0,35031 44002000 Pre-mRNA-splicing factor 38B PRRSRSRSHHREGHGSSSFDRELEREKERQRUID3308 1

Q86YS7 C2CD5 S 659 -0,131633 3 ___1 0,951029 2,06E-07 97,352 97,352 82,885 0,12391 59217000 C2 domain-containing protein 5 PIPEPRQRSRLLRSQSESSDEVTELDLSHGKUID3993 1;2;3

Q9GZT3 SLIRP S 102 -0,131755 2 ___1 0,988123 2,27E-05 92,856 92,856 70,412 0,43911 186700000 SRA stem-loop-interacting RNA-binding protein, mitochondrialVKVQVHTRRPKLPQTSDDEKKDF________UID5453 1

Q03468 ERCC6 S 429 -0,131885 3 ___2 0,998562 1,62E-06 48,449 48,449 48,449 -0,036815 23085000 DNA excision repair protein ERCC-6 QKKVPVQEIDDDFFPSSGEEAEAASVGEGGGUID10262 2

Q03468 ERCC6 S 430 -0,131885 3 ___2 0,998562 1,62E-06 48,449 48,449 48,449 -0,036815 23085000 DNA excision repair protein ERCC-6 KKVPVQEIDDDFFPSSGEEAEAASVGEGGGGUID10263 2

Q9BW61 DDA1 S 33 -0,131898 2 ___1 0,999949 0,00537734 68,893 49,65 68,893 -0,20493 3310700 DET1- and DDB1-associated protein 1 RFHADSVCKASNRRPSVYLPTREYPSEQIIVUID5321 1

Q9UPR0 PLCL2 S 1113 -0,132071 2 ___1 1 4,36E-05 74,769 74,769 70,552 -0,1339 54502000 Inactive phospholipase C-like protein 2 NKPGTENADVQKPRRSLEVIPEKANDETGE_UID6414 1

O94915 FRYL S 1980 -0,132262 2 ___2 0,628314 0,0061872 49,423 49,423 49,423 0,063737 13502000 Protein furry homolog-like GRINHSSSLARTRSLSSLREKGMYDVQSTTEUID8761 2

P27816 MAP4 T 521 -0,132527 2 ___1 0,999962 0,00031069 83,877 74,222 83,877 -0,1711 28379000 Microtubule-associated protein 4 MSPLSETEMALGKDVTPPPETEVVLIKNVCLUID7088 1

O43765 SGTA T 81 -0,132696 3 ___2 0,999503 1,39E-14 92,817 92,817 75,3 -0,69023 274330000 Small glutamine-rich tetratricopeptide repeat-containing protein alphaATGKEMPQDLRSPARTPPSEEDSAEAERLKTUID15030 2

Q6DN90 IQSEC1 S 262 -0,132715 2 ___1 0,999996 1,79E-50 213,18 192,72 213,18 0,015399 146190000 IQ motif and SEC7 domain-containing protein 1 VKSLAESIDDALNCRSLHTEEAPALDAARARUID3423 1

Q9H1E3 NUCKS1 S 214 -0,132786 3 ___3 1 3,27E-57 204,71 161,92 102,95 0,018762 1282100000 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1KEKTPSPKEEDEEPESPPEKKTSTSPPPEKSUID21702 1;2;3

Q9H1E3 NUCKS1 S 204 -0,132786 3 ___3 1 2,63E-07 102,95 96,317 102,95 0,018762 154430000 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1VGRPTASKASKEKTPSPKEEDEEPESPPEKKUID21703 2;3

Q9H1E3 NUCKS1 T 202 -0,132786 3 ___3 1 2,63E-07 102,95 96,317 102,95 0,018762 59373000 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1GKVGRPTASKASKEKTPSPKEEDEEPESPPEUID23981 3

Q6NYC8 PPP1R18 S 224 -0,1328 2 ___1 0,999857 0,00090282 86,879 65,932 86,879 -0,19107 31337000 Phostensin SREQSPRRKEVESRLSPGESAYQKLGLTEAHUID3487 1

Q9NRL2 BAZ1A T 1367 -0,133052 2 ___1 0,512867 0,00767564 55,656 43,74 55,656 -0,31264 3362000 Bromodomain adjacent to zinc finger domain protein 1ALSPRRKRRGRKSANNTPENSPNFPNFRVIATUID7835 1

P23497 SP100 S 180 -0,133385 2 ___1 0,971307 8,61E-06 85,493 85,493 85,493 -0,29598 6559200 Nuclear autoantigen Sp-100 RSGLQLSLEQGTGENSFRSLTWPPSGSPSHAUID1189 1

Q6DN90 IQSEC1 T 265 -0,133432 3 ___1 0,68589 6,88E-05 104,55 87,057 104,55 -0,024485 11552000 IQ motif and SEC7 domain-containing protein 1 LAESIDDALNCRSLHTEEAPALDAARARDTEUID7489 1

Q9Y6G9 DYNC1LI1 S 510 -0,13367 2 ___1 0,76817 2,10E-07 80,738 80,738 80,738 -0,18148 21906000 Cytoplasmic dynein 1 light intermediate chain 1 VHAELDRITRKPVTVSPTTPTSPTEGEAS__UID6826 1

O14976 GAK S 826 -0,133675 3 ___2 0,90646 8,32E-09 52,268 47,824 52,268 -0,15339 49131000 Cyclin-G-associated kinase SSKESESALMEDRDESEVSDEGGSPISSEGQUID8302 2

Q96RL1 UIMC1 S 677 -0,133714 2 ___1 1 0,00105297 108,98 57,918 100,25 -0,045994 49639000 BRCA1-A complex subunit RAP80 SREMQSSFTRRDLNESPVKSFVSISEATDCLUID5038 1

Q92835 INPP5D S 971 -0,133754 2 ___1 1 8,58E-16 160,03 160,03 110,26 -0,26344 89629000 Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1CRGESPPTPPGQPPISPKKFLPSTANRGLPPUID4706 1;2

Q9BVS4 RIOK2 S 337 -0,133865 2 ___2 1 2,60E-25 141,82 125,85 78,69 0,1022 92031000 Serine/threonine-protein kinase RIO2 DDKNIETKEGSEFSFSDGEVAEKAEVYGSENUID13410 1;2;3

Q7Z417 NUFIP2 S 112 -0,133865 2 ___1 0,99932 4,65E-29 180,48 169,22 96,059 -0,41995 79343000 Nuclear fragile X mental retardation-interacting protein 2LNGNAGEREISLKNLSSDEATNPISRVLNGNUID3764 1

Q96T23 RSF1 S 604 -0,134012 2 ___1 1 0,00011596 84,479 74,214 64,64 -0,13804 84709000 Remodeling and spacing factor 1 EKSKKTFLDKDAQRLSPIPEEVPKSTLESEKUID5092 1

O00566 MPHOSPH10 S 167 -0,134113 3 ___2 0,999993 2,84E-14 104,29 104,29 89,954 0,18131 153890000 U3 small nucleolar ribonucleoprotein protein MPP10 AENSSKSDLRKSPVFSDEDSDLDFDISKLEQUID8194 2;3

O00566 MPHOSPH10 S 171 -0,134113 3 ___2 0,999986 2,84E-14 104,29 104,29 104,29 -0,52996 153890000 U3 small nucleolar ribonucleoprotein protein MPP10 SKSDLRKSPVFSDEDSDLDFDISKLEQQSKVUID8195 2;3

Q9H501 ESF1 S 694 -0,134224 2 ___1 0,825885 0,00789195 58,487 58,487 58,487 0,61609 8884300 ESF1 homolog IGINKKSVKSAKDGTSPEEEIEIERQKAEMAUID5596

Q96KQ7 EHMT2 S 140 -0,134329 2 ___1 0,999792 0,00050489 75,695 56,965 75,695 -0,38761 6467500 Histone-lysine N-methyltransferase EHMT2 SCPSRAKMSMTGAGKSPPSVQSLAMRLLSMPUID4970 1

Q8IYB3 SRRM1 S 616 -0,134401 2 ___2 1 0,00017175 116,13 91,293 61,577 -0,035227 913740000 Serine/arginine repetitive matrix protein 1 QRRYSPSPPPKRRTASPPPPPKRRASPSPPPUID12241 1;2

Q8IYB3 SRRM1 T 614 -0,134401 2 ___2 1 0,00154399 71,241 61,009 61,577 -0,035227 584620000 Serine/arginine repetitive matrix protein 1 PIQRRYSPSPPPKRRTASPPPPPKRRASPSPUID15706 2

P31749 AKT1 S 122 -0,134477 3 ___2 0,775818 2,87E-06 55,383 55,383 55,383 -0,12516 43782000 RAC-alpha serine/threonine-protein kinase ADGLKKQEEEEMDFRSGSPSDNSGAEEMEVSUID9411 2;3

Q96G03 PGM2 S 165 -0,13455 3 ___1 0,989976 1,90E-05 89,231 82,99 50,053 -0,37604 63764000 Phosphoglucomutase-2 TVSHLKLCAGIMITASHNPKQDNGYKVYWDNUID4880 1

Q9NWQ8 PAG1 S 150 -0,134653 2 ___1 0,999997 1,36E-05 59,003 59,003 59,003 -0,18043 9905300 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1RIPPESAVDTMLTARSVDGDQGLGMEGPYEVUID5913 1

O14639 ABLIM1 S 586 -0,134886 3 ___1 0,5 0,00038892 65,472 65,472 57,973 -0,23327 34259000 Actin-binding LIM protein 1 GPPSFAVVGPDMKRRSSGREEDDEELLRRRQUID152 1

Q14847 LASP1 T 104 -0,135047 2 ___1 0,999997 0,00033643 90,793 79,199 89,629 0,4194 8844000 LIM and SH3 domain protein 1 EFEKNKGKGFSVVADTPELQRIKKTQDQISNUID7377 1

Q01581 HMGCS1 S 495 -0,135068 4 ___2 0,998506 1,12E-24 128,97 128,97 104,31 0,14336 1871600000 Hydroxymethylglutaryl-CoA synthase, cytoplasmic GVGLVHSNIATEHIPSPAKKVPRLPATAAEPUID10201 1;2

Q01581 HMGCS1 T 476 -0,135068 4 ___2 0,9731 2,24E-09 62,759 62,759 62,759 0,22851 177770000 Hydroxymethylglutaryl-CoA synthase, cytoplasmic KHRRTYARRPTPNDDTLDEGVGLVHSNIATEUID15347 2

P19338 NCL S 153 -0,135313 3 ___1 1 2,93E-33 127,08 127,08 61,483 -0,6016 2324800000 Nucleolin KNAKKEDSDEEEDDDSEEDEEDDEDEDEDEDUID1112 1;2

Q7Z6E9 RBBP6 S 451 -0,135776 2 ___2 0,555323 0,0003329 53,252 25,39 53,252 0,071043 27910000 E3 ubiquitin-protein ligase RBBP6 ILPAAALASEHSKGTSSIAITALMEEKGYQVUID11919 2

Q7Z6E9 RBBP6 T 450 -0,135776 2 ___2 0,555323 0,0003329 53,252 25,39 53,252 0,071043 27910000 E3 ubiquitin-protein ligase RBBP6 KILPAAALASEHSKGTSSIAITALMEEKGYQUID15661 2

Q96SB8 SMC6 S 669 -0,135932 2 ___1 0,843328 0,00019166 54,598 51,47 54,598 0,47251 6022700 Structural maintenance of chromosomes protein 6 NTRPKFLSRDVDSEISDLENEVENKTAQILNUID5062 1

Q9UID3 VPS51 S 18 -0,135959 3 ___1 0,981556 1,69E-17 81,446 81,446 81,446 -0,12901 42662000 Vacuolar protein sorting-associated protein 51 homologAAAAAGPSPGSGPGDSPEGPEGEAPERRRKAUID6191 1

Q8N370 SLC43A2 S 297 -0,13615 2 ___1 0,898411 0,00015949 89,403 74,372 83,314 0,13345 14916000 Large neutral amino acids transporter small subunit 4AKEQVALQEGHKLCLSTVDLEVKCQPDAAVAUID4217 1

Q96T37 RBM15 S 622 -0,136352 3 ___1 1 0,00293688 68,069 57,838 45,873 0,24679 48778000 Putative RNA-binding protein 15 AYEPLDSLDRRRDGWSLDRDRGDRDLPSSRDUID5096 1

Q86TN4 TRPT1 S 239 -0,136359 2 ___1 0,733085 1,00E-09 133,71 121,8 133,71 -0,020081 82026000 tRNA 2'-phosphotransferase 1 RKPLSLAGDEETECQSSPKHSSRERRRIQQ_UID3874 1

Q8TCJ2 STT3B S 498 -0,136408 2 ___2 1 3,33E-13 126,63 100,69 114,5 -0,27465 717940000 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3BYLGDDMKRENPPVEDSSDEDDKRNQGNLYDKUID12533 1;2

Q8TCJ2 STT3B S 499 -0,136408 2 ___2 1 2,70E-10 114,5 90,67 114,5 -0,27465 635520000 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3BLGDDMKRENPPVEDSSDEDDKRNQGNLYDKAUID12534 1;2

O94888 UBXN7 S 278 -0,136458 2 ___1 0,499992 2,61E-06 92,211 83,418 92,211 -0,061135 5941200 UBX domain-containing protein 7 QLDGLSSSPPKKCARSESLIDASEDSQLEAAUID652 1

Q15776 ZKSCAN8 S 12 -0,136664 3 ___1 0,776494 9,54E-05 44,3 44,3 44,3 0,2609 8346400 Zinc finger protein with KRAB and SCAN domains 8 ____MAEESRKPSAPSPPDQTPEEDLVIVKVUID2978 1

P42696 RBM34 S 14 -0,136719 2 ___1 1 8,11E-39 194,86 161,78 194,86 0,26824 101110000 RNA-binding protein 34 __MALEGMSKRKRKRSVQEGENPDDGVRGSPUID1518 1;2

Q8N3F8 MICALL1 S 621 -0,136775 2 ___1 0,939765 2,19E-67 218,6 218,6 218,6 0,18861 51802000 MICAL-like protein 1 LLVGDRSPVPSPGSSSPQLQVKSSCKENPFNUID4222 1

Q01130 SRSF2 S 220 -0,136997 2 ___3 0,541214 0,00010107 56,428 56,428 56,428 0,38915 40204000 Serine/arginine-rich splicing factor 2 RSKSPPKSPEEEGAVSS______________UID18281 3

O14639 ABLIM1 S 455 -0,137013 2 ___2 0,998239 2,32E-05 83,692 77,308 80,706 0,19329 20475000 Actin-binding LIM protein 1 QDVRDRMIHRSTSQGSINSPVYSRHSYTPTTUID8254 2

O43719 HTATSF1 S 616 -0,137207 3 ___2 0,999998 2,58E-15 82,336 82,336 82,336 0,43112 86816000 HIV Tat-specific factor 1 EFEDDGSEKVLDEEGSEREFDEDSDEKEEEEUID8442 2

O43719 HTATSF1 S 624 -0,137207 3 ___2 0,999968 2,58E-15 82,336 82,336 55,033 0,11678 86816000 HIV Tat-specific factor 1 KVLDEEGSEREFDEDSDEKEEEEDTYEKVFDUID8443 2

Q7Z3U7 MON2 S 205 -0,137389 2 ___1 0,985461 0,00013249 112,83 96,969 112,83 -0,31612 43848000 Protein MON2 homolog IIEQPVLVQGNSNRRSVSTLKPCAKDAYMLFUID3752 1

O43719 HTATSF1 S 452 -0,137664 3 ___1 0,541606 1,07E-11 119,79 119,79 119,79 -0,13544 47379000 HIV Tat-specific factor 1 GGEFEEGASENNAKESSPEKEAEEGCPEKESUID342 1

P19634 SLC9A1 S 785 -0,137889 3 ___1 0,600767 1,38E-10 69,142 69,142 48,693 0,26768 84433000 Sodium/hydrogen exchanger 1 SSPGTDDVFTPAPSDSPSSQRIQRCLSDPGPUID1125 1

Q9H9P5 UNKL S 15 -0,137918 3 ___1 0,970206 8,44E-08 74,062 74,062 74,062 0,23603 3918900 Putative E3 ubiquitin-protein ligase UNKL _MPSVSKAAAAALSGSPPQTEKPTHYRYLKEUID5689 1

P06400 RB1 S 788 -0,138066 2 ___1 1 2,20E-43 203,29 203,29 203,29 0,12288 1972000000 Retinoblastoma-associated protein STRPPTLSPIPHIPRSPYKFPSSPLRIPGGNUID838 1;2

P07814 EPRS S 886 -0,138167 2 ___2 0,839605 6,05E-88 239,93 239,93 215,67 0,27543 1093200000 Bifunctional glutamate/proline--tRNA ligase;Glutamate--tRNA ligase;Proline--tRNA ligaseEYIPGQPPLSQSSDSSPTRNSEPAGLETPEAUID8959 1;2

Q9ULW0 TPX2 S 257 -0,138205 2 ___1 1 0,0113542 81,296 57,141 81,296 0,10929 30178000 Targeting protein for Xklp2 GIGQPVKKSVSQVTKSVDFHFRTDERIKQHPUID6353 1

O95402 MED26 S 7 -0,138359 2 ___1 0,999842 0,0024357 56,936 46,226 45,915 0,102 13277000 Mediator of RNA polymerase II transcription subunit 26_________MTAAPASPQQIRDRLLQAIDPQUID721 1

P35658 NUP214 T 437 -0,138521 2 ___2 0,987001 3,31E-10 137,39 137,39 137,39 0,085799 81222000 Nuclear pore complex protein Nup214 LEGERQPKSPGSTPTTPTSSQAPQKLDASAAUID15209 1;2

P35658 NUP214 S 433 -0,138521 2 ___2 0,985623 7,42E-23 170,42 170,42 167,71 0,37494 155650000 Nuclear pore complex protein Nup214 ERLSLEGERQPKSPGSTPTTPTSSQAPQKLDUID9485 1;2

Q9Y6Q9 NCOA3 S 857 -0,138776 2 ___1 0,999997 1,40E-10 140,84 140,84 132,15 -0,023904 45236000 Nuclear receptor coactivator 3 SQSVQSIRPPYNRAVSLDSPVSVGSSPPVKNUID6842 1;2

P42696 RBM34 S 14 -0,139288 2 ___2 1 8,11E-39 194,86 161,78 194,86 0,26824 101110000 RNA-binding protein 34 __MALEGMSKRKRKRSVQEGENPDDGVRGSPUID9615 1;2

P42696 RBM34 S 28 -0,139288 3 ___2 1 4,44E-10 110,31 110,31 110,31 0,4244 88207000 RNA-binding protein 34 RSVQEGENPDDGVRGSPPEDYRLGQVASSLFUID9616 1;2

P46821 MAP1B T 1067 -0,139379 2 ___1 0,817281 6,72E-08 78,234 68,446 78,234 0,053086 9750000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1AAEAGGAEEQYGFLTTPTKQLGAQSPGREPAUID7151 1

Q15642 TRIP10 S 298 -0,139458 2 ___2 0,590323 0,00038632 41,052 41,052 41,052 -0,042252 10797000 Cdc42-interacting protein 4 EFEDFSQPMNRAPSDSSLGTPSDGRPELRGPUID11043 2

P46821 MAP1B S 1400 -0,139536 3 ___1 1 7,72E-28 154,42 154,42 154,42 0,27586 187110000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1PDSESPIEKVLSPLRSPPLIGSESAYESFLSUID1623 1;2

Q8NHQ9 DDX55 S 544 -0,139999 3 ___1 1 2,45E-16 142,28 124,38 142,28 -0,24483 142310000 ATP-dependent RNA helicase DDX55 EKKKKMNEKRKREEGSDIEDEDMEELLNDTRUID4375 1

Q9HB20 PLEKHA3 S 244 -0,140094 3 ___1 0,640833 1,52E-05 47,919 47,919 47,919 -0,30066 7470400 Pleckstrin homology domain-containing family A member 3VSTLHRLSQRRRRTYSDTDSCSDIPLEDPDRUID5705 1

Q9P2K5 MYEF2 S 17 -0,140197 3 ___1 0,962515 1,88E-14 100,68 100,68 90,899 0,30265 216240000 Myelin expression factor 2 ADANKAEVPGATGGDSPHLQPAEPPGEPRREUID6083 1

Q6ZVD8 PHLPP2 S 1231 -0,14038 2 ___1 0,953166 0,00645185 54,784 48,823 54,784 0,44885 5210700 PH domain leucine-rich repeat-containing protein phosphatase 2LLPMSKDRMELQKSPSTSCLYGKKLSNGSIVUID3637 1

Q8NEY8 PPHLN1 S 172 -0,14046 2 ___1 0,999207 0,00757991 58,37 40,311 58,37 0,6504 10579000 Periphilin-1 ERSKSYSFHQSQHRKSVRPGASYKRQNEGNPUID4332 1

Q14789 GOLGB1 S 17 -0,140794 3 ___1 0,990856 8,24E-07 58,477 55,262 58,08 -0,29985 11760000 Golgin subfamily B member 1 LSRLSGLANVVLHELSGDDDTDQNMRAPLDPUID2785 1

P20042 EIF2S2 T 111 -0,14084 3 ___1 0,999591 6,05E-12 120,4 120,4 120,4 -0,20688 144130000 Eukaryotic translation initiation factor 2 subunit 2 EGVKDLKIESDVQEPTEPEDDLDIMLGNKKKUID7062 1

O94921 CDK14 S 95 -0,140959 2 ___1 1 1,82E-15 134,04 128,26 131,32 0,10863 220100000 Cyclin-dependent kinase 14 FDPFEKPANQVKRVHSENNACINFKTSSTGKUID668 1

Q05469 LIPE S 855 -0,141454 3 ___1 0,914392 5,60E-08 78,234 78,234 45,205 0,53955 37365000 Hormone-sensitive lipase QKMSEPIAEPMRRSVSEAALAQPQGPLGTDSUID2190 1

Q8TD16 BICD2 S 823 -0,141834 2 ___1 0,995943 0,0126948 59,35 32,966 59,35 -0,082336 10815000 Protein bicaudal D homolog 2 RGRAKAAPKTKPATPSL______________UID4441 1

Q15696 ZRSR2 S 349 -0,14199 2 ___1 0,999974 2,29E-05 78,655 67,586 78,655 -0,14839 19427000 U2 small nuclear ribonucleoprotein auxiliary factor 35 kDa subunit-related protein 2NPNNEFWEANRDIYLSPDRTGSSFGKNSERRUID2964 1

Q9Y2R2 PTPN22 T 450 -0,14231 2 ___1 0,5 0,00025777 74,769 64,443 58,676 -0,053936 14287000 Tyrosine-protein phosphatase non-receptor type 22 GRYFNSKVPITRTKSTPFELIQQRETKEVDSUID7964 1

Q7L591 DOK3 S 330 -0,142445 2 ___2 0,999104 3,86E-21 168,31 158,3 168,31 0,095209 499820000 Docking protein 3 PELTRPQPCPLPRATSLPSLDTPGELREMPPUID11800 1;2

Q7L591 DOK3 S 333 -0,142445 2 ___2 0,987602 0,00019647 64,798 58,797 64,798 -0,15222 10178000 Docking protein 3 TRPQPCPLPRATSLPSLDTPGELREMPPGPEUID11801 2

Q13595 TRA2A T 202 -0,142705 2 ___1 0,998729 8,20E-06 65,495 65,495 45,077 0,30926 58607000 Transformer-2 protein homolog alpha GRRIRVDYSITKRAHTPTPGIYMGRPTHSGGUID7340 1;2

Q05209 PTPN12 S 435 -0,142974 2 ___1 1 0,00766012 90,601 23,107 90,601 0,027478 35530000 Tyrosine-protein phosphatase non-receptor type 12 ESTIEQIDKKLERNLSFEIKKVPLQEGPKSFUID2188 1

Q8TAD8 SNIP1 S 35 -0,143088 3 ___1 1 0,00018508 67,952 54,548 49,223 0,25102 91550000 Smad nuclear-interacting protein 1 DVVLPAGVVVKQERLSPEVAPPAHRRPDHSGUID4390 1

Q9NQ29 LUC7L S 363 -0,143293 2 ___1 1 0,0049879 64,73 53,374 64,73 -0,83898 13177000 Putative RNA-binding protein Luc7-like 1 DWRLESSNGKMASRRSEEKEAGEI_______UID5747 1

Q8ND76 CCNY S 324 -0,143325 2 ___1 0,536769 0,056405 54,608 47,04 54,608 0,026515 5619000 Cyclin-Y CEDKYKDLRRSARKRSASADNLTLPRWSPAIUID4301

Q641Q2 FAM21A;FAM21CS 333 -0,143465 3 ___1 1 1,26E-07 132,13 132,13 55,844 0,11365 120410000 WASH complex subunit FAM21A;WASH complex subunit FAM21CKPRKTLKEKKERRTPSDDEEDNLFAPPKLTDUID3380 1;2

Q14676 MDC1 S 760 -0,143479 3 ___2 0,960921 5,71E-15 108,28 108,28 108,28 -0,26413 27257000 Mediator of DNA damage checkpoint protein 1 EPWEVLATQPFCLRESEDSETQPFDTHLEAYUID10820 2

Q99460 PSMD1 S 315 -0,143516 2 ___2 0,999905 2,67E-05 60,307 52,441 60,307 0,40714 65367000 26S proteasome non-ATPase regulatory subunit 1 EEKTSSAFVGKTPEASPEPKDQTLKMIKILSUID13232 2

Q99460 PSMD1 T 311 -0,143516 3 ___2 0,988721 2,67E-05 60,307 52,441 43,198 -0,14897 65367000 26S proteasome non-ATPase regulatory subunit 1 SMETEEKTSSAFVGKTPEASPEPKDQTLKMIUID15840 2

O96018 APBA3 S 9 -0,143532 2 ___1 0,509515 0,00070843 52,693 49,374 52,693 -0,22363 4386900 Amyloid beta A4 precursor protein-binding family A member 3_______MDFPTISRSPSGPPAMDLEGPRDIUID774 1

Q7L2J0 MEPCE T 213 -0,143534 2 ___2 1 2,00E-42 202,63 202,63 202,63 -0,016605 684180000 7SK snRNA methylphosphate capping enzyme NSLLDEEVSRTLNAETPKSSPLPAKGRDPVEUID15640 2

P23497 SP100 S 157 -0,143606 3 ___1 1 7,15E-11 111,06 111,06 111,06 -0,26589 58279000 Nuclear autoantigen Sp-100 KGFENVIHDKLPLQESEEEEREERSGLQLSLUID1184 1

Q7Z5L9 IRF2BP2 S 457 -0,143723 2 ___1 0,944194 7,04E-05 108,71 108,71 108,71 -0,076982 110460000 Interferon regulatory factor 2-binding protein 2 KDANQVHSTTRRNSNSPPSPSSMNQRRLGPRUID3815 1;2

Q9P246 STIM2 S 661 -0,143803 2 ___1 0,999938 0,00472451 66,595 56,181 66,595 -0,16819 67909000 Stromal interaction molecule 2 VSWGSPDCVGLTETKSMIFSPASKVYNGILEUID6059 1

O14639 ABLIM1 S 452 -0,143835 2 ___2 0,988599 1,42E-09 141,73 141,73 141,73 -0,34353 220160000 Actin-binding LIM protein 1 EGYQDVRDRMIHRSTSQGSINSPVYSRHSYTUID8253 1;2

Q96RU3 FNBP1 S 299 -0,143944 3 ___2 0,985968 3,65E-09 128,88 128,88 128,88 0,15207 392880000 Formin-binding protein 1 FEDYTQPMKRTVSDNSLSNSRGEGKPDLKFGUID13151 2

P35568 IRS1 S 374 -0,144772 2 ___1 0,999988 0,0176583 56,122 53,143 56,122 -0,33883 14808000 Insulin receptor substrate 1 HRGSARLHPPLNHSRSIPMPASRCSPSATSPUID1375 1

Q06413 MEF2C S 222 -0,144836 2 ___1 0,999953 4,75E-05 84,62 84,62 84,62 1,4956 15946000 Myocyte-specific enhancer factor 2C GAGTSAGNGYGNPRNSPGLLVSPGNLNKNMQUID2206 1

Q92844 TANK S 208 -0,144904 2 ___1 0,995526 0,00163048 69,864 53,324 66,498 0,10999 39405000 TRAF family member-associated NF-kappa-B activatorLFKPQAKDDINRGAPSITSVTPRGLCRDEEDUID4712 1

Q5JTD0 TJAP1 S 545 -0,144909 2 ___1 0,986887 9,16E-31 182,57 182,57 182,57 0,061479 36373000 Tight junction-associated protein 1 RSPKRMGVHHLHRKDSLTQAQEQGNLLN___UID3177 1

Q5T4S7 UBR4 T 2715 -0,145684 2 ___2 0,999999 0,00236268 92,409 92,409 92,409 0,014355 75058000 E3 ubiquitin-protein ligase UBR4 ALIRVLRPRNKRRHVTLPSSPRSNTPMGDKDUID15558 2

P27708 CAD S 1406 -0,145845 2 ___1 0,882823 0,00288323 90,108 49,384 90,108 0,071659 23414000 CAD protein;Glutamine-dependent carbamoyl-phosphate synthase;Aspartate carbamoyltransferase;DihydroorotaseLVINLSMRGAGGRRLSSFVTKGYRTRRLAADUID1252 1

Q5T200 ZC3H13 S 265 -0,145875 2 ___1 1 1,51E-06 100,68 100,68 76,522 0,010767 439340000 Zinc finger CCCH domain-containing protein 13 NSKTNQSKKKGPRTPSPPPPIPEDIALGKKYUID3234 1;2

Q14671 PUM1 S 124 -0,146157 2 ___1 1 1,27E-06 110,12 1,03E+02 110,12 -7,70E-05 48393000 Pumilio homolog 1 RWPTGDNIHAEHQVRSMDELNHDFQALALEGUID2716 1

Q8NFC6 BOD1L1 S 635 -0,146217 3 ___1 0,751799 1,42E-05 64,538 64,538 41,491 0,020811 22756000 Biorientation of chromosomes in cell division protein 1-like 1HVHAKSEPSKPARRLSESLHVVDENKNESKLUID4352 1

P82094 TMF1 S 344 -0,146627 2 ___1 0,999684 2,38E-30 188,4 188,4 188,4 -0,15243 27696000 TATA element modulatory factor FSVQSLDSRSVSEINSDDELSGKGYALVPIIUID2040 1

Q01130 SRSF2 S 206 -0,1467 2 ___3 0,999999 2,68E-05 71,781 71,781 71,781 0,16835 135180000 Serine/arginine-rich splicing factor 2 SPPPVSKRESKSRSRSKSPPKSPEEEGAVSSUID18278 2;3

Q01130 SRSF2 S 208 -0,1467 2 ___3 0,999999 2,68E-05 71,781 71,781 71,781 0,16835 135180000 Serine/arginine-rich splicing factor 2 PPVSKRESKSRSRSKSPPKSPEEEGAVSS__UID18279 2;3

Q9ULU4 ZMYND8 S 460 -0,14671 2 ___2 0,923415 6,09E-07 83,253 69,574 56,817 0,32657 69285000 Protein kinase C-binding protein 1 DVEQDAEKKATSSHFSASEESMDFLDKSTASUID14431 2

P24928 POLR2A S 1878 -0,147274 2 ___1 0,998914 7,16E-15 159,12 159,12 159,12 0,15936 79776000 DNA-directed RNA polymerase II subunit RPB1 TSPKYSPTSPKYSPTSPTYSPTTPKYSPTSPUID1209 1;2

Q96QT4 TRPM7 S 1477 -0,147299 2 ___1 0,894456 0,0001784 82,543 71,714 80,522 -0,44153 12998000 Transient receptor potential cation channel subfamily M member 7LSNNNTSENTLKRVSSLAGFTDCHRTSIPVHUID5035 1

P46821 MAP1B S 2074 -0,147596 3 ___1 0,528636 5,79E-05 55,158 47,069 55,158 -0,39627 35043000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1YETSDLCYTAEKKSPSEARQDVDLCLVSSCEUID1626 1

Q9BWG4 SSBP4 T 355 -0,147979 2 ___1 0,955085 0,00048274 70,414 55,994 43,297 0,43902 6930700 Single-stranded DNA-binding protein 4 KSSPGAVAGLSNAPGTPRDDGEMAAAGTFLHUID7768 1;2



O75592 MYCBP2 S 2787 -0,148118 3 ___2 1 2,69E-05 115,38 115,38 115,38 0,12579 212610000 E3 ubiquitin-protein ligase MYCBP2 LKSDAAKLRSDSHSRSLSPNHNTLQTLKSDGUID8676 2

O75592 MYCBP2 S 2789 -0,148118 3 ___2 1 3,07E-06 127,03 127,03 115,38 0,12579 312910000 E3 ubiquitin-protein ligase MYCBP2 SDAAKLRSDSHSRSLSPNHNTLQTLKSDGRMUID8677 1;2

Q9Y6R9 CCDC61 T 285 -0,148175 2 ___1 1 0,00771282 83,045 78,057 79,82 0,28532 16181000 Coiled-coil domain-containing protein 61 KTLTSELALYKRGRRTPPVQPPPTREDRASSUID8004 1

Q5SRE5 NUP188 S 1709 -0,148193 2 ___1 0,973395 7,09E-06 83,966 83,966 83,966 0,005856 12210000 Nucleoporin NUP188 homolog LLSSLSRYFRRGAPSSPATGVLPSPQGKSTSUID3210 1

P47914 RPL29 S 142 -0,148257 2 ___1 1 0,0297445 40,211 40,211 40,211 -0,24001 7899300 60S ribosomal protein L29 AKAKDQTKAQAAAPASVPAQAPKRTQAPTKAUID1642

Q96JM3 CHAMP1 S 427 -0,148625 4 ___1 1 5,18E-08 76,777 67,613 41,047 -0,19494 831740000 Chromosome alignment-maintaining phosphoprotein 1VPPVSPELRKPGPPLSPEIRSPAGSPELRKPUID4938 1;2;3

Q15056 EIF4H S 21 -0,148714 3 ___1 0,999561 5,11E-05 99,215 99,215 66,533 0,37024 71986000 Eukaryotic translation initiation factor 4H TYDDRAYSSFGGGRGSRGSAGGHGSRSQKELUID2874 1

P33241 LSP1 T 175 -0,14878 2 ___3 1 6,13E-50 195,43 195,43 195,43 -0,73006 448250000 Lymphocyte-specific protein 1 AEEEQEEHQKCQQPRTPSPLVLEGTIEQSSPUID23296 2;3

P49736 MCM2 S 53 -0,148787 3 ___1 0,5 4,26E-10 63,23 63,23 63,23 0,52529 22569000 DNA replication licensing factor MCM2 LTSSPGRDLPPFEDESEGLLGTEGPLEEEEDUID1701 1

P49736 MCM2 T 59 -0,148787 3 ___1 0,5 4,26E-10 63,23 63,23 63,23 0,52529 22569000 DNA replication licensing factor MCM2 RDLPPFEDESEGLLGTEGPLEEEEDGEELIGUID7173 1

Q7Z3B3 KANSL1 S 991 -0,148872 3 ___1 0,99653 9,55E-06 68,639 68,639 68,639 -0,13241 13957000 KAT8 regulatory NSL complex subunit 1 SSHSLSEYSHGQSPRSPISPELHSAPLTPVAUID3742 1;2

Q8N8A6 DDX51 S 83 -0,149116 2 ___1 1 3,15E-06 121,79 121,79 121,79 0,21468 277420000 ATP-dependent RNA helicase DDX51 RRPRRRRRVNDAEPGSPEAPQGKRRKADGEDUID4263 1

O43491 EPB41L2 S 598 -0,14913 3 ___1 0,861526 4,43E-05 97,384 97,384 95,429 0,087194 76799000 Band 4.1-like protein 2 SIAVVQDGDGRREVRSPTKAPHLQLIEGKKNUID320 1

Q9Y4I1 MYO5A S 1115 -0,149289 4 ___2 0,705114 1,57E-28 94,437 94,437 77,439 -0,88966 39205000 Unconventional myosin-Va TLMVHVPKPGHKRTDSTHSSNESEYIFSSEIUID14832 2

Q9C0B5 ZDHHC5 S 376 -0,149521 3 ___1 0,613394 1,35E-05 51,645 51,645 51,645 0,69375 10873000 Palmitoyltransferase ZDHHC5 SSTSAAMPHSSSAKLSRGDSLKEPTSIAESSUID5413 1

P09651 HNRNPA1 S 2 -0,149602 2 ___1 0,999758 2,50E-14 156,24 156,24 151,22 -0,1374 668890000 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processed______________MSKSESPKEPEQLRKLFUID902 1;2

Q92560 BAP1 S 395 -0,149729 4 ___1 0,792158 1,52E-14 76,003 76,003 76,003 -0,16213 10441000 Ubiquitin carboxyl-terminal hydrolase BAP1 GVGRSRVPVRPPQQYSDDEDDYEDDEEDDVQUID4623 1

O75379 VAMP4 S 30 -0,149903 2 ___1 1 3,59E-63 193,96 175,69 42,647 0,76495 162380000 Vesicle-associated membrane protein 4 TGSVKSERRNLLEDDSDEEEDFFLRGPSGPRUID543 1

Q01105 SET S 7 -0,150097 2 ___1 1 0,0113708 49,35 37,291 49,35 2,3681 6794400 Protein SET _________MAPKRQSPLPPQKKKPRPPPALUID2082 1

Q15311 RALBP1 S 92 -0,150264 2 ___2 0,995829 1,38E-06 72,898 64,508 72,898 -0,289 68768000 RalA-binding protein 1 KKEKRTEGYAAFQEDSSGDEAESPSKMKRSKUID11000 2

Q15311 RALBP1 S 93 -0,150264 2 ___2 0,995829 1,38E-06 72,898 64,508 72,898 -0,289 68768000 RalA-binding protein 1 KEKRTEGYAAFQEDSSGDEAESPSKMKRSKGUID11001 2

Q92844 TANK S 228 -0,151026 2 ___2 0,991177 2,07E-13 128,9 97,02 128,9 -0,78325 270310000 TRAF family member-associated NF-kappa-B activatorTPRGLCRDEEDTSFESLSKFNVKFPPMDNDSUID12808 2

Q7Z569 BRAP S 117 -0,151443 2 ___1 0,764902 7,40E-05 108,23 103,14 108,23 -0,49763 35819000 BRCA1-associated protein RSKDHSKECINAAPDSPSKQLPDQISFFSGNUID3794 1

Q5THJ4 VPS13D S 2435 -0,151602 2 ___1 0,760585 0,00966384 43,501 30,544 43,501 0,35495 8217100 Vacuolar protein sorting-associated protein 13D IKKQNHVTPSRHRNSSSESAIVPKTVKSGVVUID3275 1

Q96RL1 UIMC1 S 101 -0,151646 3 ___1 1 1,41E-05 76,759 70,728 76,759 -0,25543 13887000 BRCA1-A complex subunit RAP80 ALALKMSEQEAREVNSQEEEEEELLRKAIAEUID5039 1

Q9C0B5 ZDHHC5 S 398 -0,151666 2 ___2 0,99956 0,00011235 85,813 80,611 85,813 -0,42348 15988000 Palmitoyltransferase ZDHHC5 EPTSIAESSRHPSYRSEPSLEPESFRSPTFGUID13511 1;2

Q9C0B5 ZDHHC5 S 406 -0,151666 3 ___2 0,513659 0,00011235 50,055 50,055 50,055 0,49519 4657800 Palmitoyltransferase ZDHHC5 SRHPSYRSEPSLEPESFRSPTFGKSFHFDPLUID13512 2

P09651 HNRNPA1 S 363 -0,151891 2 ___1 0,928144 6,82E-106 255,19 255,19 255,19 -0,1014 171400000 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processedFAKPRNQGGYGGSSSSSSYGSGRRF______UID896 1

Q12874 SF3A3 S 365 -0,151919 3 ___3 1 9,07E-36 159,56 159,56 159,56 0,0081609 318500000 Splicing factor 3A subunit 3 ARTGEEREEEEEEQISESESEDEENEIIYNPUID18501 2;3

Q12874 SF3A3 S 367 -0,151919 3 ___3 1 9,07E-36 159,56 159,56 159,56 0,0081609 318500000 Splicing factor 3A subunit 3 TGEEREEEEEEQISESESEDEENEIIYNPKNUID18502 2;3

Q12874 SF3A3 S 369 -0,151919 3 ___3 1 9,07E-36 159,56 159,56 159,56 0,0081609 318500000 Splicing factor 3A subunit 3 EEREEEEEEQISESESEDEENEIIYNPKNLPUID18503 2;3

Q53QZ3 ARHGAP15 S 221 -0,152051 4 ___2 0,972457 6,45E-07 63,085 63,085 63,085 0,67626 20000000 Rho GTPase-activating protein 15 KIQRSSSTELLSHYDSDIKEQKPEHRKSLMFUID11229 2

O43290 SART1 S 448 -0,15223 3 ___1 1 7,56E-10 96,793 91,132 96,793 0,0096938 57678000 U4/U6.U5 tri-snRNP-associated protein 1 GDFGSRLRGRGRRRVSEVEEEKEPVPQPLPSUID286 1

O75376 NCOR1 T 87 -0,152244 4 ___1 0,523248 6,42E-05 44,931 44,931 44,931 -0,012384 5143900 Nuclear receptor corepressor 1 LSEFHPGSDRPQERRTSYEPFHPGPSPVDHDUID6950 1

P78347 GTF2I S 214 -0,152303 2 ___1 0,999759 5,34E-05 81,431 68,028 81,431 -0,013045 9783200 General transcription factor II-I VMVTDADRSILSPGGSCGPIKVKTEPTEDSGUID2028 1

O76094 SRP72 S 625 -0,152356 3 ___2 0,749323 6,09E-17 88,744 88,571 88,744 0,25849 31753000 Signal recognition particle subunit SRP72 SSELDASKTVSSPPTSPRPGSAATVSASTSNUID8717 2

P06733 ENO1 S 336 -0,152436 2 ___1 1 0,0258772 48,504 23,581 48,504 0,084469 1725100 Alpha-enolase TVTNPKRIAKAVNEKSCNCLLLKVNQIGSVTUID845 1

Q9UHR5 SAP30BP S 43 -0,152686 2 ___1 1 3,46E-06 104,41 104,41 104,41 0,74552 10624000 SAP30-binding protein IEAVGSAAEEKGGLVSDAYGEDDFSRLGGDEUID6178 1

O60684 KPNA6 S 6 -0,152798 2 ___1 0,999052 0,00327425 66,533 66,533 58,752 0,74294 29449000 Importin subunit alpha-7 __________METMASPGKDNYRMKSYKNNAUID434

Q92835 INPP5D S 1039 -0,152933 3 ___1 1 0,00283983 58,04 48,908 58,04 -0,16697 7558800 Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1SLSSFPKPAPRKDQESPKMPRKEPPPCPEPGUID4707 1

P38159 RBMX S 88 -0,153105 2 ___1 0,980604 1,83E-24 155,43 128,02 155,43 -0,43253 139450000 RNA-binding motif protein, X chromosome;RNA-binding motif protein, X chromosome, N-terminally processedSLDGKAIKVEQATKPSFESGRRGPPPPPRSRUID1416 1

P33241 LSP1 S 204 -0,153238 2 ___1 0,977903 2,20E-06 136,7 75,354 135,8 0,071421 364140000 Lymphocyte-specific protein 1 SPPLSPTTKLIDRTESLNRSIEKSNSVKKSQUID1335 1

Q9UKD2 MRTO4 S 80 -0,153639 3 ___1 0,862005 1,17E-06 85,046 70,685 85,046 -0,29319 18075000 mRNA turnover protein 4 homolog MFFGKNKVMMVALGRSPSDEYKDNLHQVSKRUID6250 1

Q7Z2W4 ZC3HAV1 S 284 -0,154163 2 ___2 1 5,30E-15 117,07 117,07 117,07 0,10363 207100000 Zinc finger CCCH-type antiviral protein 1 ERSCTPSPDQISHRASLEDAPVDDLTRKFTYUID11816 1;2;3

Q96JM3 CHAMP1 S 443 -0,154281 2 ___1 0,91406 3,95E-15 149,33 125,14 120,57 -0,10862 77733000 Chromosome alignment-maintaining phosphoprotein 1PEIRSPAGSPELRKPSGSPDLWKLSPDQRKTUID4941 1;2

P07814 EPRS S 882 -0,154332 2 ___2 0,934281 1,70E-12 139,81 117,98 139,81 0,734 156770000 Bifunctional glutamate/proline--tRNA ligase;Glutamate--tRNA ligase;Proline--tRNA ligaseKTGKEYIPGQPPLSQSSDSSPTRNSEPAGLEUID8956 2

Q14676 MDC1 T 4 -0,155245 3 ___1 0,994336 0,00155101 41,133 38,725 41,133 0,10932 5933200 Mediator of DNA damage checkpoint protein 1 ____________MEDTQAIDWDVEEEEETEQUID7365

Q99549 MPHOSPH8 T 89 -0,155341 3 ___1 0,83803 6,35E-07 95,273 85,494 69,125 -0,43271 51672000 M-phase phosphoprotein 8 VLYKVRWKGYTSDDDTWEPEIHLEDCKEVLLUID7746 1

Q7Z4H7 HAUS6 T 584 -0,155356 2 ___1 1 0,00128604 109,6 109,6 109,6 0,066402 14812000 HAUS augmin-like complex subunit 6 SLGSNPFLTRNQIPRTPENLITEIRSSWRKAUID7561 1

P98175 RBM10 S 723 -0,155373 3 ___1 0,99906 8,00E-06 111,83 111,83 111,83 -0,15553 67617000 RNA-binding protein 10 HTSMDLPKLASDDRPSPPRGLVAAYSGESDSUID2062 1

Q9BY11 PACSIN1 S 348 -0,155405 4 ___2 0,621567 3,33E-21 100,19 89,284 100,19 0,19068 413710000 Protein kinase C and casein kinase substrate in neurons protein 1GAVESTSQAGDRGSVSSYDRGQPYATEWSDDUID13467 2

O14492 SH2B2 S 157 -0,155502 3 ___1 1 0,00012948 88,427 73,04 88,427 -1,5706 10913000 SH2B adapter protein 2 LCVVDGVRDMWHRRASPEPDAAAAPRTAEPRUID119 1

Q86WP2 GPBP1 S 381 -0,155635 3 ___1 0,863097 3,07E-07 91,128 91,128 91,128 -0,097788 14943000 Vasculin IIRSSTFPQTDVLSSSLEAEHRLLKEMGWQEUID3951 1

Q9BY11 PACSIN1 S 346 -0,155696 3 ___2 0,968868 5,01E-29 137,21 126,52 116,71 -0,068148 2612500000 Protein kinase C and casein kinase substrate in neurons protein 1ATGAVESTSQAGDRGSVSSYDRGQPYATEWSUID13466 1;2

Q9BY11 PACSIN1 S 349 -0,155696 3 ___2 0,857309 1,97E-22 116,71 105,81 116,71 -0,068148 2127700000 Protein kinase C and casein kinase substrate in neurons protein 1AVESTSQAGDRGSVSSYDRGQPYATEWSDDEUID13468 2

Q6DN90 IQSEC1 S 925 -0,15603 2 ___1 0,987334 8,72E-15 149,35 149,35 105,98 -0,088147 60450000 IQ motif and SEC7 domain-containing protein 1 SYASGEGLKRSALSSSLRDLSEAGKRGRRSSUID3421 1

Q15648 MED1 T 1051 -0,156052 2 ___1 0,888431 0,0019533 63,894 43,053 51,073 0,41438 63812000 Mediator of RNA polymerase II transcription subunit 1STGGSKSPGSAGRSQTPPGVATPPIPKITIQUID7404 1

P51812 RPS6KA3;RPS6KA1;RPS6KA6S 227 -0,156119 2 ___1 0,999994 5,43E-18 159,13 146,36 140,96 -0,076172 102800000 Ribosomal protein S6 kinase alpha-3;Ribosomal protein S6 kinase alpha-1;Ribosomal protein S6 kinase alpha-6FGLSKESIDHEKKAYSFCGTVEYMAPEVVNRUID1821 1

Q01130 SRSF2 S 212 -0,156402 2 ___3 0,953325 2,68E-05 71,781 71,781 71,781 0,16835 35871000 Serine/arginine-rich splicing factor 2 KRESKSRSRSKSPPKSPEEEGAVSS______UID18280 3

P48634 PRRC2A S 1386 -0,156619 2 ___1 0,989218 1,19E-05 112,94 96,735 79,23 0,23079 131450000 Protein PRRC2A GDLSQRAKDLSKRSFSSQRPGMERQNRRPGPUID1658 1

Q9BVS4 RIOK2 S 390 -0,156719 2 ___1 1 1,12E-09 138,77 138,77 138,77 -0,16105 9661200 Serine/threonine-protein kinase RIO2 QIKEDSLSEESADARSFEMTEFNQALEEIKGUID5314 1

P51114 FXR1 S 406 -0,156884 3 ___2 0,972568 1,49E-14 89,149 81,873 73,797 -0,46942 157280000 Fragile X mental retardation syndrome-related protein 1RGPNYTSGYGTNSELSNPSETESERKDELSDUID9895 1;2

P51114 FXR1 S 409 -0,156884 3 ___2 0,945424 6,68E-11 73,797 65,322 73,797 -0,46942 48569000 Fragile X mental retardation syndrome-related protein 1NYTSGYGTNSELSNPSETESERKDELSDWSLUID9896 2

O00161 SNAP23 S 5 -0,157229 2 ___1 0,851728 3,20E-05 97,551 78,448 97,551 0,15162 16193000 Synaptosomal-associated protein 23 ___________MDNLSSEEIQQRAHQITDESUID66 1

Q6PL18 ATAD2 S 1302 -0,157816 2 ___1 1 1,68E-05 119,17 119,17 119,17 -0,03976 33178000 ATPase family AAA domain-containing protein 2 EGKEMCVLRMTRARRSQVEQQQLITVEKALAUID3568 1

Q3YEC7 RABL6 S 596 -0,157822 3 ___2 1 1,63E-18 86,697 86,697 85,239 0,24549 542520000 Rab-like protein 6 DTQRRADDFPVRDDPSDVTDEDEGPAEPPPPUID11185 2

Q3YEC7 RABL6 T 599 -0,157822 3 ___2 1 1,63E-18 86,697 86,697 85,239 0,24549 542520000 Rab-like protein 6 RRADDFPVRDDPSDVTDEDEGPAEPPPPPKLUID15524 2

Q9P2K5 MYEF2 T 13 -0,157898 3 ___1 0,5 4,26E-09 59,372 59,372 51,242 0,11696 103020000 Myelin expression factor 2 ___MADANKAEVPGATGGDSPHLQPAEPPGEUID7862 1

Q86UE4 MTDH S 426 -0,158 3 ___1 1 1,16E-06 107,07 107,07 107,07 -0,22066 59266000 Protein LYRIC SLLKSQEPIPDDQKVSDDDKEKGEGALPTGKUID3889 1

Q9H4L7 SMARCAD1 S 57 -0,158075 3 ___2 0,506459 3,51E-07 58,418 53,657 58,418 0,56605 16388000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1EENAEGEVSRANTPDSDITEKTEDSSVPETPUID13666 2

Q9H4L7 SMARCAD1 T 60 -0,158075 3 ___2 0,500934 3,51E-07 58,418 53,657 58,418 0,56605 16388000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1AEGEVSRANTPDSDITEKTEDSSVPETPDNEUID15895 2

Q9BU76 MMTAG2 S 217 -0,158215 2 ___2 0,92508 2,54E-09 143,88 143,88 126,91 0,17446 208960000 Multiple myeloma tumor-associated protein 2 KKKDKEHRRPAEATSSPTSPERPRHHHHDSDUID13380 2

Q9BU76 MMTAG2 T 219 -0,158215 2 ___2 0,908024 2,54E-09 143,88 143,88 143,88 0,25109 208960000 Multiple myeloma tumor-associated protein 2 KDKEHRRPAEATSSPTSPERPRHHHHDSDSNUID15859 2

Q13242 SRSF9 S 189 -0,158252 2 ___1 0,998143 0,002679 95,608 92,239 95,608 -0,21865 21233000 Serine/arginine-rich splicing factor 9 EGETSYIRVYPERSTSYGYSRSRSGSRGRDSUID2420 1

Q9H307 PNN S 375 -0,158268 3 ___1 0,758893 5,83E-05 42,039 38,577 42,039 -0,2676 6698300 Pinin QEMEVKMEEETEVRESEKQQDSQPEEVMDVLUID5531 1

Q96JH7 VCPIP1 S 994 -0,158339 2 ___1 0,996425 1,75E-06 123,02 103,35 90,229 0,039002 291140000 Deubiquitinating protein VCIP135 VKEAVSQVRAEATTRSRESSPSHGLLKLGSGUID4924 1;2

O95785 WIZ S 1017 -0,158461 2 ___2 0,999952 7,05E-07 91,618 85,042 91,355 0,38444 74443000 Protein Wiz PEDKSPQLSLSPRPASPKAQWPQSEDEGPLNUID8858 2

Q96T58 SPEN S 1268 -0,158516 2 ___2 1 1,12E-06 126,26 120,55 47,754 0,0055172 49017000 Msx2-interacting protein EDSERTGGSPSVRHGSFHEDEDPIGSPRLLSUID13211 2

Q96T58 SPEN S 1278 -0,158516 2 ___2 1 1,12E-06 126,26 120,55 47,754 0,0055172 91733000 Msx2-interacting protein SVRHGSFHEDEDPIGSPRLLSVKGSPKVDEKUID13212 1;2

Q8N122 RPTOR S 863 -0,158551 2 ___2 0,960152 2,01E-06 108,77 108,77 108,77 0,14299 100440000 Regulatory-associated protein of mTOR QRVLDTSSLTQSAPASPTNKGVHIHQAGGSPUID12283 1;2

O43768 ENSA;ARPP19 S 67 -0,158782 2 ___1 0,999781 0,00040287 81,625 77,288 68,536 0,035903 166580000 Alpha-endosulfine;cAMP-regulated phosphoprotein 19DFLMKRLQKGQKYFDSGDYNMAKAKMKNKQLUID353 1

Q14669 TRIP12 S 312 -0,15894 3 ___1 0,999998 6,55E-05 91,245 81,457 63,578 0,0074762 100590000 E3 ubiquitin-protein ligase TRIP12 AKLASLRKSTKKRSESPPAELPSLRRSTRQKUID2711 1;2

P41182 BCL6 S 361 -0,159009 2 ___2 0,994647 4,03E-06 122,33 122,33 119,96 0,15004 65219000 B-cell lymphoma 6 protein ESCSSKNACILQASGSPPAKSPTDPKACNWKUID9558 1;2

P41182 BCL6 S 366 -0,159009 2 ___2 0,884002 2,93E-05 50,675 45,358 50,675 0,36418 5217600 B-cell lymphoma 6 protein KNACILQASGSPPAKSPTDPKACNWKKYKFIUID9559 2

P41182 BCL6 S 359 -0,159009 2 ___2 0,517424 2,93E-05 50,675 45,358 50,675 0,36418 5217600 B-cell lymphoma 6 protein PTESCSSKNACILQASGSPPAKSPTDPKACNUID9557 2

Q13177 PAK2 S 2 -0,159234 2 ___1 1 6,11E-141 284,68 274,94 146,16 -0,18551 204110000 Serine/threonine-protein kinase PAK 2;PAK-2p27;PAK-2p34______________MSDNGELEDKPPAPPVRUID2408 1

Q86VM9 ZC3H18 S 46 -0,159509 2 ___2 0,999998 3,01E-15 109,44 103,9 77,644 0,08046 61408000 Zinc finger CCCH domain-containing protein 18 DSGSDQDLDGAGVRASDLEDEESAARGPSQEUID11998 1;2

Q86VM9 ZC3H18 S 34 -0,159509 3 ___2 0,55197 1,62E-05 46,31 43,733 46,31 -0,028492 5014600 Zinc finger CCCH domain-containing protein 18 QPQGLSDDDILRDSGSDQDLDGAGVRASDLEUID11999 2

P19338 NCL S 458 -0,159621 2 ___1 0,939182 0,00055365 71,153 41,62 71,153 0,069698 5071200 Nucleolin EKTFEEKQGTEIDGRSISLYYTGEKGQNQDYUID1115 1

P27824 CANX S 554 -0,159957 3 ___2 1 6,90E-26 167,72 167,72 167,72 0,043469 145710000 Calnexin DEEEEGEEKLEEKQKSDAEEDGGTVSQEEEDUID9362 2

P27824 CANX S 564 -0,159957 3 ___2 0,999403 4,89E-26 170,18 170,18 148,2 0,20871 343460000 Calnexin EEKQKSDAEEDGGTVSQEEEDRKPKAEEDEIUID9363 1;2

Q8IYB7 DIS3L2 S 875 -0,160025 3 ___1 0,999999 9,67E-23 145,57 124,98 145,57 -0,0039032 134290000 DIS3-like exonuclease 2 PGTQGHLGPEKEEEESDGEPEDSSTS_____UID4154 1

Q5VT52 RPRD2 S 1099 -0,160245 3 ___1 0,999999 1,67E-05 91,317 84,115 91,317 -0,57474 111690000 Regulation of nuclear pre-mRNA domain-containing protein 2PIETLGYHSASNRRMSGEPIQTVESIRVPGKUID3305 1

Q9NXH9 TRMT1 S 625 -0,160273 3 ___1 0,973467 3,39E-06 90,367 77,984 78,661 -0,1857 47286000 tRNA (guanine(26)-N(2))-dimethyltransferase KEGTCQRGDQCCYSHSPPTPRVSADAAPDCPUID5931 1

O76094 SRP72 S 621 -0,160937 3 ___2 0,808133 8,19E-17 91,942 88,317 91,942 0,26292 60609000 Signal recognition particle subunit SRP72 TAGASSELDASKTVSSPPTSPRPGSAATVSAUID8716 2

Q9UPT8 ZC3H4 T 1106 -0,161105 3 ___2 0,503818 9,28E-09 51,774 51,774 51,774 -0,011814 47362000 Zinc finger CCCH domain-containing protein 4 SSRAAKPGPAEAPSPTASPSGDASPPATAPYUID16010 2

Q00536 CDK16;CDK17 S 119 -0,161174 2 ___1 1 0,00230837 78,655 42,736 65,5 -0,39845 5903700 Cyclin-dependent kinase 16;Cyclin-dependent kinase 17HPPRKISTEDINKRLSLPADIRLPEGYLEKLUID2065 1

Q6P4R8 NFRKB S 228 -0,161408 2 ___1 0,999157 0,00401426 73,885 47,991 73,885 -0,32095 23943000 Nuclear factor related to kappa-B-binding protein EDLSSWLPSSPARSPSPAVPLRVVPTLSTTDUID3520 1

Q69YH5 CDCA2 S 977 -0,161447 2 ___1 0,999996 0,0003061 84,718 73,358 84,718 -0,14213 7621400 Cell division cycle-associated protein 2 GPAAGSSDEPGKRRKSFCISTLANTKATSQFUID3408 1

P07814 EPRS S 885 -0,161605 3 ___2 0,716412 1,84E-71 220,42 220,42 169,9 0,059342 531080000 Bifunctional glutamate/proline--tRNA ligase;Glutamate--tRNA ligase;Proline--tRNA ligaseKEYIPGQPPLSQSSDSSPTRNSEPAGLETPEUID8958 1;2

Q9BVC5 C2orf49 T 198 -0,161847 2 ___1 0,809345 0,00074019 104,24 65,842 104,24 0,66225 4377200 Ashwin PSGPVKSPPLSPVGTTPVKLKRAAPKEEAEAUID7765 1

Q14C86 GAPVD1 S 903 -0,161879 3 ___1 0,817097 1,25E-05 106,54 90,345 106,54 -0,08185 45809000 GTPase-activating protein and VPS9 domain-containing protein 1KQRHSYPERLVRSRSSDIVSSVRRPMSDPSWUID2825 1

P23443 RPS6KB1 S 441 -0,161895 2 ___1 1 0,0329289 51,346 16,051 51,346 -0,33058 3346000 Ribosomal protein S6 kinase beta-1 FSFEPKIRSPRRFIGSPRTPVSPVKFSPGDFUID1182 1

Q7Z6E9 RBBP6 S 1179 -0,162045 2 ___1 1 6,40E-15 161,76 161,76 161,76 -0,05314 72401000 E3 ubiquitin-protein ligase RBBP6 SMKISKLEVTEIVKPSPKRKMEPDTEKMDRTUID3826 1

Q7Z591 AKNA S 1135 -0,162293 3 ___1 0,851284 0,00054673 91,043 67,667 62,891 0,43902 52956000 AT-hook-containing transcription factor PADSPATWGSHYGSKSTERLPGEPRGEEQIVUID3804 1

P15056 BRAF S 147 -0,162419 3 ___1 0,656945 0,00089506 58,274 55,087 56,225 0,08836 47843000 Serine/threonine-protein kinase B-raf PSSLSVFQNPTDVARSNPKSPQKPIVRVFLPUID1004 1

P31943 HNRNPH1 S 63 -0,162502 3 ___1 1 2,49E-07 75,184 75,184 75,184 0,31294 11967000 Heterogeneous nuclear ribonucleoprotein H;Heterogeneous nuclear ribonucleoprotein H, N-terminally processedTREGRPSGEAFVELESEDEVKLALKKDRETMUID1319 1

P18615 NELFE S 131 -0,162522 2 ___1 0,999826 4,79E-05 94,402 92,19 94,402 -0,2129 13863000 Negative elongation factor E ADDDLQESSRRPQRKSLYESFVSSSDRLRELUID1085 1

P18583 SON S 2129 -0,162563 4 ___1 0,999201 7,80E-09 58,861 58,861 58,861 0,18836 45819000 Protein SON QSKEDDDVIVNKPHVSDEEEEEPPFYHHPFKUID1068 1

Q8IWY8 ZSCAN29 S 153 -0,16263 3 ___1 1 3,00E-05 73,834 73,834 73,834 0,0050281 13359000 Zinc finger and SCAN domain-containing protein 29 VEPQPRGVPKKERARSPDLGPQEQMNPKEKLUID4069 1

Q9Y2K6 USP20 S 132 -0,163021 3 ___2 1 6,61E-10 98,7 98,7 61,37 0,25612 99712000 Ubiquitin carboxyl-terminal hydrolase 20 HPLKAVPIAVADEGESESEDDDLKPRGLTGMUID14717 1;2

Q9Y2K6 USP20 S 134 -0,163021 3 ___2 1 9,52E-07 61,37 61,37 61,37 0,25612 75530000 Ubiquitin carboxyl-terminal hydrolase 20 LKAVPIAVADEGESESEDDDLKPRGLTGMKNUID14718 2

Q9UQ35 SRRM2 T 1453 -0,16309 3 ___2 0,926903 3,02E-06 90,017 90,017 45,126 0,5686 45855000 Serine/arginine repetitive matrix protein 2 RSRSGSSPGLRDGSGTPSRHSLSGSSPGMKDUID16018 2;3

Q9UQ35 SRRM2 S 1455 -0,16309 3 ___2 0,565892 0,00017515 45,126 40,578 45,126 0,5686 24227000 Serine/arginine repetitive matrix protein 2 RSGSSPGLRDGSGTPSRHSLSGSSPGMKDIPUID14543 2

P18583 SON S 1783 -0,16312 3 ___2 0,769555 5,05E-06 75,383 75,383 72,644 -0,078751 58391000 Protein SON ASPVVSSMPERASESSSEEKDDYEIFVKVKDUID9163 2

O75534 CSDE1 S 123 -0,16321 2 ___1 0,976791 1,75E-05 96,163 86,476 96,163 -0,26873 15196000 Cold shock domain-containing protein E1 VPHNLESKSPAAPGQSPTGSVCYERNGEVFYUID571 1

Q13459 MYO9B S 1290 -0,163349 2 ___1 0,985083 4,85E-05 98,507 84,424 98,507 -0,3056 12940000 Unconventional myosin-IXb KSKPCGSPRVQEKPDSPGGSTQIQRYLDAERUID2511 1

P04075 ALDOA S 39 -0,163682 3 ___1 0,940971 2,98E-11 115,82 86,729 61,102 -0,085679 36805000 Fructose-bisphosphate aldolase A VAPGKGILAADESTGSIAKRLQSIGTENTEEUID790 1

Q96T23 RSF1 S 1310 -0,163705 3 ___2 1 4,37E-22 146,53 135,27 71,608 0,084236 207380000 Remodeling and spacing factor 1 PSRKRLHRIETDEEESCDNAHGDANQPARDSUID13187 2

Q96T23 RSF1 T 1305 -0,163705 3 ___2 1 4,37E-22 146,53 135,27 71,608 0,084236 226300000 Remodeling and spacing factor 1 EEEGKPSRKRLHRIETDEEESCDNAHGDANQUID15831 1;2

Q02880 TOP2B S 1466 -0,163738 2 ___2 0,998813 5,72E-22 140,55 140,55 128,98 -0,2021 284570000 DNA topoisomerase 2-beta PSYSQKSEDDSAKFDSNEEDSASVFSPSFGLUID10240 1;2

Q02880 TOP2B S 1461 -0,163738 3 ___2 0,997226 6,10E-15 82,058 82,058 82,058 0,054933 46643000 DNA topoisomerase 2-beta NLFSFPSYSQKSEDDSAKFDSNEEDSASVFSUID10239 2

O43566 RGS14 S 478 -0,163944 3 ___1 0,984768 8,17E-05 72,184 72,184 64,454 0,21324 23618000 Regulator of G-protein signaling 14 CPPRTQDKATHPPPASPSSLVKVPSSATGKRUID329 1

Q8IVH2 FOXP4 S 291 -0,163975 3 ___1 0,75568 2,45E-10 101,93 93,438 91,767 -0,067159 70351000 Forkhead box protein P4 TLPNGQPTVLTSRRDSSSHEETPGSHPLYGHUID4039 1

P13796 LCP1 S 257 -0,164132 2 ___1 1 2,56E-09 155 118,68 52,482 -0,17162 173230000 Plastin-2 LSRNEALIALLREGESLEDLMKLSPEELLLRUID980 1

Q8ND30 PPFIBP2 S 387 -0,164361 2 ___1 0,999736 2,41E-13 130,77 72,883 128,74 1,0513 260900000 Liprin-beta-2 PQKSLETRAQKKLSCSLEDLRSESVDKCMDGUID4293 1

Q92609 TBC1D5 S 554 -0,164542 2 ___1 0,989418 4,58E-05 95,981 87,449 95,981 0,65906 122150000 TBC1 domain family member 5 SPSVESLPGGREFTGSPPSSATKKDSFFSNIUID4640 1

O00148 DDX39A T 171 -0,164696 3 ___1 1 0,00439282 60,196 40,953 53,008 -0,70633 18293000 ATP-dependent RNA helicase DDX39A DEEVLKKNCPHVVVGTPGRILALVRNRSFSLUID6907 1

Q9C0B5 ZDHHC5 T 524 -0,164706 3 ___1 0,50599 0,00111548 41,202 41,202 41,202 -0,2855 7041700 Palmitoyltransferase ZDHHC5 QREAERHPRLVPTGPTHREPSPVRYDNLSRHUID7776 1

Q8NF91 SYNE1 T 8360 -0,164939 2 ___1 0,999167 2,32E-05 88,768 76,408 88,561 -0,17576 24127000 Nesprin-1 SRFQIQQTENIIRSKTPTGPELDTSYKGYMKUID7634 1

Q7L2J0 MEPCE S 216 -0,165083 2 ___2 0,823082 3,42E-22 169,09 169,09 169,09 -0,20103 586440000 7SK snRNA methylphosphate capping enzyme LDEEVSRTLNAETPKSSPLPAKGRDPVEILIUID11790 1;2

Q8IZ21 PHACTR4 S 464 -0,165095 2 ___1 0,999948 0,00329265 66,621 66,621 66,621 -0,25781 7633400 Phosphatase and actin regulator 4 SDSFSEDSSTLGRTRSLPITIEMLKVPDDEEUID4165 1

Q99618 CDCA3 S 29 -0,165337 2 ___1 0,62462 0,00675166 78,816 13,66 78,816 -0,032435 15801000 Cell division cycle-associated protein 3 PPPHNKHLARVADPRSPSAGILRTPIQVESSUID5167 1

Q9Y2D5 AKAP2 S 720 -0,165605 2 ___1 0,99944 3,44E-05 129,69 117,46 120,96 -0,12477 54717000 A-kinase anchor protein 2 MVGPFKLRSRKQRTLSMIEEEIRAAQEREEEUID6606 1

Q71F23 CENPU S 136 -0,165726 2 ___3 0,999716 0,00029599 61,435 48,48 61,435 0,23261 5637800 Centromere protein U VKISAKKPGRKLRPISDDSESIEESDTRRKVUID19842 3

Q71F23 CENPU S 141 -0,165726 2 ___3 0,998687 0,00029599 61,435 48,48 61,435 0,23261 5637800 Centromere protein U KKPGRKLRPISDDSESIEESDTRRKVKSAEKUID19844 3

Q71F23 CENPU S 139 -0,165726 2 ___3 0,998457 0,00029599 61,435 48,48 61,435 0,23261 5637800 Centromere protein U SAKKPGRKLRPISDDSESIEESDTRRKVKSAUID19843 3

P13994 CCDC130 S 332 -0,16579 3 ___1 0,983421 2,16E-05 44,916 34,209 44,916 -0,56557 18856000 Coiled-coil domain-containing protein 130 GEPRVPEEAAQDRPMSPGDCPPETTETPKCSUID987 1

Q9Y4H4 GPSM3 S 35 -0,16604 2 ___2 1 1,83E-05 116,19 105,17 116,19 0,093633 127480000 G-protein-signaling modulator 3 EEGWPPPNSTTRPWRSAPPSPPPPGTRHTALUID14830 2

Q9Y4H4 GPSM3 S 39 -0,16604 2 ___2 1 1,83E-05 116,19 105,17 98 0,083429 127480000 G-protein-signaling modulator 3 PPPNSTTRPWRSAPPSPPPPGTRHTALGPRSUID14831 2

Q8IZ21 PHACTR4 S 590 -0,166204 3 ___1 0,995575 0,00110762 46,621 39,419 46,621 -0,089613 21217000 Phosphatase and actin regulator 4 NEIRHQIGNTLIRRLSQRPTPEELEQRNILQUID4164 1

Q13541 EIF4EBP1 T 70 -0,166346 2 ___2 0,999721 5,17E-31 119,06 112,4 116,79 0,058985 1612900000 Eukaryotic translation initiation factor 4E-binding protein 1DRKFLMECRNSPVTKTPPRDLPTIPGVTSPSUID15431 1;2

Q8WV28 BLNK S 129 -0,167021 2 ___1 0,938482 0,00314103 51,841 51,841 51,841 -0,10207 3871100 B-cell linker protein FARGEYIDNRSSQRHSPPFSKTLPSKPSWPSUID4514 1

Q9UKJ3 GPATCH8 S 1107 -0,167069 2 ___1 0,999548 3,92E-77 238,12 211,02 238,12 0,073533 132090000 G patch domain-containing protein 8 LLLEKIQSRKVERKPSVSEEVQATPNKAGPKUID6262 1

Q12830 BPTF S 742 -0,167264 3 ___2 0,978667 0,00040111 41,798 41,798 41,798 -0,12899 2459600 Nucleosome-remodeling factor subunit BPTF ADDPENGERESHTPVSIQEEIVGDFKSEKSNUID10382 2

Q12830 BPTF S 737 -0,167264 3 ___2 0,589777 0,00040111 41,798 41,798 41,798 -0,12899 2459600 Nucleosome-remodeling factor subunit BPTF ESAKAADDPENGERESHTPVSIQEEIVGDFKUID10381 2

Q9H0G5 NSRP1 S 255 -0,167556 3 ___2 0,999992 6,95E-15 106,09 103,54 106,09 -0,12306 158190000 Nuclear speckle splicing regulatory protein 1 VEENPDADSDFDAKSSADDEIEETRVNCRREUID13580 2;3

O14874 BCKDK S 31 -0,167556 2 ___1 0,898458 1,95E-21 171,93 171,93 171,93 -0,30987 15214000 [3-methyl-2-oxobutanoate dehydrogenase [lipoamide]] kinase, mitochondrialPLRPLLGPALALRARSTSATDTHHVEMARERUID194 1

O95674 CDS2 S 33 -0,16788 4 ___2 0,825374 8,91E-22 106,41 101,03 90,698 -0,0010774 190380000 Phosphatidate cytidylyltransferase 2 DKESESEAKVDGETASDSESRAESAPLPVSAUID8843 1;2

Q86VR2 FAM134C S 433 -0,167928 3 ___2 0,537788 2,04E-20 92,469 92,469 75,82 0,10455 12206000 Protein FAM134C PSGAPAQRATRGFLRSPSSDLDTDAEGDDFEUID12020 2

Q86VR2 FAM134C S 435 -0,167928 3 ___2 0,511981 6,04E-14 75,82 73,656 75,82 0,10455 12206000 Protein FAM134C GAPAQRATRGFLRSPSSDLDTDAEGDDFELLUID12021 2

Q86VR2 FAM134C S 436 -0,167928 3 ___2 0,511981 6,04E-14 75,82 73,656 75,82 0,10455 12206000 Protein FAM134C APAQRATRGFLRSPSSDLDTDAEGDDFELLDUID12022 2

P05023 ATP1A1 S 16 -0,168146 3 ___1 0,999999 1,27E-05 77,871 77,871 76,704 -0,65489 36532000 Sodium/potassium-transporting ATPase subunit alpha-1MGKGVGRDKYEPAAVSEQGDKKGKKGKKDRDUID817 1

P22059 OSBP T 377 -0,168661 3 ___1 0,832197 2,07E-08 78,758 78,758 78,758 0,28506 230050000 Oxysterol-binding protein 1 APEIITMPENLGHKRTGSNISGASSDISLDEUID7071 1;2;3

P52701 MSH6 S 830 -0,168715 2 ___1 1 0,00073407 103,21 82,91 96,334 0,60226 31869000 DNA mismatch repair protein Msh6 LPDLERLLSKIHNVGSPLKSQNHPDSRAIMYUID1852 1

P62136 PPP1CA S 4 -0,169151 2 ___1 0,5 3,51E-05 96,591 90,62 96,591 0,02211 6169800 Serine/threonine-protein phosphatase PP1-alpha catalytic subunit____________MSDSEKLNLDSIIGRLLEVUID1970 1

Q9H7N4 SCAF1 S 874 -0,169287 2 ___1 1 0,00198351 84,31 84,31 84,31 -0,22824 166030000 Splicing factor, arginine/serine-rich 19 LGSIGVKFSRDRESRSPFLKPDERAPTEMAKUID5663 1

O76094 SRP72 T 624 -0,169517 3 ___2 0,509567 8,19E-17 91,942 88,317 91,942 0,26292 28856000 Signal recognition particle subunit SRP72 ASSELDASKTVSSPPTSPRPGSAATVSASTSUID15070 2

Q7L2E3 DHX30 S 225 -0,169566 2 ___1 0,555509 4,79E-06 78,096 64,693 69,979 0,11968 3590900 Putative ATP-dependent RNA helicase DHX30 MTQQDSHAPLRDSRGSSFEMTDDDSAIRALTUID3689 1

O75592 MYCBP2 S 3505 -0,169631 2 ___1 0,999999 7,50E-07 132,05 121,68 132,05 -0,051334 40447000 E3 ubiquitin-protein ligase MYCBP2 ILPARVKAIPRRRVNSGDTEVGSSLLRHPSPUID578 1

P46821 MAP1B S 1256 -0,169759 3 ___2 0,937418 1,22E-20 92,93 82,48 92,93 0,44763 99109000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1DSISAVSSEKVSPSKSPSLSPSPPSPLEKTPUID9701 2;3

Q9Y2D9 ZNF652 S 204 -0,169838 2 ___1 0,829416 4,17E-25 146,67 124,63 146,67 0,03938 30888000 Zinc finger protein 652 QRRTRRAASVAAATTSPTPRTTRGRRKSVEPUID6608 1

P42768 WAS Y 291 -0,170016 3 ___1 1 1,66E-06 126,1 126,1 61,732 0,085125 11933000 Wiskott-Aldrich syndrome protein ISEAQLTDAETSKLIYDFIEDQGGLEAVRQEUID8037 1

Q8WVR3 C7orf43 S 517 -0,170053 2 ___1 0,985146 0,00030962 84,605 75,479 84,605 0,12743 9964900 Uncharacterized protein C7orf43 RDLVERHQASLGRSQSFSHQQPSRSHLMRSGUID4523 1

Q9NUL3 STAU2 S 492 -0,170496 2 ___2 0,999447 5,80E-05 70,47 64,625 70,47 0,56923 19904000 Double-stranded RNA-binding protein Staufen homolog 2AEAIGLKGSSPTPPCSPVQPSKQLEYLARIQUID13966 2

Q9UER7 DAXX S 690 -0,170751 3 ___2 0,583713 4,94E-08 81,151 81,151 81,151 0,28811 21151000 Death domain-associated protein 6 SLAPVADSSTRVDSPSHGLVTSSLCIPSPARUID14223 2

Q12872 SFSWAP Y 829 -0,170995 3 ___2 0,593638 0,00082609 40,349 36,034 40,349 0,021306 78778000 Splicing factor, suppressor of white-apricot homolog HSPERRREERSVPTAYRVSRSPGASRKRTRSUID16144 2

Q12872 SFSWAP S 832 -0,170995 3 ___2 0,558157 0,00082609 40,349 36,034 40,349 0,021306 78778000 Splicing factor, suppressor of white-apricot homolog ERRREERSVPTAYRVSRSPGASRKRTRSRSPUID10391 2

Q12872 SFSWAP S 834 -0,170995 3 ___2 0,548931 0,00082609 40,349 36,034 40,349 0,021306 78778000 Splicing factor, suppressor of white-apricot homolog RREERSVPTAYRVSRSPGASRKRTRSRSPHEUID10392 2

Q9Y4C1 KDM3A S 445 -0,171011 3 ___1 0,978498 0,0001908 57,484 46,629 57,484 -2,7924 8863500 Lysine-specific demethylase 3A IANPPELQKHLEHAPSPSDVSNAPEVKAGVNUID6721 1

P46013 MKI67 S 2828 -0,171011 2 ___1 0,874276 2,81E-13 148,03 111,58 148,03 -0,7868 14861000 Antigen KI-67 ESMTDDKTTKIPCKSSPELEDTATSSKRRPRUID1551 1

P42167 TMPO S 67 -0,171138 2 ___1 1 1,62E-119 254,45 231,03 254,45 0,6199 2790500000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinPLPAGTNSKGPPDFSSDEEREPTPVLGSGAAUID1487 1;2;3

Q6P2E9 EDC4 S 741 -0,171206 3 ___2 0,673659 1,35E-09 64,315 64,315 64,315 -0,11702 10039000 Enhancer of mRNA-decapping protein 4 RTRSPDVISSASTALSQDIPEIASEALSRGFUID11613 2



Q6P2E9 EDC4 T 727 -0,171206 3 ___2 0,573129 3,46E-18 118,14 118,14 100,27 -0,045184 66947000 Enhancer of mRNA-decapping protein 4 QEVEPLGLPQASPSRTRSPDVISSASTALSQUID15597 1;2

P17812 CTPS1 S 587 -0,171342 2 ___2 0,999996 1,96E-09 93,837 89,122 93,837 0,79145 36127000 CTP synthase 1 GSSSPDSEITELKFPSINHD___________UID9155 2

O15014 ZNF609 S 491 -0,171628 3 ___1 1 5,77E-06 58,671 58,671 57,52 -0,46726 22531000 Zinc finger protein 609 PGTKVEPTVLDRNCPSPVLIDCPHPNCNKKYUID212 1

P35568 IRS1 S 1101 -0,172018 2 ___1 0,982246 0,0027531 74,29 68,318 74,29 -0,26604 11150000 Insulin receptor substrate 1 KVIRADPQGCRRRHSSETFSSTPSATRVGNTUID1374

Q9ULE0 WWC3 S 442 -0,172033 2 ___1 0,990962 8,05E-05 76,548 76,548 76,548 0,29322 16904000 Protein WWC3 FSEPPGPSGFHKQRRSLDTPQSLASLSSRSSUID6313 1

Q5JTD0 TJAP1 S 300 -0,17214 2 ___1 1 0,00011114 108,66 108,66 98,253 0,45292 14992000 Tight junction-associated protein 1 PQPNGECHSLGTARGSPEEELPLPAFEKLNPUID3176 1

O60885 BRD4 S 1117 -0,172422 2 ___1 1 0,0002386 141,52 115,18 53,493 -0,13597 73468000 Bromodomain-containing protein 4 VQPQPLVVVKEEKIHSPIIRSEPFSPSLRPEUID467 1

Q9UQR1 ZNF148 S 665 -0,17243 2 ___1 1 1,39E-08 161,17 119,3 161,17 -0,05986 43539000 Zinc finger protein 148 VYATMPINSFRSGMNSPLRTTPDKSHFGLIVUID6592 1

Q8IU81 IRF2BP1 S 436 -0,17262 3 ___1 1 1,26E-09 94,542 94,542 94,542 0,0070857 16904000 Interferon regulatory factor 2-binding protein 1 SPIAALKNVAEALGHSPKDPGGGGGPVRAGGUID4028 1

P60981 DSTN S 3 -0,172869 2 ___1 1 2,40E-57 205,8 187,94 154,28 0,073061 223710000 Destrin _____________MASGVQVADEVCRIFYDMUID1948 1

Q9NQW6 ANLN S 485 -0,173114 2 ___1 0,999832 0,00123911 95,618 69,575 95,618 0,14744 20393000 Actin-binding protein anillin QSTPLKKHQGVSKTQSLPVTEKVTENQIPAKUID5782 1

Q9Y2W1 THRAP3 S 408 -0,173264 2 ___2 0,999976 1,24E-06 128,74 128,74 73,296 -0,53822 196550000 Thyroid hormone receptor-associated protein 3 FAPKTDSEKPFRGSQSPKRYKLRDDFEKKMAUID14768 2

O75400 PRPF40A S 888 -0,17358 2 ___2 1 1,83E-06 126,51 126,51 126,51 0,25067 20509000 Pre-mRNA-processing factor 40 homolog A KKKSKKRRHKSDSPESDAEREKDKKEKDRESUID8644 2

O75400 PRPF40A S 885 -0,17358 2 ___2 0,982455 1,83E-06 126,51 126,51 126,51 0,25067 20509000 Pre-mRNA-processing factor 40 homolog A KKHKKKSKKRRHKSDSPESDAEREKDKKEKDUID8643 2

Q86TN4 TRPT1 S 240 -0,173879 3 ___1 0,62946 1,63E-08 125,23 111,66 75,106 0,25726 52127000 tRNA 2'-phosphotransferase 1 KPLSLAGDEETECQSSPKHSSRERRRIQQ__UID3875 1

Q15424 SAFB S 604 -0,173942 2 ___1 1 1,24E-10 120,77 108,15 120,29 1,9703 1536400000 Scaffold attachment factor B1 SQDRKSASREKRSVVSFDKVKEPRKSRDSESUID2928 1;2

Q9NYL2 ZAK S 637 -0,173948 2 ___1 0,956997 2,80E-05 105,03 84,828 84,053 0,36893 42022000 Mitogen-activated protein kinase kinase kinase MLT IKYQQITPVNQSRSSSPTQYGLTKNFSSLHLUID5972 1

O94915 FRYL S 1945 -0,173987 2 ___2 0,982296 0,00466233 45,014 45,014 45,014 -0,24161 6171100 Protein furry homolog-like YLGYNSNARSNSLRLSLIGDRRGDRRRSNTLUID8758 2

O94915 FRYL S 1941 -0,173987 2 ___2 0,90514 0,00466233 45,014 45,014 45,014 -0,24161 6171100 Protein furry homolog-like NSSSYLGYNSNARSNSLRLSLIGDRRGDRRRUID8757 2

Q86VQ1 GLCCI1 S 107 -0,174363 3 ___2 0,880278 1,92E-12 129,08 124,47 120,42 0,34642 71580000 Glucocorticoid-induced transcript 1 protein LGSLPGPGAARGPSPSSPTPPAAAAPAEQAPUID12012 2

Q9Y2W1 THRAP3 S 315 -0,174634 2 ___2 1 1,38E-21 105,99 105,99 105,99 -0,010959 240160000 Thyroid hormone receptor-associated protein 3 GQFDHGSGSLSPSKKSPVGKSPPSTGSTYGSUID14763 2

P49450 CENPA S 19 -0,174768 2 ___2 0,923602 3,38E-05 85,837 85,837 85,837 -0,04226 1055500000 Histone H3-like centromeric protein A RRRSRKPEAPRRRSPSPTPTPGPSRRGPSLGUID9779 2

Q7Z4V5 HDGFRP2 S 395 -0,174894 3 ___3 1 1,17E-05 54,974 54,974 54,805 -0,47688 32287000 Hepatoma-derived growth factor-related protein 2 PVKKRGRKGRGRGPPSSSDSEPEAELEREAKUID19983 4

Q7Z4V5 HDGFRP2 S 396 -0,174894 3 ___3 1 1,17E-05 54,974 54,974 54,805 -0,47688 32287000 Hepatoma-derived growth factor-related protein 2 VKKRGRKGRGRGPPSSSDSEPEAELEREAKKUID19984 4

Q7Z4V5 HDGFRP2 S 397 -0,174894 3 ___3 1 1,17E-05 54,974 54,974 54,805 -0,47688 32287000 Hepatoma-derived growth factor-related protein 2 KKRGRKGRGRGPPSSSDSEPEAELEREAKKSUID19985 4

Q7Z4V5 HDGFRP2 S 399 -0,174894 3 ___3 1 1,17E-05 54,974 54,974 54,805 -0,47688 32287000 Hepatoma-derived growth factor-related protein 2 RGRKGRGRGPPSSSDSEPEAELEREAKKSAKUID19986 4

P19338 NCL S 145 -0,174901 3 ___1 1 2,66E-30 114,07 114,07 61,483 -0,6016 2169400000 Nucleolin PAKGAKNGKNAKKEDSDEEEDDDSEEDEEDDUID1111 1;2

Q13586 STIM1 S 512 -0,175197 3 ___1 0,999964 0,00029535 73,834 73,834 73,834 -1,0307 23599000 Stromal interaction molecule 1 SSVRQRLTEPQHGLGSQRDLTHSDSESSLHMUID2572 1

P33241 LSP1 T 175 -0,175199 2 ___2 1 6,13E-50 195,43 195,43 195,43 -0,73006 448250000 Lymphocyte-specific protein 1 AEEEQEEHQKCQQPRTPSPLVLEGTIEQSSPUID15199 2;3

Q9HA82 CERS4 S 342 -0,175363 3 ___3 0,999535 1,23E-14 102,21 81,774 90,323 0,56432 42358000 Ceramide synthase 4 LYSFMKKGQMEKDIRSDVEESDSSEEAAAAQUID21884 3

Q9HA82 CERS4 S 347 -0,175363 3 ___3 0,849177 1,23E-14 102,21 81,774 90,323 0,56432 42358000 Ceramide synthase 4 KKGQMEKDIRSDVEESDSSEEAAAAQEPLQLUID21885 3

Q9HA82 CERS4 S 349 -0,175363 3 ___3 0,66692 1,23E-14 102,21 81,774 102,21 0,27509 42358000 Ceramide synthase 4 GQMEKDIRSDVEESDSSEEAAAAQEPLQLKNUID21886 3

Q9HA82 CERS4 S 350 -0,175363 3 ___3 0,66692 1,23E-14 102,21 81,774 102,21 0,27509 42358000 Ceramide synthase 4 QMEKDIRSDVEESDSSEEAAAAQEPLQLKNGUID21887 3

P06733 ENO1;ENO3;ENO2Y 44 -0,175391 3 ___1 0,999452 4,57E-07 117,92 102,03 82,007 -0,12591 71178000 Alpha-enolase;Beta-enolase;Gamma-enolase GLFRAAVPSGASTGIYEALELRDNDKTRYMGUID8027 1

P23588 EIF4B S 409 -0,175463 4 ___2 0,999977 4,60E-05 114,96 103,69 114,96 0,069471 643630000 Eukaryotic translation initiation factor 4B PKLERRPRERHPSWRSEETQERERSRTGSESUID9293 2

O14639 ABLIM1 S 706 -0,175589 2 ___1 1 2,78E-05 105,17 89,508 45,077 0,41378 21926000 Actin-binding LIM protein 1 LPDGHMPAMRMDRGVSMPNMLEPKIFPYEMLUID151 1

P51812 RPS6KA3;RPS6KA1;RPS6KA6T 231 -0,175859 3 ___1 0,567652 3,49E-07 81,356 68,035 81,356 0,062455 13874000 Ribosomal protein S6 kinase alpha-3;Ribosomal protein S6 kinase alpha-1;Ribosomal protein S6 kinase alpha-6KESIDHEKKAYSFCGTVEYMAPEVVNRRGHTUID7198 1

Q14C86 GAPVD1 S 902 -0,176024 2 ___1 0,988684 1,63E-24 182,02 182,02 182,02 0,053339 368660000 GTPase-activating protein and VPS9 domain-containing protein 1FKQRHSYPERLVRSRSSDIVSSVRRPMSDPSUID2824 1

Q15424 SAFB2;SAFB S 247 -0,176054 3 ___1 0,940694 8,16E-22 137,36 122,43 133,36 0,078673 169840000 Scaffold attachment factor B2;Scaffold attachment factor B1EESSELEQPFAQDTSSVGPDRKLAEEEDLFDUID2639 1

Q86UA6 RPAIN S 7 -0,176188 2 ___1 0,980423 0,0013356 78,556 47,993 78,556 0,16854 19675000 RPA-interacting protein _________MAESLRSPRRSLYKLVGSPPWKUID3887 1

P98171 ARHGAP4 S 930 -0,1763 3 ___1 0,905401 6,65E-07 59,691 59,691 59,691 0,53652 17083000 Rho GTPase-activating protein 4 LGRNKGFSRGPGAPASPSASHPQGLDTTPKPUID2055 1

Q15477 SKIV2L S 256 -0,176575 2 ___1 0,998666 0,00034259 101,39 81,255 101,39 -0,086613 173910000 Helicase SKI2W TVSASPCSAPLARASSLEDLVLKEASTAVSTUID2936 1

Q9BZI7 UPF3B S 310 -0,176984 3 ___1 1 2,19E-05 96,673 82,589 96,673 0,27956 29564000 Regulator of nonsense transcripts 3B LDKREKAKKLDKENLSDERASGQSCTLPKRSUID5398 1

Q13595 TRA2A S 2 -0,177038 2 ___2 1 1,57E-12 154,66 154,66 79,837 -0,57129 68856000 Transformer-2 protein homolog alpha ______________MSDVEENNFEGRESRSQUID10671 1;2

Q13595 TRA2A S 14 -0,177038 2 ___2 1 1,48E-05 96,666 89,937 79,837 -0,57129 46791000 Transformer-2 protein homolog alpha __MSDVEENNFEGRESRSQSKSPTGTPARVKUID10672 2

Q6VMQ6 ATF7IP S 673 -0,177134 3 ___1 1 0,0002875 56,872 51,556 51,535 0,20971 42824000 Activating transcription factor 7-interacting protein 1 EDLKKRHEHPPNPPVSPGKTVNDVNSNNNMSUID3584 1

Q92995 USP13 T 122 -0,177193 2 ___1 0,976959 1,39E-06 64,394 52,478 64,394 0,27133 18874000 Ubiquitin carboxyl-terminal hydrolase 13 ALPKRRNSKIFLDLDTDDDLNSDDYEYEDEAUID7689 1

P52948 NUP98 S 1028 -0,177248 2 ___1 1 8,23E-11 126,83 103,74 100,38 0,031006 40880000 Nuclear pore complex protein Nup98-Nup96;Nuclear pore complex protein Nup98;Nuclear pore complex protein Nup96FSRLPSKADTSQEICSPRLPISASHSSKTRSUID1862 1;2

Q9NYV4 CDK12 S 681 -0,177392 3 ___1 0,999999 6,98E-11 72,292 72,292 72,292 -0,3697 36194000 Cyclin-dependent kinase 12 LTDLPLPPELPGGDLSPPDSPEPKAITPPQQUID5980 1;2

P85037 FOXK1 S 213 -0,177474 2 ___1 1 3,43E-07 115,88 115,88 115,88 0,004061 192780000 Forkhead box protein K1 KIQFTSLYHKEEAPASPLRPLYPQISPLKIHUID2045 1;2

P21127 CDK11B S 589 -0,177523 2 ___1 0,99945 0,0484769 48,091 10,542 48,091 0,18922 31731000 Cyclin-dependent kinase 11B GILKVGDFGLAREYGSPLKAYTPVVVTLWYRUID1144 1

Q9UQ88 CDK11A S 577 -0,177523 2 ___1 0,99945 7,23E-07 67,645 61,168 48,091 0,18922 57932000 Cyclin-dependent kinase 11A GILKVGDFGLAREYGSPLKAYTPVVVTQWYRUID6579 1;2

Q9NR82 KCNQ5;KCNQ4 S 466 -0,177823 2 ___1 0,999884 0,0369141 56,729 56,729 56,729 -0,57846 9508000 Potassium voltage-gated channel subfamily KQT member 5;Potassium voltage-gated channel subfamily KQT member 4DITAEGSPTKVQKSWSFNDRTRFRPSLRLKSUID5796 1

Q9UKM9 RALY S 295 -0,178027 4 ___2 1 1,63E-35 150,56 150,56 145,51 -0,79279 1284500000 RNA-binding protein Raly DEEGLLTHSEEELEHSQDTDADDGALQ____UID14366 1;2;3;4

Q8TEA8 DTD1 S 197 -0,178253 2 ___1 0,806595 3,80E-10 141,34 113,48 141,34 0,17743 111730000 D-tyrosyl-tRNA(Tyr) deacylase 1 SKERNTPRKEDRSASSGAEGDVSSEREP___UID4457 1

Q9BW85 CCDC94 S 211 -0,178339 4 ___2 0,988713 4,54E-10 63,403 61,857 63,403 0,18399 11174000 Coiled-coil domain-containing protein 94 AALLEEARKRRLLEDSDSEDEAAPSPLQPALUID13431 2

Q9BW85 CCDC94 S 213 -0,178339 4 ___2 0,988713 4,54E-10 63,403 61,857 63,403 0,18399 11174000 Coiled-coil domain-containing protein 94 LLEEARKRRLLEDSDSEDEAAPSPLQPALRPUID13432 2

O95644 NFATC1 S 359 -0,1786 3 ___1 0,999881 4,67E-08 51,539 51,539 51,539 -0,00043052 7165500 Nuclear factor of activated T-cells, cytoplasmic 1 PSVALKVEPVGEDLGSPPPPADFAPEDYSSFUID742 1

P46379 BAG6 S 964 -0,178976 3 ___2 1 2,40E-11 76,421 76,421 41,174 0,06802 144540000 Large proline-rich protein BAG6 PLPEEPMEVQGAERASPEPQRENASPAPGTTUID9685 1;2

P46379 BAG6 S 973 -0,178976 2 ___2 1 6,65E-11 129,32 121,94 117,18 0,39872 170350000 Large proline-rich protein BAG6 QGAERASPEPQRENASPAPGTTAEEAMSRGPUID9686 1;2

P42167 TMPO S 167 -0,179286 2 ___1 0,558222 8,83E-05 87,138 66,301 87,138 -0,070193 15429000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinQGTESRSSTPLPTISSSAENTRQNGSNDSDRUID1483 2

Q8NI27 THOC2 T 1414 -0,179743 3 ___1 0,831188 0,00042466 51,76 39,475 51,76 0,10366 26689000 THO complex subunit 2 DIPEPEREQKRRKIDTHPSPSHSSTVKDSLIUID7642 1

P51114 FXR1 S 406 -0,179943 3 ___1 0,972568 1,49E-14 89,149 81,873 73,797 -0,46942 157280000 Fragile X mental retardation syndrome-related protein 1RGPNYTSGYGTNSELSNPSETESERKDELSDUID1798 1;2

Q9UQ35 SRRM2 S 778 -0,179972 2 ___2 0,999998 0,00034498 101,3 91,291 89,403 -0,074497 68233000 Serine/arginine repetitive matrix protein 2 SSPRSKAKSRLSLRRSLSGSSPCPKQKSQTPUID14597 1;2

Q92844 TANK S 225 -0,180077 2 ___1 0,93372 2,07E-13 150,49 139,96 128,9 -0,78325 327280000 TRAF family member-associated NF-kappa-B activatorTSVTPRGLCRDEEDTSFESLSKFNVKFPPMDUID4710 1;2

Q96P48 ARAP1 S 229 -0,180354 2 ___1 0,999186 1,73E-10 99,059 99,059 99,059 0,0012952 105370000 Arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing protein 1EIPPKPVRLFPEFDDSDYDEVPEEGPGAPARUID4994 1

P42167 TMPO S 168 -0,180544 2 ___1 0,564073 0,00017195 59,728 59,728 59,728 -0,078812 8255600 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinGTESRSSTPLPTISSSAENTRQNGSNDSDRYUID1484

O60841 EIF5B S 107 -0,180793 3 ___1 1 5,66E-72 228,01 228,01 198,83 -0,048723 413550000 Eukaryotic translation initiation factor 5B TSKDKKKKGQKGKKQSFDDNDSEELEDKDSKUID459 1;2

O75037 KIF21B S 1197 -0,181021 2 ___1 0,999784 0,0089872 87,258 35,628 87,258 -0,12528 58585000 Kinesin-like protein KIF21B SVRDPYYRDRVSRTVSLPTRGSTFPRQSRATUID477 1

Q96JM3 CHAMP1 S 445 -0,181159 2 ___1 0,986486 1,26E-20 158,89 126,19 142,84 -0,062252 419820000 Chromosome alignment-maintaining phosphoprotein 1IRSPAGSPELRKPSGSPDLWKLSPDQRKTSPUID4942 1;2

P98174 FGD1 S 715 -0,181482 2 ___2 1 7,93E-05 71,03 71,03 71,03 -0,30634 23572000 FYVE, RhoGEF and PH domain-containing protein 1 LLNSTNREDEDTPPNSPNVDLGKRAPTPIREUID10153 2

P98174 FGD1 T 711 -0,181482 2 ___2 1 7,93E-05 71,03 71,03 71,03 -0,30634 23572000 FYVE, RhoGEF and PH domain-containing protein 1 ETFKLLNSTNREDEDTPPNSPNVDLGKRAPTUID15341 2

Q9UKY7 CDV3 S 8 -0,181534 1 ___1 1 9,28E-15 153,2 153,2 99,568 -0,062422 74218000 Protein CDV3 homolog ________MAETEERSLDNFFAKRDKKKKKEUID6304 1

Q7Z3C6 ATG9A S 828 -0,181542 3 ___1 1 9,76E-05 41,911 41,911 41,911 0,15413 11479000 Autophagy-related protein 9A GQSASRHPEPVPEEGSEDELPPQVHKV____UID3744 1

Q13469 NFATC2 S 230 -0,181755 3 ___1 0,564841 2,22E-05 60,602 49,613 60,602 0,24089 25227000 Nuclear factor of activated T-cells, cytoplasmic 2 RTSPIMSPRTSLAEDSCLGRHSPVPRPASRSUID2521 1

Q96CJ1 EAF2 S 146 -0,182344 3 ___2 0,634471 2,97E-05 43,15 34,007 42,347 -0,27518 13920000 ELL-associated factor 2 MWNSARTPNLVKHSPSEDKMSPASPIDDIERUID12897 2

O75122 CLASP2 S 955 -0,182648 3 ___1 1 1,74E-05 105,66 74,787 96,734 0,057973 84017000 CLIP-associating protein 2 SLRGVTEAIQNFSFRSQEDMNEPLKRDSKKDUID490 1

Q86W92 PPFIBP1 S 579 -0,182652 2 ___1 0,717243 0,00021711 69,261 69,261 69,261 0,068152 16259000 Liprin-beta-1 PKDSQRNSPFQIPPPSPDSKKKSRGIMKLFGUID3936 1

Q8TCJ2 STT3B S 498 -0,183313 2 ___1 1 3,33E-13 126,63 100,69 114,5 -0,27465 717940000 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3BYLGDDMKRENPPVEDSSDEDDKRNQGNLYDKUID4436 1;2

O94888 UBXN7 S 280 -0,183451 2 ___1 0,996602 1,73E-87 232,84 232,84 232,84 0,60605 104900000 UBX domain-containing protein 7 DGLSSSPPKKCARSESLIDASEDSQLEAAIRUID653 1;2

Q96AP0 ACD S 111 -0,183605 2 ___1 0,826313 1,67E-09 143,25 135,32 143,25 -0,7165 8649800 Adrenocortical dysplasia protein homolog RPWIRELILGSETPSSPRAGQLLEVLQDAEAUID4760 1

Q8WUA4 GTF3C2 S 165 -0,18372 3 ___1 0,582258 0,00154673 57,328 57,328 57,328 0,13975 19190000 General transcription factor 3C polypeptide 2 ELLLLKLSKDLDRPESQSPKRPPEDFETPSGUID4498 1

P35568 IRS1 S 348 -0,183851 3 ___1 0,623114 1,86E-05 44,021 39,856 44,021 -0,4651 7631800 Insulin receptor substrate 1 EGTMSRPASVDGSPVSPSTNRTHAHRHRGSAUID1373 1

Q96BD0 SLCO4A1 S 40 -0,183857 3 ___1 0,988656 5,29E-05 82,55 74,33 64,705 -0,20473 41086000 Solute carrier organic anion transporter family member 4A1DHTPPSRRASPGTPLSPGSLRSAAHSPLDTSUID4778 1;2

O15014 ZNF609 S 1055 -0,183886 2 ___1 0,99958 0,00012214 131,82 76,755 131,82 0,10636 22874000 Zinc finger protein 609 WKQKPSIPPTLTKAPSLTDLVKSGPGKAKEPUID207 1

P04035 HMGCR S 872 -0,184019 2 ___1 1 1,70E-14 154,07 154,07 154,07 -0,70985 28619000 3-hydroxy-3-methylglutaryl-coenzyme A reductase LAAGHLVKSHMIHNRSKINLQDLQGACTKKTUID781 1

Q9UKV3 ACIN1 S 561 -0,184456 2 ___1 0,998536 0,00091191 66,056 62,309 64,65 0,08662 72719000 Apoptotic chromatin condensation inducer in the nucleusCLKQPSLEQKEGRRASHTLLPSHRLKQSADSUID6279 1

Q96JM3 CHAMP1 S 376 -0,184589 2 ___1 0,823291 0,00403479 63,408 56,958 63,408 -0,07637 9292900 Chromosome alignment-maintaining phosphoprotein 1PTPSVSSASWKSSSVSPSSWKSPPASPESWKUID4956 1

O94915 FRYL S 1978 -0,184987 2 ___2 0,997358 0,00084553 112,93 64,14 112,93 -0,0093495 109170000 Protein furry homolog-like MDGRINHSSSLARTRSLSSLREKGMYDVQSTUID8760 1;2

O94915 FRYL S 1981 -0,184987 3 ___2 0,964948 0,00352772 53,567 31,574 52,5 -0,049443 66529000 Protein furry homolog-like RINHSSSLARTRSLSSLREKGMYDVQSTTEPUID8762 2

Q709C8 VPS13C S 3641 -0,185004 2 ___1 0,999993 0,00508302 53,683 53,683 53,683 0,047686 5178800 Vacuolar protein sorting-associated protein 13C KLEGETYRYHCAIPGSKKTILMVTNRRVLCIUID3640 1

Q92538 GBF1 S 1781 -0,185245 2 ___1 0,556851 1,87E-05 98,943 98,943 98,943 -0,0074333 8586900 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1CDFEKPESPRAASSSSPGSPVASSPSRLSPTUID4596 1

P05141 SLC25A5;SLC25A6;SLC25A4S 42 -0,185327 2 ___1 1 0,00780038 51,092 51,092 51,092 0,086494 2407900 ADP/ATP translocase 2;ADP/ATP translocase 2, N-terminally processed;ADP/ATP translocase 3;ADP/ATP translocase 3, N-terminally processed;ADP/ATP translocase 1APIERVKLLLQVQHASKQITADKQYKGIIDCUID818 1

P47755 CAPZA2 S 9 -0,185379 2 ___1 1 2,24E-10 145,6 145,6 142,38 0,21782 30214000 F-actin-capping protein subunit alpha-2 _______MADLEEQLSDEEKVRIAAKFIIHAUID1641 1

Q13541 EIF4EBP1 T 68 -0,185437 4 ___2 0,826183 5,17E-31 119,06 112,4 118,86 -0,13145 758320000 Eukaryotic translation initiation factor 4E-binding protein 1IYDRKFLMECRNSPVTKTPPRDLPTIPGVTSUID15430 2

Q5VWG9 TAF3 S 297 -0,185579 2 ___2 0,999987 8,14E-05 62,475 62,475 58,079 -0,072269 21677000 Transcription initiation factor TFIID subunit 3 KTKSPKTAQSPAMVGSPIRSPKTVSKEKKSPUID11437 2

Q92619 HMHA1 S 582 -0,185769 4 ___1 0,735301 2,93E-21 100,68 100,68 75,758 -0,24239 59807000 Minor histocompatibility protein HA-1;Minor histocompatibility antigen HA-1AWSPVMRARKSSFNVSDVARPEAAGSPPEEGUID4674 1;2

Q8NDX1 PSD4 S 1019 -0,185951 2 ___1 0,97846 1,54E-38 161,02 141,95 105,53 0,44825 97510000 PH and SEC7 domain-containing protein 4 AGGTREPKLSLKKSHSSPSLHQDEAPTTAKVUID4310 1;2

P46821 MAP1B S 1312 -0,185983 3 ___1 0,999637 6,33E-10 64,53 64,53 64,53 -0,65422 280560000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1VSPEVTQEVVEEHCASPEDKTLEVVSPSQSVUID1639 1;2

P55196 MLLT4 S 1172 -0,186147 2 ___1 0,5 2,69E-42 160,05 119,67 160,05 0,10739 109170000 Afadin LPGDDRLMKNRADHRSSPNVANQPPSPGGKSUID1906 1

P55196 MLLT4 S 1173 -0,186147 2 ___1 0,5 2,69E-42 160,05 119,67 160,05 0,10739 109170000 Afadin PGDDRLMKNRADHRSSPNVANQPPSPGGKSAUID1907 1

Q14653 IRF3 S 175 -0,186213 3 ___1 0,836421 2,48E-10 83,423 83,423 83,423 0,05598 4340300 Interferon regulatory factor 3 LAVAPEPCPQPLRSPSLDNPTPFPNLGPSENUID2709 1

P05455 SSB S 94 -0,186306 2 ___1 0,549108 6,95E-09 126,45 112,34 92,063 0,22608 221120000 Lupus La protein LMEISEDKTKIRRSPSKPLPEVTDEYKNDVKUID827 1

Q6JBY9 RCSD1 S 177 -0,186393 2 ___2 1 3,77E-05 88,73 55,224 58,487 -0,62832 128600000 CapZ-interacting protein RGSIKRRPPSRRFRRSQSDCGELGDFRAVESUID11563 1;2

Q6JBY9 RCSD1 S 179 -0,186393 2 ___2 1 5,05E-104 270,24 224,94 58,487 -0,62832 651990000 CapZ-interacting protein SIKRRPPSRRFRRSQSDCGELGDFRAVESSQUID11564 1;2

Q9UNE7 STUB1 S 19 -0,186459 2 ___2 0,999999 8,17E-10 133,86 118,87 133,86 0,25239 174930000 E3 ubiquitin-protein ligase CHIP KEEKEGGARLGAGGGSPEKSPSAQELKEQGNUID14467 1;2

Q9UNE7 STUB1 S 23 -0,186459 3 ___2 0,82384 7,10E-06 60,133 52,772 60,133 -0,3296 10629000 E3 ubiquitin-protein ligase CHIP EGGARLGAGGGSPEKSPSAQELKEQGNRLFVUID14468 2

O15042 U2SURP S 485 -0,187015 2 ___1 0,93769 0,00013957 85,536 85,536 81,494 0,15053 11044000 U2 snRNP-associated SURP motif-containing protein HVYYRWKLYSILQGDSPTKWRTEDFRMFKNGUID232 1

P48960 CD97 S 831 -0,187123 2 ___1 0,98988 0,00041207 109,79 94,529 109,79 0,19137 52747000 CD97 antigen;CD97 antigen subunit alpha;CD97 antigen subunit betaTTSGTGHNQTRALRASESGI___________UID1663 1

Q9H1E3 NUCKS1 S 214 -0,187284 3 ___1 1 3,27E-57 204,71 161,92 102,95 0,018762 1282100000 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1KEKTPSPKEEDEEPESPPEKKTSTSPPPEKSUID5508 1;2;3

O95292 VAPB S 158 -0,189013 2 ___1 0,959295 2,58E-06 122,46 113,88 122,46 0,089437 13755000 Vesicle-associated membrane protein-associated protein B/CTTASKTETPIVSKSLSSSLDDTEVKKVMEECUID708 1

P35269 GTF2F1 S 385 -0,189567 2 ___1 0,999735 5,48E-08 76,237 67,19 72,086 0,032743 261680000 General transcription factor IIF subunit 1 PKRERKPSGGSSRGNSRPGTPSAEGGSTSSTUID1365 1;2

A6NC98 CCDC88B S 436 -0,190271 3 ___1 0,999009 1,34E-11 77,693 75,896 77,693 0,7998 45797000 Coiled-coil domain-containing protein 88B ELELELQRSLEPPPGSPGEAPLAGAAPSLQDUID31 1

Q07955 SRSF1 S 238 -0,191145 3 ___2 0,992436 0,00791951 48,112 34,148 48,112 0,049979 3200300 Serine/arginine-rich splicing factor 1 SRSYSPRRSRGSPRYSPRHSRSRSRT_____UID10314 2

Q07955 SRSF1 S 234 -0,191145 2 ___2 0,887251 0,00791951 46,592 35,06 46,592 0,20052 3200300 Serine/arginine-rich splicing factor 1 SNSRSRSYSPRRSRGSPRYSPRHSRSRSRT_UID10313 2

Q03252 LMNB2 S 37 -0,191508 2 ___1 0,874299 0,00123755 68,972 48,876 68,972 -0,38904 38343000 Lamin-B2 ATPLPGRAGGPATPLSPTRLSRLQEKEELREUID2163 1;2

P26842 CD27 S 259 -0,191919 3 ___1 0,999852 1,69E-09 69,578 51,28 69,578 0,16262 189160000 CD27 antigen TIPIQEDYRKPEPACSP______________UID1237 1

Q9NXG2 THUMPD1 S 86 -0,192227 3 ___2 1 5,88E-35 163,95 152,26 130,83 0,10947 3383000000 THUMP domain-containing protein 1 DMYGPEKFTDKDQQPSGSEGEDDDAEAALKKUID14025 2

Q9NXG2 THUMPD1 S 88 -0,192227 3 ___2 1 5,88E-35 163,95 152,26 130,83 0,10947 3383000000 THUMP domain-containing protein 1 YGPEKFTDKDQQPSGSEGEDDDAEAALKKEVUID14026 2

O15258 RER1 S 6 -0,192266 3 ___1 0,871026 0,00018319 42,041 34,419 42,041 0,35282 5079600 Protein RER1 __________MSEGDSVGESVHGKPSVVYRFUID261 1

Q6PJG2 ELMSAN1 T 698 -0,19235 3 ___2 0,509483 6,94E-11 76,423 76,423 50,166 0,63037 26715000 ELM2 and SANT domain-containing protein 1 PPPITPKSAHRTLLRTNSAEVTPPVLSVMGEUID15604 2;3

Q14814 MEF2D S 180 -0,192381 2 ___1 1 0,00291095 59,245 37,781 59,245 -0,17029 3382600 Myocyte-specific enhancer factor 2D TPSLVTSSLTDPRLLSPQQPALQRNSVSPGLUID2786 1

P38159 RBMX S 91 -0,192421 3 ___1 0,571163 0,00012722 67,605 67,605 67,605 0,35389 26636000 RNA-binding motif protein, X chromosome;RNA-binding motif protein, X chromosome, N-terminally processedGKAIKVEQATKPSFESGRRGPPPPPRSRGPPUID1417 1

Q8NEZ4 KMT2C S 200 -0,192464 3 ___1 0,856315 2,72E-05 40,428 40,428 40,428 -0,14165 3307200 Histone-lysine N-methyltransferase 2C QNSAPRKQRGQRKERSPQQNIVSCVSVSTQTUID4335 1

Q71F23 CENPU S 108 -0,192637 2 ___2 0,79239 5,67E-05 54,343 42,611 43,454 0,1417 15536000 Centromere protein U LSLSSTPPGKEAKRSSDTSGNEASEIESVKIUID11748 2

Q96JM3 CHAMP1 S 382 -0,192678 2 ___1 1 2,21E-06 84,289 78,63 84,289 0,17676 50631000 Chromosome alignment-maintaining phosphoprotein 1SASWKSSSVSPSSWKSPPASPESWKSGPPELUID4953 1;2

O43314 PPIP5K2 S 1006 -0,192937 2 ___1 1 5,32E-05 106,17 106,17 106,17 -0,046495 15130000 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 2LHYTSGVGTGRRRRRSGEQITSSPVSPKSLAUID289 1

Q6ZSZ5 ARHGEF18 S 948 -0,192979 2 ___1 1 0,0050115 68,847 54,64 48,44 0,12304 13151000 Rho guanine nucleotide exchange factor 18 SSTDPRPRDWRGPPNSPDLKLSDSDIPGSSEUID3624 1

O43426 SYNJ1 S 1565 -0,193107 2 ___1 0,956394 0,0140594 44,318 26,498 44,318 -0,12481 2366700 Synaptojanin-1 TSPPVDPFTTLASKASPTLDFTER_______UID305 1

Q8WVC0 LEO1 T 629 -0,193619 2 ___1 1 9,82E-07 121,24 114,11 121,24 -0,13308 135930000 RNA polymerase-associated protein LEO1 SEEDKAQRLLKAKKLTSDEEGEPSGKRKAEDUID7657 1;2

O60762 DPM1 S 7 -0,19362 2 ___1 0,499998 0,00098374 66,056 66,056 66,056 -0,19456 37447000 Dolichol-phosphate mannosyltransferase subunit 1 _________MASLEVSRSPRRSRRELEVRSPUID442 1

Q9UEY8 ADD3 S 681 -0,193807 2 ___1 0,866755 2,63E-10 114,74 114,74 55,912 0,29345 128690000 Gamma-adducin EKIEEVLSPEGSPSKSPSKKKKKFRTPSFLKUID6132 1;2;3

Q12912 LRMP S 84 -0,194256 2 ___1 0,866737 0,00675477 63,216 50,86 53,327 0,11357 8846500 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinERVCPESLLQSREYSSLPLPRHTSSTDGTITUID2355 1

A8CG34 POM121C S 373 -0,194292 2 ___2 0,822935 7,24E-13 135,27 125,99 135,27 -0,049918 15143000 Nuclear envelope pore membrane protein POM 121C SDDHLNKRSRSSSMSSLTGAYTSGIPSSSRNUID8146 2

P41227 NAA10 S 186 -0,194295 3 ___1 0,999002 0,00089218 56,719 44,339 56,719 0,78776 13474000 N-alpha-acetyltransferase 10 VVLGAIENKVESKGNSPPSSGEACREEKGLAUID1467 1

P55036 PSMD4 S 266 -0,19486 2 ___1 0,999824 0,00021587 76,332 58,346 76,332 -0,3419 9370600 26S proteasome non-ATPase regulatory subunit 4 TGTEDSDDALLKMTISQQEFGRTGLPDLSSMUID1896 1

Q15652 JMJD1C S 617 -0,194882 2 ___1 0,99978 0,00969803 69,276 41,067 52,579 0,16261 28339000 Probable JmjC domain-containing histone demethylation protein 2CPLSAVSVMEDKLHKRSPPPETIKSKLNTSVDUID2961 1

Q96SD1 DCLRE1C T 380 -0,195021 3 ___1 0,554717 1,57E-06 54,672 54,672 54,672 1,0239 2944300 Protein artemis TEPKYKPLGKLKRARTVHRDSEEEDDYLFDDUID7731 1

Q5T200 ZC3H13 S 318 -0,195271 3 ___2 0,917187 1,68E-10 114,86 96,397 61,102 0,024417 284220000 Zinc finger CCCH domain-containing protein 13 DFERQREKRDKPRSTSPAGQHHSPISSRHHSUID11325 2;3

P18583 SON S 2011 -0,195272 2 ___2 1 0,00277732 72,643 58,436 41,704 -0,14723 1480200000 Protein SON SRRRRSRSVVRRRSFSISPVRLRRSRTPLRRUID9173 2;3

Q96ST2 IWS1 S 80 -0,195517 3 ___2 0,998066 4,97E-15 100,59 100,59 85,412 0,045673 503770000 Protein IWS1 homolog HVTDSENDEPLNLNASDSESEELHRQKDSDSUID13171 2;3;4

Q96ST2 IWS1 S 82 -0,195517 3 ___2 0,958353 4,97E-15 100,59 100,59 87,372 -0,022853 503770000 Protein IWS1 homolog TDSENDEPLNLNASDSESEELHRQKDSDSESUID13172 2;3;4

Q5TC82 RC3H1 T 862 -0,195748 3 ___1 0,5 1,49E-07 71,558 68,414 71,558 -0,098283 5401600 Roquin-1 GMRDQRLDLQRRAAETSDDDLIPFGDRPTVSUID7463 1

Q9Y6K9 IKBKG S 387 -0,195935 2 ___1 1 4,88E-14 151,78 146 151,78 -0,10124 62289000 NF-kappa-B essential modulator PAYLSSPLALPSQRRSPPEEPPDFCCPKCQYUID6837 1

O43491 EPB41L2 T 600 -0,196177 3 ___1 0,5 6,62E-05 76,588 76,588 70,802 -0,28969 14617000 Band 4.1-like protein 2 AVVQDGDGRREVRSPTKAPHLQLIEGKKNSLUID6930 1

Q7L2J0 MEPCE S 217 -0,196607 2 ___2 0,83087 2,00E-42 202,63 202,63 78,191 0,33362 267340000 7SK snRNA methylphosphate capping enzyme DEEVSRTLNAETPKSSPLPAKGRDPVEILIPUID11791 1;2

P52594 AGFG1 S 181 -0,196732 2 ___1 0,999685 5,22E-07 103,21 96,02 102,4 0,15877 73190000 Arf-GAP domain and FG repeat-containing protein 1 DSAPTLHLNKGTPSQSPVVGRSQGQQQEKKQUID1850 1;2

P20020 ATP2B1 S 17 -0,19679 3 ___1 0,99996 4,66E-05 48,867 44,515 48,867 0,092744 3221600 Plasma membrane calcium-transporting ATPase 1 GDMANNSVAYSGVKNSLKEANHDGDFGITLAUID1129 1

Q15276 RABEP1 S 407 -0,197731 2 ___2 0,998953 1,80E-22 170,11 170,11 137,61 0,017384 217560000 Rab GTPase-binding effector protein 1 KSDNDMFKDGLRRAQSTDSLGTSGSLQSKALUID10998 1;2

O75179 ANKRD17 S 2401 -0,198141 3 ___1 0,999989 1,85E-11 119,14 119,14 119,14 -0,65675 142490000 Ankyrin repeat domain-containing protein 17 NDSSAQSVSSGVRAPSPAPSSVPLGSEKPSNUID517 1

Q5T5C0 STXBP5 S 785 -0,198188 2 ___2 0,967732 2,84E-05 114,56 81,939 114,56 0,057314 49938000 Syntaxin-binding protein 5 VKDNSFSRSRSSSVTSIDKESREAISALHFCUID11355 2

O60583 CCNT2 S 601 -0,198659 2 ___1 0,999824 8,82E-06 65,107 53,241 65,107 0,42041 5264100 Cyclin-T2 GSKHSADGIPPTVLRSPVGLSSDGISSSSSSUID431 1

Q96JM3 CHAMP1 S 542 -0,198725 2 ___1 0,999091 0,00142556 78,692 35,446 78,692 0,1369 25542000 Chromosome alignment-maintaining phosphoprotein 1KPALFPEPAKTAPPASPEARKRALFPEPRKHUID4958 1

Q8IYB3 SRRM1 S 607 -0,198901 2 ___1 0,999985 0,00166776 75,739 75,739 74,237 0,21052 2230600000 Serine/arginine repetitive matrix protein 1 SPRRYSPPIQRRYSPSPPPKRRTASPPPPPKUID4152 1;2

Q9H6Z4 RANBP3 S 108 -0,199123 3 ___3 1 1,37E-15 115,92 115,92 115,92 -0,30492 581860000 Ran-binding protein 3 AGRSAGGSSPEGGEDSDREDGNYCPPVKRERUID21834 1;2;3

Q9H6Z4 RANBP3 S 100 -0,199123 3 ___3 0,996901 1,37E-15 115,92 115,92 115,92 -0,30492 469620000 Ran-binding protein 3 LPPFPRELAGRSAGGSSPEGGEDSDREDGNYUID21832 2;3

Q9H6Z4 RANBP3 S 101 -0,199123 3 ___3 0,996491 1,37E-15 115,92 115,92 115,92 -0,30492 533350000 Ran-binding protein 3 PPFPRELAGRSAGGSSPEGGEDSDREDGNYCUID21833 2;3

Q9UPT8 ZC3H4 S 1110 -0,199239 3 ___2 0,755298 2,21E-06 48,909 48,909 45,558 0,068045 65054000 Zinc finger CCCH domain-containing protein 4 AKPGPAEAPSPTASPSGDASPPATAPYDPRVUID14513 1;2

Q9H6Z4 RANBP3 S 100 -0,199251 3 ___2 0,996901 1,37E-15 115,92 115,92 115,92 -0,30492 469620000 Ran-binding protein 3 LPPFPRELAGRSAGGSSPEGGEDSDREDGNYUID13735 2;3

Q9H6Z4 RANBP3 S 101 -0,199251 3 ___2 0,996491 1,37E-15 115,92 115,92 115,92 -0,30492 533350000 Ran-binding protein 3 PPFPRELAGRSAGGSSPEGGEDSDREDGNYCUID13736 2;3

P46821 MAP1B T 1788 -0,199259 2 ___2 0,99995 1,61E-10 80,98 60,873 50,149 0,238 258230000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1LEGEKLSPKSDISPLTPRESSPLYSPTFSDSUID15250 2;3;4

P46821 MAP1B S 1785 -0,199259 2 ___2 0,998659 0,00013293 82,008 62,531 82,008 -0,051093 96712000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1VQSLEGEKLSPKSDISPLTPRESSPLYSPTFUID9714 1;2;4

Q6PJG2 ELMSAN1 S 700 -0,199427 3 ___2 0,773319 6,94E-11 76,423 76,423 54,255 -0,38648 34361000 ELM2 and SANT domain-containing protein 1 PITPKSAHRTLLRTNSAEVTPPVLSVMGEATUID11640 2;3

Q9Y2K6 USP20 S 132 -0,199437 3 ___1 1 6,61E-10 98,7 98,7 61,37 0,25612 99712000 Ubiquitin carboxyl-terminal hydrolase 20 HPLKAVPIAVADEGESESEDDDLKPRGLTGMUID6620 1;2

Q13263 TRIM28 S 473 -0,199772 2 ___1 1 7,00E-39 194,53 164,2 117,94 -0,26598 411040000 Transcription intermediary factor 1-beta YSSAEPHVSGVKRSRSGEGEVSGLMRKVPRVUID2439 1

O00264 PGRMC1 S 57 -0,199875 2 ___1 0,995368 1,73E-13 146,1 130,71 96,379 0,18872 106410000 Membrane-associated progesterone receptor component 1LYKIVRGDQPAASGDSDDDEPPPLPRLKRRDUID76 1

Q96B97 SH3KBP1 S 589 -0,200167 3 ___1 0,576628 0,00177801 41,554 41,554 41,554 -0,245 7278200 SH3 domain-containing kinase-binding protein 1 LSSSLGTAGHRANSPSLFGTEGKPKMEPAASUID4773 1

Q9UKX7 NUP50 S 221 -0,200626 2 ___1 0,846427 5,25E-05 74,769 74,769 74,769 0,37687 36675000 Nuclear pore complex protein Nup50 RNSESESNKVAAETQSPSLFGSTKLQQESTFUID6303 1

P51858 HDGF S 133 -0,200692 2 ___1 1 6,76E-13 137,89 126,04 106,58 0,26475 3797400000 Hepatoma-derived growth factor AAEGDGDKKGNAEGSSDEEGKLVIDEPAKEKUID1827 1;2

Q9BXS9 SLC26A6 S 752 -0,200979 2 ___1 0,999995 9,10E-05 80,96 76,805 80,96 0,42264 41489000 Solute carrier family 26 member 6 DAVTFALQHPRPVPDSPVSVTRL________UID5362 1;2

O43933 PEX1 S 1211 -0,201012 2 ___1 0,684853 0,00017931 55,776 50,283 55,776 -0,038681 8869400 Peroxisome biogenesis factor 1 LRADISIIKGRYRSQSGEDESMNQPGPIKTRUID366 1

P18583 SON S 1782 -0,201051 3 ___2 0,785463 5,05E-06 75,383 75,383 42,818 0,24209 58391000 Protein SON AASPVVSSMPERASESSSEEKDDYEIFVKVKUID9162 2

P29692 EEF1D S 64 -0,201095 3 ___1 0,520008 4,77E-07 56,247 51,154 56,247 -0,2207 8463900 Elongation factor 1-delta DIARARENIQKSLAGSSGPGASSGTSGDHGEUID1295 1



Q8IYL2 TRMT44 S 78 -0,201375 2 ___1 1 2,00E-06 88,768 71,652 78,932 -0,39391 12773000 Probable tRNA (uracil-O(2)-)-methyltransferase AGSEQKERGPGPGQGSPGGGPGPRSLSGPEQUID4160 1

O60524 NEMF S 747 -0,201421 3 ___2 0,999987 2,41E-14 93,196 90,209 93,196 0,19514 75006000 Nuclear export mediator factor NEMF QSGRDELNEELIQEESSEDEGEYEEVRKDQDUID8521 2

O60524 NEMF S 748 -0,201421 3 ___2 0,999987 2,41E-14 93,196 90,209 93,196 0,19514 75006000 Nuclear export mediator factor NEMF SGRDELNEELIQEESSEDEGEYEEVRKDQDSUID8522 2

Q76I76 SSH2 S 1217 -0,201443 3 ___1 0,62791 0,00023272 78,529 56,055 78,529 -0,14315 33756000 Protein phosphatase Slingshot homolog 2 KMDPLPVACRLPHSSSSENIKSLSHSPGVVKUID3668 1

Q9C0B5 ZDHHC5 S 621 -0,201561 2 ___1 1 1,24E-05 80,746 80,746 80,746 0,18522 23606000 Palmitoyltransferase ZDHHC5 PRFGKPDGLRGRGVGSPEPGPTAPYLGRSMSUID5412 1

P34932 HSPA4 S 76 -0,202679 2 ___1 1 0,00053622 78,692 69,734 78,692 0,13152 8427600 Heat shock 70 kDa protein 4 KNTVQGFKRFHGRAFSDPFVEAEKSNLAYDIUID1355 1

P16150 SPN S 355 -0,202987 2 ___2 1 0,00026606 97,452 70,779 77,191 0,034805 35131000 Leukosialin PTLTTFFGRRKSRQGSLAMEELKSGSGPSLKUID9112 1;2

P16150 SPN S 351 -0,202987 2 ___2 1 5,91E-05 106,6 70,143 77,191 0,034805 99022000 Leukosialin SSRRPTLTTFFGRRKSRQGSLAMEELKSGSGUID9113 1;2

Q5QP82 DCAF10 S 89 -0,203336 3 ___1 0,526579 6,72E-06 44,021 44,021 44,021 0,27767 3718500 DDB1- and CUL4-associated factor 10 PGAPESSTASAPGEPSPPSPPCRRPGPDCRAUID3203 1

Q96JG6 CCDC132 S 559 -0,203402 2 ___1 0,845027 1,62E-05 79,633 65,669 63,337 0,10159 88446000 Coiled-coil domain-containing protein 132 YESDEQEKSAYQEYDSDSDVPEELKRDYVDEUID4916 1;2

P12270 TPR S 1847 -0,203939 3 ___1 0,92188 7,06E-15 91,767 86,317 91,767 -0,23297 27353000 Nucleoprotein TPR REEEEDSTIEASDQVSDDTVEMPLPKKLKSVUID968 1

Q9P1Y6 PHRF1 S 1360 -0,204474 3 ___2 0,808233 7,22E-10 72,687 72,687 72,687 0,33534 56617000 PHD and RING finger domain-containing protein 1 HLLRPDAAEKAEAPSSPDVAPAGKEDSPSASUID14128 2

Q9P1Y6 PHRF1 S 1371 -0,204474 3 ___2 0,763859 7,22E-10 72,687 72,687 72,687 0,33534 56617000 PHD and RING finger domain-containing protein 1 EAPSSPDVAPAGKEDSPSASGRVQEAARPEEUID14129 2

Q9NYV4 CDK12 S 1083 -0,2045 2 ___1 0,974983 7,14E-15 112,44 105,85 81,803 0,13744 240390000 Cyclin-dependent kinase 12 KETTSGTSTEPVKNSSPAPPQPAPGKVESGAUID5979 1

Q86VZ1 P2RY8 S 335 -0,204744 3 ___1 1 1,94E-10 104,41 95,082 104,41 0,098147 327610000 P2Y purinoceptor 8 TRRESLFSARTTSVRSEAGAHPEGMEGATRPUID3930 1;2;3

Q99547 MPHOSPH6 S 110 -0,205347 3 ___1 0,999999 2,14E-10 81,97 70,843 81,97 0,2234 6487300 M-phase phosphoprotein 6 HKAEEVEDETVELDVSDEEMARRYETLVGTIUID5143 1

Q96JM3 CHAMP1 S 286 -0,205656 3 ___2 0,94713 3,94E-10 90,37 84,884 84,948 0,44095 153940000 Chromosome alignment-maintaining phosphoprotein 1ARTTSPEPRKPSPSESPEPWKPFPAVSPEPRUID13043 2;3

O95785 WIZ S 1012 -0,206077 3 ___2 0,943148 7,05E-07 91,618 85,042 91,618 -0,0047311 74443000 Protein Wiz PTPKNPEDKSPQLSLSPRPASPKAQWPQSEDUID8857 2

Q9NZT2 OGFR S 349 -0,206547 2 ___1 1 0,00012352 86,772 86,772 86,772 -0,34625 32647000 Opioid growth factor receptor HSKGGGRVDEGPQPRSVEPQDAGPLERSQGDUID6027 1

Q7Z460 CLASP1 S 646 -0,206595 2 ___2 0,995333 4,45E-54 204,63 204,63 204,63 -0,2226 293980000 CLIP-associating protein 1 PGSYASLGRIRTRRQSSGSATNVASTPDNRGUID11868 1;2

Q86WB0 ZC3HC1 S 359 -0,206723 3 ___1 0,790657 5,51E-10 73,107 65,661 71,052 -0,15148 56274000 Nuclear-interacting partner of ALK SPGPIVSRTRSWDSSSPVDRPEPEAASPTTRUID3948 1;2

P78362 SRPK2 T 498 -0,206928 2 ___2 0,900748 9,21E-05 91,858 68,94 91,858 0,060326 15693000 SRSF protein kinase 2;SRSF protein kinase 2 N-terminal;SRSF protein kinase 2 C-terminalSSPSHDRSRTVSASSTGDLPKAKTRAADLLVUID15335 2

Q12846 STX4 S 117 -0,206941 3 ___1 0,921742 1,75E-07 76,691 76,691 51,398 -0,76931 56037000 Syntaxin-4 KAIEPQKEEADENYNSVNTRMRKTQHGVLSQUID2290 1

O94804 STK10 S 417 -0,207161 2 ___1 0,993237 0,0117148 65,627 25,275 65,627 -0,068754 12512000 Serine/threonine-protein kinase 10 NGLAVPVPLRKSRPVSMDARIQVAQEKQVAEUID635 1

Q9ULM3 YEATS2 T 478 -0,207195 2 ___1 0,718239 0,0447085 54,486 37,246 54,486 0,6587 12744000 YEATS domain-containing protein 2 SGSPISTPSPSPLPRTPTSTPVHVKQGTAGSUID7893 1

Q12770 SCAP S 822 -0,207216 2 ___1 0,992382 9,38E-11 113,32 113,32 43,297 0,1113 57705000 Sterol regulatory element-binding protein cleavage-activating proteinDCLTRIPRPGRQRRDSGVGSGLEAQESWERLUID2251 1;2

Q96D46 NMD3 T 470 -0,207708 2 ___1 1 2,33E-23 174,59 174,59 174,59 0,19763 244380000 60S ribosomal export protein NMD3 NVNIYRDSAIPVESDTDDEGAPRISLAEMLEUID7703 1;2

Q12888 TP53BP1 S 294 -0,207721 2 ___1 1 8,47E-21 153,86 153,86 153,86 0,047197 68536000 Tumor suppressor p53-binding protein 1 LSAQELMESGLQIQKSPEPEVLSTQEDLFDQUID2314 1

P13796 LCP1 S 5 -0,208522 2 ___1 0,999971 3,33E-51 215,23 215,23 215,23 -0,49368 1368600000 Plastin-2 ___________MARGSVSDEEMMELREAFAKUID978 1

P48382 RFX5 S 183 -0,208994 2 ___1 0,543799 8,61E-06 80,534 71,58 80,534 0,0029741 8599400 DNA-binding protein RFX5 TLVSMPPLPGLDLKGSESPEMGPEVTPAPRDUID1643 1

Q9NTI5 PDS5B S 1358 -0,209341 2 ___1 1 7,86E-106 254,72 254,72 254,72 0,21522 725020000 Sister chromatid cohesion protein PDS5 homolog B SKQHRVSRRAQQRAESPESSAIESTQSTPQKUID5841 1;2

Q86VR2 FAM134C S 313 -0,209705 3 ___3 0,999936 3,09E-10 65,69 65,69 58,345 0,0030956 63983000 Protein FAM134C GTFNLSRGQTPLTEGSEDLDGHSDPEESFARUID20115 3;4

Q86VR2 FAM134C T 310 -0,209705 3 ___3 0,999936 3,09E-10 65,69 65,69 58,345 0,0030956 63983000 Protein FAM134C TDNGTFNLSRGQTPLTEGSEDLDGHSDPEESUID23772 3;4

Q86VR2 FAM134C S 320 -0,209705 3 ___3 0,999308 5,21E-17 120,98 120,98 120,98 -0,034556 172680000 Protein FAM134C GQTPLTEGSEDLDGHSDPEESFARDLPDFPSUID20116 1;2;3;4

Q6NYC8 PPP1R18 S 368 -0,210004 3 ___1 1 1,49E-14 94,201 86,919 84,365 0,40141 15368000 Phostensin TQKPEPPESAEKLLESPGVEAGEGEAEKEEAUID3486 1

P62888 RPL30 S 10 -0,210146 2 ___1 0,99999 0,00175124 118,71 63,648 118,71 0,4049 36468000 60S ribosomal protein L30 ______MVAAKKTKKSLESINSRLQLVMKSGUID1981 1

Q6PKG0 LARP1 S 766 -0,210635 2 ___1 0,999003 4,19E-30 188,12 188,12 188,12 -0,067829 1185900000 La-related protein 1 ANKLFGAPEPSTIARSLPTTVPESPNYRNTRUID3559 1;2

O43566 RGS14 S 218 -0,210728 3 ___1 1 3,65E-05 48,867 41,637 48,867 -0,038459 7143600 Regulator of G-protein signaling 14 SPDATRKKPKLKPGKSLPLGVEELGQLPPVEUID335 1

O15014 ZNF609 T 1057 -0,211164 2 ___1 0,5 0,00966998 57,281 30,679 57,281 0,32761 2888200 Zinc finger protein 609 QKPSIPPTLTKAPSLTDLVKSGPGKAKEPGAUID6921 1

Q86VQ1 GLCCI1 S 105 -0,211759 2 ___2 0,999413 1,92E-12 129,08 124,47 128,14 -0,016041 104090000 Glucocorticoid-induced transcript 1 protein ASLGSLPGPGAARGPSPSSPTPPAAAAPAEQUID12011 2

P40306 PSMB10 S 230 -0,212054 2 ___1 0,983909 2,88E-05 99,215 84,064 99,215 0,12001 81663000 Proteasome subunit beta type-10 CVITKTGAKLLRTLSSPTEPVKRSGRYHFVPUID1447 1

Q9NWQ8 PAG1 S 295 -0,21235 2 ___2 0,76431 0,014404 49,06 33,688 49,06 0,037368 11261000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1EESATDTTSETNKRFSSLSYKSREEDPTLTEUID14002 2

Q9NWQ8 PAG1 Y 299 -0,21235 2 ___2 0,565021 0,014404 49,06 33,688 49,06 0,037368 11261000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1TDTTSETNKRFSSLSYKSREEDPTLTEEEISUID16185 2

Q14151 SAFB2 S 207 -0,212518 2 ___1 0,999957 1,89E-05 87,519 87,519 82,908 0,099015 20244000 Scaffold attachment factor B2 ETSSLNFKVTPDIEESLLEPENEKILDILGEUID2642 1

P49736 MCM2 S 5 -0,213368 2 ___2 0,930107 5,55E-43 161,08 149,39 138,01 -0,43579 78851000 DNA replication licensing factor MCM2 ___________MAESSESFTMASSPAQRRRGUID9793 2

Q9NUW8 TDP1 S 148 -0,213408 3 ___2 0,971208 1,51E-09 66,383 65,425 66,383 0,082646 21729000 Tyrosyl-DNA phosphodiesterase 1 PACHRLKEEEDEYETSGEGQDIWDMLDKGNPUID13969 2

Q9NUW8 TDP1 T 147 -0,213408 3 ___2 0,971208 1,51E-09 66,383 65,425 66,383 0,082646 21729000 Tyrosyl-DNA phosphodiesterase 1 APACHRLKEEEDEYETSGEGQDIWDMLDKGNUID15939 2

P11388 TOP2A S 1374 -0,213528 2 ___1 1 3,23E-05 115,57 103,98 65,895 -0,096531 25670000 DNA topoisomerase 2-alpha KTSPKLSNKELKPQKSVVSDLEADDVKGSVPUID946 1;2

Q12912 LRMP S 83 -0,213956 2 ___1 0,593198 0,00551587 66,299 53,943 66,299 -0,09347 10912000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinVERVCPESLLQSREYSSLPLPRHTSSTDGTIUID2354 1

P33241 LSP1 T 202 -0,214054 2 ___1 0,667422 0,00058915 113,69 69,917 113,69 0,04449 158050000 Lymphocyte-specific protein 1 QSSPPLSPTTKLIDRTESLNRSIEKSNSVKKUID7101 1

Q8IV53 DENND1C S 619 -0,215161 3 ___1 0,844053 1,08E-08 51,956 51,956 51,956 -0,39396 6487600 DENN domain-containing protein 1C QPDDKKLPEPEPQPLSLPSLQNASSLDATSSUID4031 1

Q8IYM9 TRIM22 S 383 -0,215815 2 ___1 0,5 0,0001306 73,877 73,877 73,877 -0,32669 6841400 E3 ubiquitin-protein ligase TRIM22 ILGVHSKISSLNKRKSSGFAFDPSVNYSKVYUID4161 1

Q8IYM9 TRIM22 S 384 -0,215815 2 ___1 0,5 0,0001306 73,877 73,877 73,877 -0,32669 6841400 E3 ubiquitin-protein ligase TRIM22 LGVHSKISSLNKRKSSGFAFDPSVNYSKVYSUID4162 1

P46100 ATRX S 1061 -0,215912 3 ___1 1 1,88E-05 100,18 100,18 100,18 -0,16946 35590000 Transcriptional regulator ATRX SKKIRDKTSKKKDELSDYAEKSTGKGDSCDSUID1581 1

Q86YV0 RASAL3 S 988 -0,216113 2 ___1 1 1,15E-17 170 159,77 170 -0,22541 74426000 RAS protein activator like-3 RTQAQLRDAVQSLQLSPRTRGSWSQPQPLKAUID3999 1

Q9Y2R2 PTPN22 S 449 -0,216165 2 ___1 0,978969 5,73E-05 101,89 87,202 80,69 0,01731 26145000 Tyrosine-protein phosphatase non-receptor type 22 AGRYFNSKVPITRTKSTPFELIQQRETKEVDUID6635 1

Q8N302 AGGF1 S 11 -0,216169 3 ___3 0,968597 6,84E-07 51,503 51,503 40,463 0,014997 13836000 Angiogenic factor with G patch and FHA domains 1 _____MASEAPSPPRSPPPPTSPEPELAQLRUID20409 3

Q8N302 AGGF1 S 7 -0,216169 3 ___3 0,931936 6,84E-07 51,503 51,503 51,503 -0,10567 13836000 Angiogenic factor with G patch and FHA domains 1 _________MASEAPSPPRSPPPPTSPEPELUID20408 3

Q8N302 AGGF1 T 16 -0,216169 3 ___3 0,773181 6,84E-07 51,503 51,503 40,463 0,014997 13836000 Angiogenic factor with G patch and FHA domains 1 MASEAPSPPRSPPPPTSPEPELAQLRRKVEKUID23815 3

Q9BRR9 ARHGAP9 S 475 -0,21617 3 ___1 0,967865 5,76E-17 90,944 90,944 90,944 -0,1654 74536000 Rho GTPase-activating protein 9 NPLELRLSGSGPAELSAGEDEEEESELVSKPUID5247 1

Q14498 RBM39 S 334 -0,2162 2 ___2 0,536404 3,77E-06 76,85 68,121 76,85 0,20609 6824300 RNA-binding protein 39 RPMKVGHVTERTDASSASSFLDSDELERTGIUID10794 2

P23588 EIF4B S 406 -0,216263 3 ___2 1 5,58E-20 163,8 149,11 91,867 0,056646 827010000 Eukaryotic translation initiation factor 4B LDEPKLERRPRERHPSWRSEETQERERSRTGUID9292 1;2

P07195 LDHB Y 240 -0,216634 2 ___1 0,991629 0,00060911 80,755 72,01 80,755 0,23399 21224000 L-lactate dehydrogenase B chain SENWKEVHKMVVESAYEVIKLKGYTNWAIGLUID8029 1

Q53EL6 PDCD4 S 94 -0,217394 2 ___1 0,980375 5,36E-05 126,66 103,97 119,39 -0,030839 214390000 Programmed cell death protein 4 DSGSDALRSGLTVPTSPKGRLLDRRSRSGKGUID3115 1

Q96BY7 ATG2B S 255 -0,217553 2 ___1 0,992517 0,0265346 48,091 40,166 48,091 -0,62856 9495000 Autophagy-related protein 2 homolog B SPVCSTAPVETEPKLSPSWNPKIIYEPHPQLUID4783 1

P22059 OSBP S 193 -0,217793 2 ___1 0,999999 2,01E-69 205,42 205,42 133,32 -0,07201 1883000000 Oxysterol-binding protein 1 LAKAKAVKMLAESDESGDEESVSQTDKTELQUID1158 1;2

O95071 UBR5 S 1549 -0,217855 2 ___1 0,999634 2,43E-05 138,25 93,089 138,25 -0,098051 94355000 E3 ubiquitin-protein ligase UBR5 SQSSYIIRNPQQRRISQSQPVRGRDEEQDDIUID679 1

P30291 WEE1 S 165 -0,218358 3 ___2 1 0,00013975 73,918 66,052 73,918 0,29231 93685000 Wee1-like protein kinase SPRGCGARRAGEGRRSPRPDHPGTPPHKTFRUID9396 2

P30291 WEE1 T 173 -0,218358 3 ___2 1 0,00013975 73,918 66,052 73,918 0,29231 93685000 Wee1-like protein kinase RAGEGRRSPRPDHPGTPPHKTFRKLRLFDTPUID15194 2

P16401 HIST1H1B T 4 -0,21838 3 ___2 0,580912 1,86E-08 66,98 63,741 66,98 0,24082 79200000 Histone H1.5 ____________MSETAPAETATPAPVEKSPUID15139 2

O75037 KIF21B S 1167 -0,218385 2 ___1 0,999388 4,24E-06 90,827 47,057 90,827 -0,041259 19910000 Kinesin-like protein KIF21B CLGPPLDISTKNITKSLASLVEIKEDGVGFSUID475 1

Q9P246 STIM2 S 523 -0,218405 2 ___1 0,923928 2,73E-05 105,46 83,997 105,46 -0,082482 92669000 Stromal interaction molecule 2 RSSSLCRSRRSIVPSSPQPQRAQLAPHAPHPUID6058 1

Q9C0B5 ZDHHC5 S 380 -0,218408 2 ___1 1 2,61E-06 121,79 111,03 121,79 0,13073 88724000 Palmitoyltransferase ZDHHC5 AAMPHSSSAKLSRGDSLKEPTSIAESSRHPSUID5411 1

Q92844 TANK S 126 -0,219014 2 ___2 1 5,54E-15 174,57 151,34 72,958 -0,14339 153380000 TRAF family member-associated NF-kappa-B activatorRRQEVSSPRKETSARSLGSPLLHERGNIEKTUID12810 1;2

Q92844 TANK S 129 -0,219014 2 ___2 1 0,00117863 82,171 78,342 72,958 -0,14339 55718000 TRAF family member-associated NF-kappa-B activatorEVSSPRKETSARSLGSPLLHERGNIEKTFWDUID12811 1;2

P50402 EMD S 171 -0,219123 3 ___1 0,813982 1,31E-06 86,727 86,727 86,727 0,17872 241570000 Emerin GRDSAYQSITHYRPVSASRSSLDLSYYPTSSUID1779 1

Q9Y6Q9 NCOA3 S 857 -0,21993 2 ___2 0,999997 1,40E-10 140,84 140,84 132,15 -0,023904 45236000 Nuclear receptor coactivator 3 SQSVQSIRPPYNRAVSLDSPVSVGSSPPVKNUID14939 1;2

Q9NWQ8 PAG1 S 229 -0,220219 2 ___1 1 2,14E-12 154,36 140,96 154,36 -0,023681 465510000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1PGPQTEGKAEFAEYASVDRNKKCRQSVNVESUID5901 1

P49796 RGS3 S 943 -0,220366 2 ___1 0,999998 5,53E-56 220,37 212,45 220,37 -0,15592 191380000 Regulator of G-protein signaling 3 GLSLRVQNSLRRRTHSEGSLLQEPRGPCFASUID1759 1;2

Q9BQG0 MYBBP1A S 1248 -0,220378 3 ___2 0,989542 4,13E-06 59,943 54,514 59,943 -0,32092 42282000 Myb-binding protein 1A PAPGAPTRSPSTPAKSPKLQKKNQKPSQVNGUID13318 2

P48634 PRRC2A S 759 -0,22048 3 ___1 0,523679 0,00056817 45,916 45,916 40,952 0,27254 16513000 Protein PRRC2A YPPGVHPSGLVPRERSDSGGSSSEPFDRHAPUID1647 1

O43524 FOXO3 S 299 -0,221345 2 ___1 0,5 5,08E-05 97,86 87,336 97,86 -0,10859 14956000 Forkhead box protein O3 SPSQLSKWPGSPTSRSSDELDAWTDFRSRTNUID327 1

O43524 FOXO3 S 300 -0,221345 2 ___1 0,5 5,08E-05 97,86 87,336 97,86 -0,10859 14956000 Forkhead box protein O3 PSQLSKWPGSPTSRSSDELDAWTDFRSRTNSUID328 1

O94913 PCF11 S 494 -0,221423 2 ___1 1 3,72E-06 112,68 87,829 103,08 0,77097 887400000 Pre-mRNA cleavage complex 2 protein Pcf11 RSRSRSPKSRSPIIHSPKRRDRRSPKRRQRSUID657 1;2

Q9NRW4 DUSP22 S 58 -0,221657 2 ___1 0,80156 0,00043407 49,482 49,482 49,482 -0,023825 7557900 Dual specificity protein phosphatase 22 PMLEGVKYLCIPAADSPSQNLTRHFKESIKFUID5812 1

Q9NYV4 CDK12 S 333 -0,221808 2 ___3 0,915939 0,00070232 84,188 63,901 52,555 -0,030065 323030000 Cyclin-dependent kinase 12 SYSGRSPSPYGRRRSSSPFLSKRSLSRSPLPUID22181 2;3

Q8WYJ6 01. Sep S 206 -0,222079 4 ___1 0,999998 3,25E-17 83,633 83,633 83,633 0,14802 48287000 Septin-1 LKEEEIHIYQFPECDSDEDEDFKRQDAEMKEUID4571 1

P55011 SLC12A2 S 77 -0,222118 4 ___1 0,698942 3,17E-09 61,519 61,519 61,519 0,27228 37820000 Solute carrier family 12 member 2 AAAGDGLGRPLGPTPSQSRFQVDLVSENAGRUID1893 1

P18583 SON S 1769 -0,222133 2 ___1 0,999663 2,72E-05 117,93 100,94 117,93 -0,57083 49063000 Protein SON GPLLASDVGRDRSAASPVVSSMPERASESSSUID1078 1

P16949 STMN1;STMN2 S 46 -0,222544 2 ___1 1 2,90E-08 155,06 93,498 79,659 0,027897 61201000 Stathmin;Stathmin-2 SEAPRTLASPKKKDLSLEEIQKKLEAAEERR;SVPEFPLSPPKKKDLSLEEIQKKLEAAEERRUID1030 1

Q9H4A3 WNK1 S 2032 -0,223071 3 ___2 0,948143 7,82E-05 49,125 49,125 49,125 -0,1178 21961000 Serine/threonine-protein kinase WNK1 AFLSRDVDDGSGSPHSPHQLSSKSLPSQNLSUID13651 2

P21333 FLNA S 2152 -0,223267 2 ___1 0,999826 0,00017954 55,755 48,627 55,755 -0,070466 8669300 Filamin-A EGRVKESITRRRRAPSVANVGSHCDLSLKIPUID1151 1

Q9ULU4 ZMYND8 S 465 -0,223361 3 ___2 0,999838 6,09E-07 83,253 69,574 73,675 -0,41832 69285000 Protein kinase C-binding protein 1 AEKKATSSHFSASEESMDFLDKSTASPASTKUID14432 2

P16401 HIST1H1B S 18 -0,22343 2 ___2 1 3,81E-108 258,03 258,03 233,85 0,39269 1,146E+10 Histone H1.5 ETAPAETATPAPVEKSPAKKKATKKAAGAGAUID9118 1;2

Q9BUG6 ZSCAN5A;ZSCAN5BS 295 -0,223492 2 ___1 0,5 0,00181896 63,408 45,272 63,408 -0,26648 5168800 Zinc finger and SCAN domain-containing protein 5A;Zinc finger and SCAN domain-containing protein 5BEASTHSGNRGDALNLSSPKRSKPDASSISQEUID36 1

Q15424 SAFB S 601 -0,223726 2 ___1 1 1,24E-10 120,77 108,15 120,29 1,9703 809840000 Scaffold attachment factor B1 ASKSQDRKSASREKRSVVSFDKVKEPRKSRDUID2927 1;2

O75896 TUSC2 S 50 -0,223829 3 ___1 0,999869 4,68E-07 54,324 48,949 54,324 -0,026131 5269600 Tumor suppressor candidate 2 PRGRAVPPFVFTRRGSMFYDEDGDLAHEFYEUID600 1

Q70CQ2 USP34 S 3358 -0,224278 3 ___1 0,99218 1,12E-06 90,475 84,815 83,992 -0,56342 120100000 Ubiquitin carboxyl-terminal hydrolase 34 TKDDEGATPIKRRRVSSDEEHTVDSCISDMKUID3641 1;2

Q9UJU6 DBNL S 232 -0,22437 3 ___1 0,96598 4,37E-10 78,45 69,363 78,45 0,22429 59167000 Drebrin-like protein AARREQRYQEQGGEASPQRTWEQQQEVVSRNUID6223 1

Q9BZE4 GTPBP4 Y 466 -0,224553 2 ___2 0,880338 1,99E-10 105,38 93,401 92,935 0,57975 109480000 Nucleolar GTP-binding protein 1 EELEKEEELRTAAGEYDSVSESEDEEMLEIRUID16177 2;3

P61978 HNRNPK S 379 -0,224713 2 ___1 0,999999 1,16E-06 108,56 97,345 108,56 -0,17285 95751000 Heterogeneous nuclear ribonucleoprotein K QGGSGYDYSYAGGRGSYGDLGGPIITTQVTIUID1966 1

Q15424 SAFB2;SAFB S 288 -0,225506 2 ___1 1 0,00307015 78,655 59,343 78,655 -0,46211 7410400 Scaffold attachment factor B2;Scaffold attachment factor B1LASESTAHAQSSKADSLLAVVKREPAEQPGDUID2633 1

O60307 MAST3 S 747 -0,226679 2 ___1 1 0,00622319 89,047 22,777 88,136 -0,69352 13431000 Microtubule-associated serine/threonine-protein kinase 3EEGWERSEVDYGRRLSADIRLRSWTSSGSSCUID394 1

P40425 PBX2 S 330 -0,226898 2 ___1 0,999898 1,38E-12 149,69 126,6 149,69 -0,088582 15756000 Pre-B-cell leukemia transcription factor 2 IYAVKTAVSVTQGGHSRTSSPTPPSSAGSGGUID1449 1

Q99996 AKAP9 S 1641 -0,226924 2 ___1 0,5 4,73E-05 94,191 72,433 94,191 -0,27418 28632000 A-kinase anchor protein 9 LQEEIKRLNRQLAQRSSIDNENLVSERERVLUID5196 1

Q99996 AKAP9 S 1642 -0,226924 2 ___1 0,5 4,73E-05 94,191 72,433 94,191 -0,27418 28632000 A-kinase anchor protein 9 QEEIKRLNRQLAQRSSIDNENLVSERERVLLUID5197 1

Q9Y520 PRRC2C S 1542 -0,227624 2 ___1 0,973661 0,00474477 57,401 37,195 57,401 0,075936 11332000 Protein PRRC2C VGENVLPPKREIAKRSFSSQRPVDRQNRRGNUID6755 1

Q7KZI7 MARK2 S 571 -0,227723 3 ___1 0,856987 1,47E-07 88,79 78,509 88,79 0,40736 34682000 Serine/threonine-protein kinase MARK2 PRPSTAPQRVPVASPSAHNISSSGGAPDRTNUID3683 1

P16150 SPN S 351 -0,228088 2 ___1 1 5,91E-05 106,6 70,143 77,191 0,034805 99022000 Leukosialin SSRRPTLTTFFGRRKSRQGSLAMEELKSGSGUID1016 1;2

Q15648 MED1 S 1433 -0,228303 2 ___2 0,997832 0,00023958 68,513 61,98 67,136 -0,31174 21019000 Mediator of RNA polymerase II transcription subunit 1GEGLRPQMASSKNYGSPLISGSTPKHERGSPUID11050 2

Q8WYQ5 DGCR8 S 377 -0,228376 3 ___1 0,990412 5,44E-10 87,659 77,518 87,659 -0,1308 80054000 Microprocessor complex subunit DGCR8 EEREQSSDLTPSGDVSPVKPLSRSAELEFPLUID4582 1;2

Q8NFC6 BOD1L1 S 2986 -0,228452 4 ___1 0,78373 2,26E-13 66,479 66,479 66,479 0,35487 15931000 Biorientation of chromosomes in cell division protein 1-like 1QKSVSDPVEDKKEQESDEEEEEEEEDEPSGAUID4356 1

Q8NDI1 EHBP1 S 436 -0,228472 3 ___3 0,999922 1,99E-07 78,413 78,413 78,413 0,1059 88373000 EH domain-binding protein 1 AGKDLSTSPKPSPIPSPVLGRKPNASQSLLVUID20502 2;3

Q96SB8 SMC6 S 666 -0,228605 2 ___1 0,5 0,00065451 47,288 47,288 47,288 0,61095 3529600 Structural maintenance of chromosomes protein 6 SSENTRPKFLSRDVDSEISDLENEVENKTAQUID5061 1

Q09472 EP300 S 1037 -0,229027 3 ___1 0,568656 2,14E-14 92,833 92,833 91,416 0,15943 23932000 Histone acetyltransferase p300 EIKEEEDQPSTSATQSSPAPGQSKKKIFKPEUID2245 1

Q53EZ4 CEP55 S 428 -0,229112 2 ___1 0,846426 5,14E-05 115,1 104 115,1 -0,031721 18999000 Centrosomal protein of 55 kDa QGETENREKVAASPKSPTAALNESLVECPKCUID3118 1;2

Q3L8U1 CHD9 S 2079 -0,229291 2 ___2 1 0,0009369 72,891 64,98 72,891 -0,26867 17493000 Chromodomain-helicase-DNA-binding protein 9 MSSVETRTLIKSEPVSPKNGVLPQATGDQKSUID11180 2

Q3L8U1 CHD9 S 2075 -0,229291 2 ___2 0,999961 0,0009369 72,891 64,98 72,891 -0,26867 17493000 Chromodomain-helicase-DNA-binding protein 9 EEESMSSVETRTLIKSEPVSPKNGVLPQATGUID11179 2

P09661 SNRPA1 S 197 -0,229315 2 ___1 1 0,00175283 59,116 19,199 59,116 -0,21381 4830900 U2 small nuclear ribonucleoprotein A' NPGAGLPTDKKKGGPSPGDVEAIKNAIANASUID905 1

Q00526 CDK3;CDK2;CDK1T 14 -0,229619 2 ___1 1 1,14E-11 150,33 66,272 150,33 0,12829 563240000 Cyclin-dependent kinase 3;Cyclin-dependent kinase 2;Cyclin-dependent kinase 1__MDMFQKVEKIGEGTYGVVYKAKNRETGQLUID7080 1;2

Q5T8D3 ACBD5 S 194 -0,229822 3 ___2 0,507668 5,92E-09 56,021 53,514 56,021 -0,46694 13074000 Acyl-CoA-binding domain-containing protein 5 TSTPNAKTVNGKAESSDSGAESEEEEAQEEVUID11359 2

Q5T8D3 ACBD5 S 196 -0,229822 3 ___2 0,504649 5,92E-09 56,021 53,514 56,021 -0,46694 13074000 Acyl-CoA-binding domain-containing protein 5 TPNAKTVNGKAESSDSGAESEEEEAQEEVKGUID11360 2

Q52LA3 LIN52 S 53 -0,230651 2 ___1 0,824681 0,00120617 96,113 86,203 96,113 0,37266 13211000 Protein lin-52 homolog GVAEFAASFKSPITSSPPKWMAEIERDDIDMUID3112 1

Q56NI9 ESCO2 S 244 -0,230706 3 ___1 0,999995 1,24E-06 113,73 113,73 113,73 -0,05303 61129000 N-acetyltransferase ESCO2 SLGRTQKSKSEVIEDSDVETVSEKKTFATRQUID3135 1

O95685 PPP1R3D S 74 -0,231058 2 ___2 0,999991 0,00035091 73,887 56,948 67,061 0,47127 63082000 Protein phosphatase 1 regulatory subunit 3D GCDPRLRPIILRRARSLPSSPERRQKAAGAPUID8846 2

O95685 PPP1R3D S 78 -0,231058 3 ___2 0,974505 0,00035091 73,887 56,948 73,887 -0,21734 63082000 Protein phosphatase 1 regulatory subunit 3D RLRPIILRRARSLPSSPERRQKAAGAPGAACUID8847 2

Q12888 TP53BP1 S 525 -0,23124 2 ___2 0,999991 1,81E-09 142,85 142,85 133,13 0,099115 135950000 Tumor suppressor p53-binding protein 1 GDSCKLMLSTSEYSQSPKMESLSSHRIDEDGUID10424 1;2

Q12888 TP53BP1 S 523 -0,23124 2 ___2 0,974077 3,08E-07 133,13 133,13 119,32 0,16672 82403000 Tumor suppressor p53-binding protein 1 LTGDSCKLMLSTSEYSQSPKMESLSSHRIDEUID10423 2

Q08J23 NSUN2 S 456 -0,231532 3 ___1 0,679617 3,50E-05 49,638 44,533 49,638 -0,014547 4077200 tRNA (cytosine(34)-C(5))-methyltransferase KLQGKSAETRESTQLSPADLTEGKPTDPSKLUID2240 1

Q92574 TSC1 S 505 -0,232197 2 ___1 0,999941 0,0121272 52,278 41,405 52,278 -0,15693 6494700 Hamartin TTAEAEPVVPRGGFDSPFYRDSLPGSQRKTHUID4624 1

O60318 MCM3AP S 538 -0,233271 3 ___2 0,997692 1,63E-05 49,001 45,603 49,001 -0,53096 37155000 Germinal-center associated nuclear protein DGEVSPSTEDAPFQHSPLGKAAGRTGASSLLUID8498 2

O60318 MCM3AP S 527 -0,233271 4 ___2 0,894099 1,63E-05 49,001 45,603 44,267 -0,37725 37155000 Germinal-center associated nuclear protein KPFSLKEKKPGDGEVSPSTEDAPFQHSPLGKUID8497 2

Q96B97 SH3KBP1 S 587 -0,233337 2 ___1 0,995923 2,98E-05 80,534 80,534 80,534 0,073787 12825000 SH3 domain-containing kinase-binding protein 1 SPLSSSLGTAGHRANSPSLFGTEGKPKMEPAUID4772 1

Q86YS7 C2CD5 S 643 -0,23347 3 ___1 0,997961 1,46E-07 61,504 61,504 61,504 -0,49437 14583000 C2 domain-containing protein 5 LYEINPPEISEEIIGSPIPEPRQRSRLLRSQUID3987 1

P10412 HIST1H1E;HIST1H1D;HIST1H1CS 36 -0,233628 3 ___1 0,999998 8,49E-05 105,14 94,614 76,713 -0,86281 97712000 Histone H1.4;Histone H1.3;Histone H1.2 KKAKKAGATAGKRKASGPPVSELITKAVAAS;KKKAAKKAGGTPRKASGPPVSELITKAVAAS;KKKARKSAGAAKRKASGPPVSELITKAVAASUID921 1

Q9UPT8 ZC3H4 S 1114 -0,234062 3 ___2 0,845494 6,13E-09 55,714 55,714 55,714 -0,013881 89624000 Zinc finger CCCH domain-containing protein 4 PAEAPSPTASPSGDASPPATAPYDPRVLAAGUID14514 2

Q9NXX6 NSMCE4A S 61 -0,234084 3 ___2 0,863757 3,75E-14 66,828 66,828 60,181 -0,049982 24780000 Non-structural maintenance of chromosomes element 4 homolog ARREAPERPSLEDTEPSDSGDEMMDPASLEAEUID14032 2

Q9NXX6 NSMCE4A S 63 -0,234084 3 ___2 0,863757 3,75E-14 66,828 66,828 60,181 -0,049982 24780000 Non-structural maintenance of chromosomes element 4 homolog AEAPERPSLEDTEPSDSGDEMMDPASLEAEADUID14033 2

P49450 CENPA T 21 -0,234262 3 ___2 0,791718 6,41E-05 92,939 83,751 74,793 0,063266 182370000 Histone H3-like centromeric protein A RSRKPEAPRRRSPSPTPTPGPSRRGPSLGASUID15266 2

Q15276 RABEP1 S 410 -0,234302 2 ___2 0,999211 1,80E-22 170,11 170,11 170,11 -0,19415 120020000 Rab GTPase-binding effector protein 1 NDMFKDGLRRAQSTDSLGTSGSLQSKALGYNUID10999 2

O95819 MAP4K4 S 631 -0,234499 2 ___1 0,991344 0,00010318 107,17 78,208 77,813 -0,22364 221190000 Mitogen-activated protein kinase kinase kinase kinase 4QRPAEPQVPVRTTSRSPVLSRRDSPLQGSGQUID770 1;2

O95155 UBE4B S 105 -0,23472 2 ___1 0,947264 0,00776071 60,549 60,549 60,549 -1,1095 18118000 Ubiquitin conjugation factor E4 B SNSLETQSQSLSRSQSMDIDGVSCEKSMSQVUID684

Q9Y618 NCOR2 S 2413 -0,234924 3 ___1 0,999946 1,23E-07 60,464 60,464 60,464 0,42498 6637500 Nuclear receptor corepressor 2 GKAKVSGRPSSRKAKSPAPGLASGDRPPSVSUID6809 1

Q86YV0 RASAL3 S 224 -0,235052 3 ___2 0,994598 1,93E-08 64,954 64,954 59,598 0,27873 61717000 RAS protein activator like-3 KEKKKARLEPRDGPPSALGSRESLATLSELDUID12097 2;3

P46013 MKI67 S 1861 -0,235072 3 ___1 0,857358 9,36E-06 55,864 51,155 55,864 -0,21214 19654000 Antigen KI-67 NPTTDEKTTKKILCKSPQSDPADTPTNTKQRUID1549 1

Q92835 INPP5D S 971 -0,235085 2 ___2 1 8,58E-16 160,03 160,03 110,26 -0,26344 89629000 Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1CRGESPPTPPGQPPISPKKFLPSTANRGLPPUID12803 1;2

Q92835 INPP5D T 963 -0,235085 2 ___2 0,999815 8,70E-05 110,26 110,26 110,26 -0,26344 38912000 Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1PKDSPLGPCRGESPPTPPGQPPISPKKFLPSUID15776 2

Q9UJV9 DDX41 S 23 -0,235119 2 ___1 1 1,80E-17 126,63 126,63 126,63 0,63008 313510000 Probable ATP-dependent RNA helicase DDX41 RKRARTDEVPAGGSRSEAEDEDDEDYVPYVPUID6225 1;2

Q96JM3 CHAMP1 S 374 -0,235603 2 ___1 0,671598 0,0023598 72,652 59,695 72,652 -0,14183 9263700 Chromosome alignment-maintaining phosphoprotein 1WKPTPSVSSASWKSSSVSPSSWKSPPASPESUID4955 1

P46821 MAP1B S 1785 -0,236248 2 ___1 0,998659 0,00013293 82,008 62,531 82,008 -0,051093 96712000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1VQSLEGEKLSPKSDISPLTPRESSPLYSPTFUID1617 1;2;4

P17096 HMGA1 S 99 -0,236293 2 ___2 1 8,89E-18 148,52 145,73 60,364 0,22692 1682700000 High mobility group protein HMG-I/HMG-Y RGRPKKLEKEEEEGISQESSEEEQ_______UID9137 2;3

Q92844 TANK T 224 -0,236486 3 ___2 0,520604 0,00013312 53,553 49,027 53,553 -0,29199 18680000 TRAF family member-associated NF-kappa-B activatorITSVTPRGLCRDEEDTSFESLSKFNVKFPPMUID15779 2

Q86X10 RALGAPB S 359 -0,236554 2 ___1 0,91194 0,00367363 52,788 45,496 52,788 0,045399 13273000 Ral GTPase-activating protein subunit beta CLVDAFLGISRPRSDSAPPTPVNRLSMPQSAUID3953 1

P28715 ERCC5 S 563 -0,237465 2 ___2 0,995316 2,00E-06 129,54 121,81 86,944 0,056817 57581000 DNA repair protein complementing XP-G cells ELCPYESKFDSSLLSSDDETKCKPNSASEVIUID9372 1;2

P28715 ERCC5 S 562 -0,237465 2 ___2 0,993203 3,24E-05 86,944 77,587 86,944 0,056817 43145000 DNA repair protein complementing XP-G cells NELCPYESKFDSSLLSSDDETKCKPNSASEVUID9371 2

Q8N4C6 NIN S 269 -0,238732 3 ___2 0,999961 0,00034307 59,673 52,128 59,673 -0,21379 12553000 Ninein TPSASTPYRQLKRHLSMQSFDESGRRTTTSSUID12325 2

Q8N4C6 NIN S 272 -0,238732 3 ___2 0,994522 0,00034307 59,673 52,128 59,673 -0,21379 12553000 Ninein ASTPYRQLKRHLSMQSFDESGRRTTTSSAMTUID12326 2

Q7Z5L9 IRF2BP2 S 460 -0,239025 2 ___2 0,983236 2,12E-05 108,71 108,71 108,71 -0,076982 128860000 Interferon regulatory factor 2-binding protein 2 NQVHSTTRRNSNSPPSPSSMNQRRLGPREVGUID11913 1;2

Q14676 MDC1 S 1820 -0,239038 2 ___1 0,983159 0,00081204 62,924 32,052 62,924 -0,56362 6393700 Mediator of DNA damage checkpoint protein 1 PKASQSRKRSLATMDSPPHQKQPQRGEVSQKUID2731 1

Q14566 MCM6 S 268 -0,239089 3 ___1 0,503309 3,81E-06 60,398 60,398 60,398 0,1914 6058100 DNA replication licensing factor MCM6 DVSKLSTPGARAETNSRVSGVDGYETEGIRGUID2702 1

Q13111 CHAF1A S 772 -0,239371 2 ___1 0,989345 9,26E-16 131,06 95,549 131,06 -0,21875 34051000 Chromatin assembly factor 1 subunit A FQEHCRRGLLSNHTGSPRSPSTTYLHTPTPSUID2392 1

O94915 FRYL S 2272 -0,240605 2 ___1 0,883186 0,00029659 55,975 43,349 55,975 0,65785 15893000 Protein furry homolog-like VVPSDIPKTYGGDTGSPEISFTKIFNNVSKEUID666 1

P78347 GTF2I S 103 -0,240772 2 ___1 1 4,71E-05 94,122 94,122 94,122 0,17982 14659000 General transcription factor II-I AEMHKMKSTTQANRMSVDAVEIETLRKTVEDUID2025 1

P49450 CENPA S 17 -0,241205 2 ___2 0,999231 3,38E-05 92,939 83,751 85,837 -0,04226 1237800000 Histone H3-like centromeric protein A GPRRRSRKPEAPRRRSPSPTPTPGPSRRGPSUID9778 2

Q15398 DLGAP5 S 662 -0,241936 2 ___1 0,814457 6,33E-10 81,723 81,723 81,723 -0,22963 32341000 Disks large-associated protein 5 VSQSRNEMGIPQQTTSPENAGPQNTKSEHVKUID2919 1

Q9H9C1 VIPAS39 S 121 -0,242168 3 ___2 0,968072 5,21E-07 95,835 85,019 95,835 0,070777 31949000 Spermatogenesis-defective protein 39 homolog TYSLSSFFRGRTRPGSFQSLSDALSDTPAKSUID13781 1;2

Q9H9C1 VIPAS39 S 124 -0,242168 3 ___2 0,912899 0,00014309 45,972 36,314 45,972 -0,1985 9242300 Spermatogenesis-defective protein 39 homolog LSSFFRGRTRPGSFQSLSDALSDTPAKSYAPUID13782 2

Q9UIS9 MBD1 S 311 -0,243198 3 ___1 0,800996 7,48E-06 48,685 48,685 48,685 0,17387 9095600 Methyl-CpG-binding domain protein 1 QSPEPTEPHPRALAPSPPAEFIYYCVDEDELUID6211 1

O00203 AP3B1 S 276 -0,244893 2 ___1 0,999999 5,60E-07 132,14 124,01 119,39 0,60605 135590000 AP-3 complex subunit beta-1 KEGDELEDNGKNFYESDDDQKEKTDKKKKPYUID72 1

Q96BD0 SLCO4A1 S 40 -0,24495 3 ___2 0,988656 5,29E-05 82,55 74,33 64,705 -0,20473 41086000 Solute carrier organic anion transporter family member 4A1DHTPPSRRASPGTPLSPGSLRSAAHSPLDTSUID12875 1;2

Q96BD0 SLCO4A1 S 34 -0,24495 3 ___2 0,960315 0,0001394 64,705 57,335 45,916 -0,19832 11052000 Solute carrier organic anion transporter family member 4A1AMENGLDHTPPSRRASPGTPLSPGSLRSAAHUID12874 2

Q9UK61 FAM208A S 694 -0,244993 3 ___1 0,998011 6,11E-05 91,584 84,416 60,564 -0,095703 24338000 Protein FAM208A DRVKELINLIQCRKKSVGGDSDTEDMRSKTVUID6238 1;2

Q9Y2W1 THRAP3 S 406 -0,24573 2 ___2 0,999868 8,05E-05 73,296 73,296 73,296 -0,53822 146020000 Thyroid hormone receptor-associated protein 3 DSFAPKTDSEKPFRGSQSPKRYKLRDDFEKKUID14767 2



Q9UKV3 ACIN1 S 710 -0,247114 2 ___1 1 7,33E-39 203,93 156,22 51,009 0,65992 248050000 Apoptotic chromatin condensation inducer in the nucleusERTSTSSSSVQARRLSQPESAEKHVTQRLQPUID6288 1;2

Q00059 TFAM S 195 -0,247301 3 ___1 0,926503 7,19E-06 84,14 69,211 79,837 0,10451 34912000 Transcription factor A, mitochondrial EKLKTVKENWKNLSDSEKELYIQHAKEDETRUID2064 1

P21127 CDK11B;CDK11AS 283 -0,247472 2 ___1 0,98994 1,68E-62 218,16 218,16 218,16 0,029885 43337000 Cyclin-dependent kinase 11B;Cyclin-dependent kinase 11AEKMEERDLLSDLQDISDSERKTSSAESSSAEUID1143 1

O75494 SRSF10 S 108 -0,247936 2 ___1 0,717545 1,15E-20 162,72 162,72 162,72 -0,14689 27841000 Serine/arginine-rich splicing factor 10 PNQMKAKEGRNVYSSSRYDDYDRYRRSRSRSUID565 1

Q96QC0 PPP1R10 S 313 -0,248133 2 ___1 0,994121 3,03E-05 83,692 83,692 83,692 0,071598 7858400 Serine/threonine-protein phosphatase 1 regulatory subunit 10APVPGIKIKKKKKVLSPTAAKPSPFEGKTSTUID5016 1

Q9UH62 ARMCX3 S 110 -0,248163 3 ___1 0,910958 9,38E-09 82,267 65,868 82,267 -0,022673 30570000 Armadillo repeat-containing X-linked protein 3 RARATRARRAVQKRASPNSDDTVLSPQELQKUID6158 1

P78344 EIF4G2 T 508 -0,248223 2 ___1 0,982934 0,00015507 80,979 71,791 73,834 -0,14489 32323000 Eukaryotic translation initiation factor 4 gamma 2 QITMIPPSAQPPRTQTPPLGQTPQLGLKTNPUID7233 1

Q15424 SAFB S 601 -0,24843 2 ___2 1 1,24E-10 120,77 108,15 120,29 1,9703 809840000 Scaffold attachment factor B1 ASKSQDRKSASREKRSVVSFDKVKEPRKSRDUID11024 1;2

Q15424 SAFB S 604 -0,24843 2 ___2 1 1,24E-10 120,77 108,15 120,29 1,9703 1536400000 Scaffold attachment factor B1 SQDRKSASREKRSVVSFDKVKEPRKSRDSESUID11025 1;2

Q8WY22 BRI3BP S 248 -0,248623 3 ___1 0,998086 0,00021994 85,271 39,446 85,271 -0,57549 27966000 BRI3-binding protein LLNIRLNRVLESLDRSKDK____________UID4565 1

P23246 SFPQ S 33 -0,248673 2 ___1 1 0,00012345 90,685 81,497 90,685 -0,014802 13535000 Splicing factor, proline- and glutamine-rich RRGGGGGRGGLHDFRSPPPGMGLNQNRGPMGUID1180 1

Q14161 GIT2 S 418 -0,248793 2 ___2 0,924652 2,01E-07 68,83 68,83 68,83 0,2121 4666700 ARF GTPase-activating protein GIT2 LETTASKTNRQKSLDSDLSDGPVTVQEFMEVUID10768 2

Q14161 GIT2 S 421 -0,248793 2 ___2 0,901346 2,01E-07 68,83 68,83 68,83 0,2121 4666700 ARF GTPase-activating protein GIT2 TASKTNRQKSLDSDLSDGPVTVQEFMEVKNAUID10769 2

Q16514 TAF12 S 51 -0,249109 2 ___1 0,999996 0,00183066 59,908 48,397 59,908 -0,028397 24011000 Transcription initiation factor TFIID subunit 12 AVVKIPGTPGAGGRLSPENNQVLTKKKLQDLUID2993 1

Q86VQ1 GLCCI1 S 108 -0,249169 2 ___2 0,858315 2,49E-12 128,38 118,19 128,14 -0,016041 36900000 Glucocorticoid-induced transcript 1 protein GSLPGPGAARGPSPSSPTPPAAAAPAEQAPRUID12013 1;2

Q7Z5K2 WAPAL S 221 -0,249248 2 ___1 0,999995 2,37E-83 233,85 233,85 233,85 -0,043493 2394700000 Wings apart-like protein homolog ETNDTWNSQFGKRPESPSEISPIKGSVRTGLUID3809 1;2

Q5VWG9 TAF3 S 301 -0,249456 2 ___2 0,998744 8,14E-05 62,475 62,475 62,475 0,27083 17690000 Transcription initiation factor TFIID subunit 3 PKTAQSPAMVGSPIRSPKTVSKEKKSPGRSKUID11438 2

Q15527 SURF2 T 195 -0,249942 3 ___2 0,986562 0,00011294 43,554 43,554 43,554 -0,29827 23681000 Surfeit locus protein 2 DLGSTEDGDGTDDFLTDKEDEKAKPPREKATUID15498 2

Q12912 LRMP S 345 -0,250032 2 ___1 1 3,92E-05 81,703 76,437 81,703 -0,26911 46585000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinAELEELKQVLLQNERSFNPLEDDDDCQIKKRUID2362 1

Q92734 TFG S 197 -0,250679 3 ___1 0,99574 1,54E-10 71,085 71,085 71,085 0,11573 7829300 Protein TFG MSAFGLTDDQVSGPPSAPAEDRSGTPDSIASUID4691 1

Q9UKT5 FBXO4 S 12 -0,250793 2 ___1 0,986705 3,01E-06 122,33 122,33 122,33 -0,035468 14231000 F-box only protein 4 ____MAGSEPRSGTNSPPPPFSDWGRLEAAIUID6272 1

P10644 PRKAR1A S 83 -0,250868 3 ___1 0,996062 5,09E-07 92,211 73,013 86,959 0,2475 161370000 cAMP-dependent protein kinase type I-alpha regulatory subunit;cAMP-dependent protein kinase type I-alpha regulatory subunit, N-terminally processedLQKAGTRTDSREDEISPPPPNPVVKGRRRRGUID923 1

Q8N6T7 SIRT6 S 338 -0,250989 3 ___1 0,5 0,0065627 40,801 35,897 40,801 0,81951 5443500 NAD-dependent protein deacetylase sirtuin-6 HNGSEPASPKRERPTSPAPHRPPKRVKAKAVUID4258 1

Q8N6T7 SIRT6 T 337 -0,250989 3 ___1 0,5 0,0065627 40,801 35,897 40,801 0,81951 5443500 NAD-dependent protein deacetylase sirtuin-6 QHNGSEPASPKRERPTSPAPHRPPKRVKAKAUID7627 1

Q9Y5P4 COL4A3BP S 373 -0,251393 2 ___1 0,999996 0,00748961 71,451 64,562 71,451 -0,076921 15532000 Collagen type IV alpha-3-binding protein AFSSVGTHRFVQKPYSRSSSMSSIDLVSASDUID6779 1

Q9BVS4 RIOK2 S 332 -0,251516 2 ___2 1 2,60E-25 132,84 117,4 78,69 0,1022 95447000 Serine/threonine-protein kinase RIO2 HPLGPDDKNIETKEGSEFSFSDGEVAEKAEVUID13408 1;2;3

Q8IXT5 RBM12B S 391 -0,251985 3 ___1 0,852808 3,58E-06 60,991 54,868 60,991 0,012381 5067700 RNA-binding protein 12B GSLERDRPGHVSQKYSQEGNSGQKLCIYIRNUID4088 1

Q9H0W8 SMG9 S 4 -0,252222 2 ___1 0,830264 7,70E-05 106,14 99,977 106,14 0,42878 24269000 Protein SMG9 ____________MSESGHSQPGLYGIERRRRUID5490 1

P51532 SMARCA4 T 609 -0,252446 3 ___2 0,69371 1,43E-18 79,29 79,29 43,686 -0,098909 119020000 Transcription activator BRG1 GQTPAIGPDGEPLDETSQMSDLPVKVIHVESUID15292 2

P85037 FOXK1 S 223 -0,25281 2 ___1 1 3,43E-07 115,88 115,88 115,88 0,004061 191580000 Forkhead box protein K1 EEAPASPLRPLYPQISPLKIHIPEPDLRSMVUID2046 1;2

Q9H3N1 TMX1 S 280 -0,25294 2 ___1 0,976803 0,00096689 72,643 51,179 72,643 -0,46885 10783000 Thioredoxin-related transmembrane protein 1 AIRQRSLGPSLATDKS_______________UID5538 1

Q9Y6R9 CCDC61 S 373 -0,252992 2 ___2 0,997973 0,00062724 43,991 43,991 43,991 0,082278 10504000 Coiled-coil domain-containing protein 61 QREIQMKQQQRNRLGSGGSGDGPSVSWSRQTUID14947 2

Q9Y6R9 CCDC61 S 376 -0,252992 2 ___2 0,997899 0,00062724 43,991 43,991 43,991 0,082278 10504000 Coiled-coil domain-containing protein 61 IQMKQQQRNRLGSGGSGDGPSVSWSRQTQPPUID14948 2

Q9UPT8 ZC3H4 S 1104 -0,253137 3 ___2 0,621184 6,13E-09 55,714 55,714 55,714 -0,013881 54847000 Zinc finger CCCH domain-containing protein 4 TASSRAAKPGPAEAPSPTASPSGDASPPATAUID14512 2

Q01658 DR1 S 3 -0,253498 2 ___1 0,545072 9,74E-05 106,35 106,35 106,35 0,10248 5918500 Protein Dr1 _____________MASSSGNDDDLTIPRAAIUID2106 1

Q49A26 GLYR1 S 130 -0,254039 2 ___1 0,999997 1,72E-05 146,57 67,635 146,57 0,08951 76914000 Putative oxidoreductase GLYR1 EERSRPNSGDEKRKLSLSEGKVKKNMGEGKKUID3089 1

Q8TEK3 DOT1L S 902 -0,254041 2 ___2 0,999731 0,00046384 94,122 78,55 94,122 -0,2308 110510000 Histone-lysine N-methyltransferase, H3 lysine-79 specificSVVLPSRAERARSTPSPVLQPRDPSSTLEKQUID12561 2

Q01130 SRSF2 S 206 -0,254375 2 ___2 0,999999 2,68E-05 71,781 71,781 71,781 0,16835 135180000 Serine/arginine-rich splicing factor 2 SPPPVSKRESKSRSRSKSPPKSPEEEGAVSSUID10181 2;3

Q01130 SRSF2 S 208 -0,254375 2 ___2 0,999999 2,68E-05 71,781 71,781 71,781 0,16835 135180000 Serine/arginine-rich splicing factor 2 PPVSKRESKSRSRSKSPPKSPEEEGAVSS__UID10182 2;3

O14745 SLC9A3R1 S 269 -0,254565 3 ___1 0,999974 2,27E-06 57,278 57,278 57,278 -0,10624 5551400 Na(+)/H(+) exchange regulatory cofactor NHE-RF1 PLPVPFTNGEIQKENSREALAEAALESPRPAUID187 1

P51858 HDGF S 132 -0,254759 2 ___1 1 6,76E-13 137,89 126,04 106,58 0,26475 3746100000 Hepatoma-derived growth factor EAAEGDGDKKGNAEGSSDEEGKLVIDEPAKEUID1826 1;2

Q9NR19 ACSS2 S 265 -0,254857 2 ___1 0,561081 0,00367991 55,186 42,973 55,186 -0,62821 9880400 Acetyl-coenzyme A synthetase, cytoplasmic VKHLGRAELGMGDSTSQSPPIKRSCPDVQISUID5788 1

Q9BZF2 OSBPL7 S 272 -0,255163 2 ___1 0,998309 0,00116419 62,466 50,697 62,466 -0,59231 17059000 Oxysterol-binding protein-related protein 7 FAKDDTIGRVGRLHGSVPNLSRYLESRDSSGUID5397 1

Q13233 MAP3K1 S 292 -0,255338 3 ___1 0,997835 1,02E-06 65,901 57,909 59,996 -0,13694 9929200 Mitogen-activated protein kinase kinase kinase 1 VPFQSGRITPPRRAPSPDGFSPYSPEETNRRUID2417 1

Q8IY92 SLX4 S 1469 -0,256388 2 ___1 1 2,31E-05 107,85 92,645 107,85 -0,042157 25841000 Structure-specific endonuclease subunit SLX4 PSRRMNEAADSRDCRSPGLLDTTPIRGSCTTUID4109 1;2

Q9C0E8 LNP S 177 -0,256718 3 ___1 0,766634 3,58E-05 40,669 40,669 40,669 0,062081 3261000 Protein lunapark PGQEIRQRTAAQRNLSPTPASPNQGPPPQVPUID5440 1

P18887 XRCC1 T 457 -0,257709 3 ___2 0,615628 3,02E-15 141,69 129,33 77,731 0,33877 306610000 DNA repair protein XRCC1 AAGPSSPQKPPTPEETKAASPVLQEDIDIEGUID15156 2

Q9UI08 EVL S 354 -0,257809 3 ___2 0,997426 2,63E-09 70,449 70,449 69,952 -0,27072 97676000 Ena/VASP-like protein ILSRTPSVAKSPEAKSPLQSQPHSRMKPAGSUID14287 2

Q9UI08 EVL S 349 -0,257809 3 ___2 0,967323 2,63E-09 70,449 70,449 69,952 -0,27072 97676000 Ena/VASP-like protein KPVSSILSRTPSVAKSPEAKSPLQSQPHSRMUID14286 2

Q9C0C2 TNKS1BP1 S 601 -0,257925 3 ___1 0,996926 5,67E-06 57,578 53,226 57,578 -0,21227 5076000 182 kDa tankyrase-1-binding protein AEERYESQEPLAGQESPLPLATREAALPILEUID5429 1

P54727 RAD23B S 160 -0,258563 3 ___1 0,778308 7,81E-14 77,825 77,825 77,825 -0,12662 22806000 UV excision repair protein RAD23 homolog B QEKPAEKPAETPVATSPTATDSTSGDSSRSNUID1889 1

P52948 NUP98 T 670 -0,258891 2 ___1 0,922465 0,035746 49,025 27,279 49,025 0,022792 8384300 Nuclear pore complex protein Nup98-Nup96;Nuclear pore complex protein Nup98;Nuclear pore complex protein Nup96VSHFYTNPIAKPIPQTPESAGNKHSNSNSVDUID7204 1

Q6P1J6 PLB1 S 1192 -0,259167 2 ___1 1 0,0112491 54,066 19,374 54,066 -0,29714 23497000 Phospholipase B1, membrane-associated;Phospholipase A2;LysophospholipaseDMPAQAWDLVERMKNSPDINLEKDWKLVTLFUID3507 1

P81877 SSBP2 S 321 -0,259426 2 ___1 0,999275 3,71E-05 68,944 59,538 68,944 1,0842 3290800 Single-stranded DNA-binding protein 2 NGSLGSGDMDSISKNSPNNMSLSNQPGTPRDUID2039 1

Q9P2R6 RERE S 1106 -0,259934 4 ___3 0,99887 2,72E-21 79,59 79,59 68,108 0,1551 96765000 Arginine-glutamic acid dipeptide repeats protein VQIKEEALDDAEEPESPPPPPRSPSPEPTVVUID22279 3

Q9P2R6 RERE S 1115 -0,259934 4 ___3 0,979908 2,72E-21 79,59 79,59 79,59 0,074144 96765000 Arginine-glutamic acid dipeptide repeats protein DAEEPESPPPPPRSPSPEPTVVDTPSHASQSUID22281 3

Q9P2R6 RERE S 1113 -0,259934 3 ___3 0,97414 2,72E-21 79,59 79,59 61,776 -0,011725 96765000 Arginine-glutamic acid dipeptide repeats protein LDDAEEPESPPPPPRSPSPEPTVVDTPSHASUID22280 3

Q8TB45 DEPTOR T 241 -0,260152 3 ___1 0,770465 5,50E-05 110,12 110,12 110,12 -0,15059 17809000 DEP domain-containing mTOR-interacting protein RLMELLNEKSPSSQETHDSPFCLRKQSHDNRUID7646 1

P78344 EIF4G2 S 395 -0,260453 2 ___1 0,999885 0,00333351 102,81 81,946 102,81 -0,39959 50964000 Eukaryotic translation initiation factor 4 gamma 2 GSGIGTGPGVIQDRFSPTMGRHRSNQLFNGHUID2019 1

Q14004 CDK13 T 871 -0,260475 3 ___1 0,999876 5,08E-14 159,12 132,71 119,77 0,21663 346790000 Cyclin-dependent kinase 13 FGLARLYSSEESRPYTNKVITLWYRPPELLLUID7350 1

Q08J23 NSUN2 S 593 -0,260585 2 ___1 1 5,02E-05 112,43 103,9 112,43 1,0322 10905000 tRNA (cytosine(34)-C(5))-methyltransferase MKVINTGIKVWCRNNSGEEFDCAFRLAQEGIUID2241 1

P62070 RRAS2 S 186 -0,260818 3 ___1 0,998102 1,04E-05 92,993 84,904 92,993 -0,2285 165220000 Ras-related protein R-Ras2 LVRVIRKFQEQECPPSPEPTRKEKDKKGCHCUID1968 1

Q8IXT5 RBM12B S 575 -0,26176 3 ___2 1 2,22E-09 89,866 89,866 88,133 -0,11113 56120000 RNA-binding protein 12B HSSEDFRFPPEDFRHSPEDFRRPREEDFRRPUID12188 1;2

Q8IXT5 RBM12B S 562 -0,26176 4 ___2 0,911505 2,22E-09 71,86 71,86 71,86 -0,1038 14242000 RNA-binding protein 12B FRQPDRHPPEDFRHSSEDFRFPPEDFRHSPEUID12191 2

O95394 PGM3 S 64 -0,2627 2 ___1 0,981536 1,32E-69 198,07 179,31 198,07 -0,54444 137400000 Phosphoacetylglucosamine mutase RSKQTKSTIGVMVTASHNPEEDNGVKLVDPLUID717 1

Q9H6Z4 RANBP3 S 108 -0,263076 3 ___2 1 1,37E-15 115,92 115,92 115,92 -0,30492 581860000 Ran-binding protein 3 AGRSAGGSSPEGGEDSDREDGNYCPPVKRERUID13737 1;2;3

O43399 TPD52L2 S 96 -0,263087 2 ___1 1 4,13E-09 136,17 136,17 130,24 0,17474 34248000 Tumor protein D54 LGLSTLGELKQNLSRSWHDVQVSSAYVKTSEUID304 1

Q86U06 RBM23 S 128 -0,263269 2 ___1 0,999967 0,010636 55,314 44,15 55,314 -0,19174 11908000 Probable RNA-binding protein 23 SRSRDHRREDRVHYRSPPLATGYRYGHSKSPUID3877 1

Q13098 GPS1 S 474 -0,263975 2 ___1 1 1,09E-13 123,29 108,6 123,29 -0,37671 20703000 COP9 signalosome complex subunit 1 VLRNQIHVKSPPREGSQGELTPANSQSRMSTUID2388 1

P17858 PFKL S 775 -0,264188 2 ___1 0,999974 0,00874093 66,568 61,713 66,568 -0,14211 18217000 ATP-dependent 6-phosphofructokinase, liver type AYVSGELEHVTRRTLSMDKGF__________UID1060 1

Q9ULU4 ZMYND8 S 707 -0,264928 3 ___2 0,601052 9,20E-14 65,378 65,378 65,378 1,0727 13959000 Protein kinase C-binding protein 1 GKDETDSPTVHLGLDSDSESELVIDLGEDHSUID14435 2

Q9ULU4 ZMYND8 S 709 -0,264928 3 ___2 0,601052 9,20E-14 65,378 65,378 65,378 1,0727 13959000 Protein kinase C-binding protein 1 DETDSPTVHLGLDSDSESELVIDLGEDHSGRUID14436 2

Q9ULU4 ZMYND8 S 711 -0,264928 3 ___2 0,601052 9,20E-14 65,378 65,378 65,378 1,0727 13959000 Protein kinase C-binding protein 1 TDSPTVHLGLDSDSESELVIDLGEDHSGREGUID14437 2

Q7L2J0 MEPCE S 69 -0,264962 2 ___1 0,99999 1,33E-06 93,754 79,064 93,754 -0,56325 8835500 7SK snRNA methylphosphate capping enzyme CAPSAGSPAAAVGRESPGAAATSSSGPQAQQUID3691 1

Q8IWS0 PHF6 S 138 -0,265137 3 ___2 0,980423 6,82E-06 50,224 50,224 50,224 0,90638 26432000 PHD finger protein 6 IYMVYCRKHKKTAHNSEADLEESFNEHELEPUID12152 2

Q8WWQ0 PHIP S 674 -0,26536 3 ___1 0,992011 2,72E-06 93,51 78,83 57,496 0,09243 34109000 PH-interacting protein SGEAVISNTSRLSRGSISSTSEVHSPPNVGLUID4545 1

Q92785 DPF2 S 244 -0,266475 4 ___1 0,999785 1,07E-28 101,87 96,762 76,003 0,077451 379970000 Zinc finger protein ubi-d4 AHSHLAEEEGEDKEDSQPPTPVSQRSEEQKSUID4698 1;2

Q13523 PRPF4B S 277 -0,266732 2 ___1 0,999998 0,0133903 61,962 30,659 61,962 0,37739 18748000 Serine/threonine-protein kinase PRP4 homolog KVKIEDKSKSKDRKKSPIINESRSRDRGKKSUID2547 1

Q99543 DNAJC2 S 47 -0,266797 4 ___1 1 8,80E-21 128,31 121,42 43,256 -0,068975 178480000 DnaJ homolog subfamily C member 2;DnaJ homolog subfamily C member 2, N-terminally processedGRWFEAFVKRRNRNASASFQELEDKKELSEEUID5141 1;2;3;4

P04920 SLC4A2 S 173 -0,266991 2 ___2 0,901305 1,26E-05 72,634 72,634 72,634 -0,12888 31534000 Anion exchange protein 2 EDDSADRKAERTSPSSPAPLPHQEATPRASKUID8913 1;2

P20042 EIF2S2 S 105 -0,267513 3 ___1 0,998953 8,81E-10 74,207 74,207 64,213 0,25136 26478000 Eukaryotic translation initiation factor 2 subunit 2 DIDEAEEGVKDLKIESDVQEPTEPEDDLDIMUID1130 1

Q9Y2Q0 ATP8A1 S 29 -0,267753 3 ___2 0,99148 2,52E-06 105,39 97,845 54,281 -0,052548 165290000 Phospholipid-transporting ATPase IA RAEGYEKTDDVSEKTSLADQEEVRTIFINQPUID14727 1;2;3

Q96RU3 FNBP1 S 296 -0,268162 2 ___2 1 2,45E-122 272,1 241,21 272,1 0,25446 793740000 Formin-binding protein 1 DIEFEDYTQPMKRTVSDNSLSNSRGEGKPDLUID13150 1;2

Q9H8M2 BRD9 S 56 -0,268231 4 ___2 0,977764 1,73E-09 63,403 63,403 63,403 -0,25296 54873000 Bromodomain-containing protein 9 ELSGSGHDSSYYDDRSDHERERHKEKKKKKKUID13775 2

Q6NWY9 PRPF40B S 764 -0,268765 3 ___1 0,916455 0,00010481 61,167 61,167 61,167 -0,045934 14775000 Pre-mRNA-processing factor 40 homolog B LDSVESGGAALGGRGSPSSHLLGADHGLRKAUID3485 1

Q9Y608 LRRFIP2 S 323 -0,269321 2 ___1 0,62832 4,39E-22 170,78 153,08 170,78 0,43154 26188000 Leucine-rich repeat flightless-interacting protein 2 SSRNSASATTPLSGNSSRRGSGDTSSLIDPDUID6793 1

O14976 GAK S 829 -0,269512 3 ___2 0,901052 2,47E-09 60,541 57,964 52,268 -0,15339 37082000 Cyclin-G-associated kinase ESESALMEDRDESEVSDEGGSPISSEGQEPRUID8303 1;2

P46013 MKI67 S 1131 -0,269547 3 ___2 0,999228 7,43E-06 63,225 52,848 63,225 -1,4685 53407000 Antigen KI-67 EESMTDEKTTKIACKSPPPESVDTPTSTKQWUID9645 1;2

P46013 MKI67 T 1139 -0,269547 3 ___2 0,780849 1,38E-05 54,658 45,375 54,658 0,18676 20371000 Antigen KI-67 TTKIACKSPPPESVDTPTSTKQWPKRSLRKAUID15238 2

Q9BSJ8 ESYT1 S 1034 -0,269928 2 ___1 0,99648 0,00244034 83,869 66,629 83,869 -0,1944 12457000 Extended synaptotagmin-1 NRGTKRRTSQKKRTLSPEFNERFEWELPLDEUID5256 1

O95674 CDS2 S 23 -0,269982 4 ___2 0,558814 2,32E-19 90,698 78,551 90,698 -0,0010774 51868000 Phosphatidate cytidylyltransferase 2 VAHEPVAPPEDKESESEAKVDGETASDSESRUID8842 2

P38159 RBMX S 332 -0,27026 2 ___1 0,793227 4,30E-05 94,057 94,057 88,768 -0,25172 26527000 RNA-binding motif protein, X chromosome;RNA-binding motif protein, X chromosome, N-terminally processedRDGYGGSRDSYSSSRSDLYSSGRDRVGRQERUID1412 1

Q01804 OTUD4 S 416 -0,270355 2 ___1 0,994227 0,00801857 89,698 43,272 89,355 -0,04447 18355000 OTU domain-containing protein 4 SQKFSSEHKNLSRTPSQIIRKPDRERVEDFDUID2116 1

Q92900 UPF1 S 1107 -0,270477 2 ___2 0,999959 3,16E-31 178,12 178,12 110,37 0,025253 109040000 Regulator of nonsense transcripts 1 SYLGDEFKSQIDVALSQDSTYQGERAYQHGGUID12817 1;2

Q92900 UPF1 S 1110 -0,270477 2 ___2 0,901603 6,85E-08 110,37 99,104 100,35 -0,28023 16131000 Regulator of nonsense transcripts 1 GDEFKSQIDVALSQDSTYQGERAYQHGGVTGUID12818 2

P55196 MLLT4 S 512 -0,270631 2 ___1 1 0,0150427 49,418 21,647 49,418 -0,32573 4822100 Afadin FKFVDPSQDHALAKRSVDGGLMVKGPRHKPGUID1909 1

P85037 FOXK1 T 422 -0,270695 2 ___3 0,741536 0,00046675 48,883 33,618 48,883 2,1687 28027000 Forkhead box protein K1 TPFGPLSSRSAPASPTHPGLMSPRSGGLQTPUID23434 2;3

Q9H1E3 NUCKS1 S 113 -0,270786 3 ___1 1 3,52E-07 58,627 58,627 57,147 -0,58166 56190000 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1KAASKQREMLMEDVGSEEEQEEEDEAPFQEKUID5510 1

Q16875 PFKFB3 S 461 -0,270868 2 ___1 0,974357 6,76E-05 97,417 84,235 97,417 -0,09584 11659000 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase 3;6-phosphofructo-2-kinase;Fructose-2,6-bisphosphataseSEDAKKGPNPLMRRNSVTPLASPEPTKKPRIUID3016 1

P29590 PML S 518 -0,271035 2 ___2 1 3,24E-11 82,189 82,189 61,684 0,13187 222100000 Protein PML RSSPEQPRPSTSKAVSPPHLDGPPSPRSPVIUID9386 2;3

P29590 PML S 527 -0,271035 2 ___2 1 3,24E-11 82,189 82,189 61,684 0,13187 235260000 Protein PML STSKAVSPPHLDGPPSPRSPVIGSEVFLPNSUID9387 1;2;3

Q9NP64 ZCCHC17 S 114 -0,271396 2 ___1 1 0,00014837 130,98 80,376 130,98 0,28176 34709000 Nucleolar protein of 40 kDa DPNNVIIEQEERRRRSFQDYTGQKITLEAVLUID5735 1

Q1KMD3 HNRNPUL2 T 165 -0,271431 3 ___2 0,9818 3,92E-30 111,52 105,71 58,98 -0,23405 95865000 Heterogeneous nuclear ribonucleoprotein U-like protein 2GKREEDEPEERSGDETPGSEVPGDKAAEEQGUID15518 1;2

Q9Y6G9 DYNC1LI1 S 516 -0,271465 2 ___1 0,894047 1,91E-07 80,488 80,488 71,806 0,15937 273750000 Cytoplasmic dynein 1 light intermediate chain 1 RITRKPVTVSPTTPTSPTEGEAS________UID6827 1;2

P09651 HNRNPA1 S 4 -0,271513 2 ___2 0,986496 5,35E-21 162,72 162,72 162,72 0,17905 152510000 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processed____________MSKSESPKEPEQLRKLFIGUID8997 1;2

P27987 ITPKB S 174 -0,272311 2 ___2 1 0,00188803 71,555 71,555 69,451 -0,016422 57614000 Inositol-trisphosphate 3-kinase B SAIQAPRSPRLGRARSPSPCPFRSSSQPPGRUID9364 2

P27987 ITPKB S 176 -0,272311 2 ___2 1 0,00188803 71,555 71,555 69,451 -0,016422 57614000 Inositol-trisphosphate 3-kinase B IQAPRSPRLGRARSPSPCPFRSSSQPPGRVLUID9365 2

Q8TDB6 DTX3L S 532 -0,272454 3 ___1 0,938548 4,32E-06 75,064 67,932 75,064 -0,44199 9559500 E3 ubiquitin-protein ligase DTX3L GKKLKEGHETPMDIDSDDSKAASPPLKGSVSUID4448 1

Q8WZ73 RFFL S 229 -0,272907 3 ___2 0,962472 6,13E-06 58,457 50,368 58,457 -1,1165 11079000 E3 ubiquitin-protein ligase rififylin SVARVPAEDETQSIDSEDSFVPGRRASLSDLUID12685 2

Q8WZ73 RFFL S 226 -0,272907 3 ___2 0,919802 6,13E-06 58,457 50,368 52,321 -0,091965 11079000 E3 ubiquitin-protein ligase rififylin YLESVARVPAEDETQSIDSEDSFVPGRRASLUID12684 2

Q14103 HNRNPD S 87 -0,273102 4 ___2 0,990522 3,63E-18 128,87 120,37 128,87 -0,75987 428300000 Heterogeneous nuclear ribonucleoprotein D0 KNEEDEGHSNSSPRHSEAATAQREEWKMFIGUID10720 2

Q14156 EFR3A S 694 -0,273595 2 ___1 0,992403 2,81E-05 63,128 63,128 63,128 0,074574 26718000 Protein EFR3 homolog A LSVPYVPQVTDEDRLSRRKSIVDTVSIQVDIUID2652 1

Q8ND30 PPFIBP2 S 512 -0,274301 2 ___1 0,994284 2,24E-33 189,31 189,31 189,31 0,078306 181730000 Liprin-beta-2 PKGIKKFWGKIRRTQSGNFYTDTLGMAEFRRUID4295 1

Q9H3N1 TMX1 S 270 -0,275033 2 ___1 1 2,28E-12 151,26 125,24 146,5 0,52871 141410000 Thioredoxin-related transmembrane protein 1 EGTNKDFPQNAIRQRSLGPSLATDKS_____UID5537 1

Q13610 PWP1 S 485 -0,275118 2 ___1 0,999872 3,62E-12 149,23 139,24 149,23 -0,18461 81247000 Periodic tryptophan protein 1 homolog FGRRERLVLGSARNSSISGPFGSRSSDTPMEUID2584 1

P46821 MAP1B S 1389 -0,275245 2 ___1 0,878383 4,86E-07 82,707 82,707 82,707 0,38594 9741900 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1RASVSPMDEPVPDSESPIEKVLSPLRSPPLIUID1597 1

P78362 SRPK2 S 494 -0,27534 2 ___2 0,999756 9,21E-05 91,858 68,94 91,858 0,060326 33485000 SRSF protein kinase 2;SRSF protein kinase 2 N-terminal;SRSF protein kinase 2 C-terminalEQEESSPSHDRSRTVSASSTGDLPKAKTRAAUID10129 2

P0DJ93 SMIM13 S 58 -0,275472 3 ___3 0,840619 4,30E-13 70,249 64,565 70,249 0,004282 99752000 Small integral membrane protein 13 ELVGDTGSQEGDHEPSGSETEEDTSSSPHRIUID17107 2;3

P0DJ93 SMIM13 S 60 -0,275472 3 ___3 0,812093 4,30E-13 70,249 64,565 70,249 0,004282 99752000 Small integral membrane protein 13 VGDTGSQEGDHEPSGSETEEDTSSSPHRIRSUID17108 2;3

P0DJ93 SMIM13 T 48 -0,275472 3 ___3 0,59868 3,15E-09 61,415 56,095 50,857 0,30546 81059000 Small integral membrane protein 13 LFLSKFKFLRELVGDTGSQEGDHEPSGSETEUID23217 2;3

P0DJ93 SMIM13 S 50 -0,275472 3 ___3 0,598547 3,15E-09 61,415 56,095 50,857 0,30546 10368000 Small integral membrane protein 13 LSKFKFLRELVGDTGSQEGDHEPSGSETEEDUID17106 3

P0DJ93 SMIM13 T 62 -0,275472 3 ___3 0,59848 0,00070497 50,857 46,504 50,857 0,30546 10368000 Small integral membrane protein 13 DTGSQEGDHEPSGSETEEDTSSSPHRIRSARUID23218 3

Q9HCD5 NCOA5 S 381 -0,276141 2 ___2 0,998583 0,00146771 69,03 58,507 63,76 -0,085024 18945000 Nuclear receptor coactivator 5 YLRERKERLMRSSTDSLPGPISRQPLGATSGUID13815 2

Q9UIG0 BAZ1B S 947 -0,276171 2 ___1 0,982855 4,61E-21 171,32 155,73 171,32 -0,25371 41034000 Tyrosine-protein kinase BAZ1B SIDYRFNHHCKDHTVSGDEDYCPRSKKANLGUID6195 1

Q96PK6 RBM14 S 215 -0,276625 3 ___2 1 0,00384969 61,212 36,491 61,212 -0,21352 12385000 RNA-binding protein 14 GQARQPTPPFFGRDRSPLRRSPPRASYVAPLUID13100 2

Q96PK6 RBM14 S 220 -0,276625 3 ___2 1 0,00384969 61,212 36,491 61,212 -0,21352 12385000 RNA-binding protein 14 PTPPFFGRDRSPLRRSPPRASYVAPLTAQPAUID13101 2

Q86X53 ERICH1 S 238 -0,276642 2 ___1 0,893394 0,0116153 41,967 28,274 41,967 0,15505 19873000 Glutamate-rich protein 1 EEDVKDTREEDGADASEEDLTRARQEEGADAUID3967 1

Q86V48 LUZP1 S 659 -0,277378 3 ___1 0,999999 1,07E-06 72,891 65,66 69,765 -0,37194 35201000 Leucine zipper protein 1 LRCRVIKSSGREKPDSDDDLDIASLVTAKLVUID3899 1

P49585 PCYT1A S 343 -0,277949 2 ___1 0,593754 5,60E-05 103,26 93,898 86,729 0,036653 385940000 Choline-phosphate cytidylyltransferase A RSPSPSFRWPFSGKTSPPCSPANLSRHKAAAUID1690 1;2

P49585 PCYT1A T 342 -0,277949 2 ___1 0,5 0,00049931 103,26 93,898 103,26 0,18085 197000000 Choline-phosphate cytidylyltransferase A ERSPSPSFRWPFSGKTSPPCSPANLSRHKAAUID7170 1

Q12873 CHD3 T 1541 -0,278094 3 ___2 0,859292 2,76E-11 75,068 75,068 75,068 0,10866 34710000 Chromodomain-helicase-DNA-binding protein 3 KRSSRASSPTKTSPTTPEASATNSPCTSKPAUID15379 2

Q12873 CHD3 T 1547 -0,278094 3 ___2 0,503104 2,76E-11 75,068 75,068 75,068 0,10866 34710000 Chromodomain-helicase-DNA-binding protein 3 SSPTKTSPTTPEASATNSPCTSKPATPAPSEUID15380 2

Q99590 SCAF11 S 796 -0,278322 3 ___1 0,999887 6,50E-13 146,19 140,09 146,19 0,26836 505970000 Protein SCAF11 IDKTKKPRTRRSRFHSPSTTWSPNKDTPQEKUID5152 1;2

Q7Z4H7 HAUS6 S 908 -0,278394 2 ___1 0,999998 0,00836761 88,819 17,127 88,819 -0,45398 5137500 HAUS augmin-like complex subunit 6 KPSLRTSIGERKRSLSPLIKFSPVEQRLRTTUID3782 1

Q96MH2 HEXIM2 S 76 -0,27859 2 ___1 0,974118 4,19E-05 95,428 83,274 73,279 0,40856 39721000 Protein HEXIM2 AVGGLGWNSRSPRTQSPGGCSAEAVLARKKHUID4980 1;2

P78347 GTF2I S 412 -0,278765 2 ___1 0,987262 0,00064291 101,39 70,781 64,103 -0,050983 91991000 General transcription factor II-I LYVEGLPEGIPFRRPSTYGIPRLERILLAKEUID2026 1

O15014 ZNF609 S 358 -0,279757 2 ___1 0,999316 0,00053556 69,352 62,663 69,352 0,18162 22754000 Zinc finger protein 609 LDCTRHDWAPPRFCDSPTSDLEMRNGRGRGKUID208 1;2

Q9UJD0 RIMS3 S 295 -0,279796 2 ___1 0,995319 1,25E-53 207,39 192,52 207,39 -0,65177 122720000 Regulating synaptic membrane exocytosis protein 3 SSVADSTLGSLTRRLSQSSLESATSPSCS__UID6214 1;2

P16615 ATP2A2 S 663 -0,279813 2 ___1 1 1,87E-09 145,23 133,18 136,38 0,11959 32833000 Sarcoplasmic/endoplasmic reticulum calcium ATPase 2TSKAFTGREFDELNPSAQRDACLNARCFARVUID1024 1

P24928 POLR2A S 1878 -0,280026 2 ___2 0,998914 7,16E-15 159,12 159,12 159,12 0,15936 79776000 DNA-directed RNA polymerase II subunit RPB1 TSPKYSPTSPKYSPTSPTYSPTTPKYSPTSPUID9306 1;2

P24928 POLR2A S 1882 -0,280026 2 ___2 0,635364 3,35E-05 97,223 82,804 86,413 0,22145 32878000 DNA-directed RNA polymerase II subunit RPB1 YSPTSPKYSPTSPTYSPTTPKYSPTSPTYSPUID9307 2

Q13435 SF3B2 S 303 -0,280335 3 ___3 0,576767 1,65E-07 101,67 91,617 40,428 -0,23311 13573000 Splicing factor 3B subunit 2 NSQQEEEEMETDARSSLGQSASETEEDTVSVUID18686 3

Q13435 SF3B2 S 302 -0,280335 2 ___3 0,499893 3,97E-07 101,67 91,617 101,67 0,36217 13573000 Splicing factor 3B subunit 2 MNSQQEEEEMETDARSSLGQSASETEEDTVSUID18685 3

Q9H694 BICC1 S 721 -0,280598 2 ___1 0,804687 0,00059174 53,448 9,196 53,448 0,14175 15910000 Protein bicaudal C homolog 1 AAAQQNSERAHLAPRSSYVNMQAFDYEQKKLUID5605 1

P23588 EIF4B T 412 -0,280615 2 ___2 0,993662 5,58E-20 163,8 149,11 163,8 -0,13548 145390000 Eukaryotic translation initiation factor 4B ERRPRERHPSWRSEETQERERSRTGSESSQTUID15172 2

Q9Y2Q0 ATP8A1 S 25 -0,281219 2 ___2 0,994846 2,52E-06 111,43 101,68 111,43 0,1169 122920000 Phospholipid-transporting ATPase IA EIRSRAEGYEKTDDVSEKTSLADQEEVRTIFUID14726 2;3

Q13535 ATR S 435 -0,281474 2 ___1 0,697958 0,00979607 45,433 31,276 45,433 0,0092433 2555200 Serine/threonine-protein kinase ATR LSSNSDGISPKRRRLSSSLNPSKRAPKQTEEUID2554 1

Q9NR09 BIRC6 S 590 -0,281534 2 ___1 1 0,00103131 88,819 31,771 88,819 -0,08333 9764700 Baculoviral IAP repeat-containing protein 6 YKSPATSPISSNSHRSLDGLSRTQGESISEQUID5787 1

Q8N3D4 EHBP1L1 S 285 -0,282786 3 ___1 0,5 1,12E-11 119,89 119,89 119,89 0,15227 43783000 EH domain-binding protein 1-like protein 1 AGGQVGPEAPRPPETSPEMRSSRQPAQDTAPUID4218 1

Q8N3D4 EHBP1L1 T 284 -0,282786 3 ___1 0,5 1,12E-11 119,89 119,89 119,89 0,15227 43783000 EH domain-binding protein 1-like protein 1 EAGGQVGPEAPRPPETSPEMRSSRQPAQDTAUID7622 1

P42167 TMPO T 154 -0,283829 3 ___2 0,970353 1,20E-09 69,054 69,054 69,054 0,33252 51957000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinRKLYEKKLLKLREQGTESRSSTPLPTISSSAUID15228 2

P16885 PLCG2 S 160 -0,284029 2 ___1 0,994802 0,017111 68,557 24,576 68,557 -0,83199 23419000 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-2WLRKQIYSVDQTRRNSISLRELKTILPLINFUID1025 1

P04920 SLC4A2 S 170 -0,284142 3 ___2 0,499997 0,00010947 92,925 92,925 50,787 0,087611 9932100 Anion exchange protein 2 FLQEDDSADRKAERTSPSSPAPLPHQEATPRUID8911 2

P04920 SLC4A2 S 172 -0,284142 3 ___2 0,499997 1,57E-05 63,337 44,514 50,787 0,087611 9932100 Anion exchange protein 2 QEDDSADRKAERTSPSSPAPLPHQEATPRASUID8912 2

P04920 SLC4A2 T 169 -0,284142 3 ___2 0,499997 0,00010947 92,925 92,925 50,787 0,087611 9932100 Anion exchange protein 2 FFLQEDDSADRKAERTSPSSPAPLPHQEATPUID15101 2

Q14978 NOLC1 S 456 -0,284546 2 ___1 1 0,0134596 56,258 24,836 48,091 -0,53051 3067700 Nucleolar and coiled-body phosphoprotein 1 MVATTKPKATAKAALSLPAKQAPQGSRDSSSUID2805 1

Q1KMD3 HNRNPUL2 S 168 -0,284728 3 ___2 0,983011 5,07E-11 70,679 62,524 70,679 -0,36693 20918000 Heterogeneous nuclear ribonucleoprotein U-like protein 2EEDEPEERSGDETPGSEVPGDKAAEEQGDDQUID11117 2

Q12959 DLG1 S 575 -0,285513 2 ___1 0,835598 7,23E-06 119,46 98,505 119,46 -0,1892 8761600 Disks large homolog 1 LREQMMNSSISSGSGSLRTSQKRSLYVRALFUID2369 1

O75122 CLASP2 S 316 -0,285653 3 ___2 0,723058 9,54E-09 52,697 42,873 52,697 0,22844 12959000 CLIP-associating protein 2 QKSLQTYLKSSGSVASLPQSDRSSSSSQESLUID8591 2

A0AVK6 E2F8 S 102 -0,285688 3 ___1 1 0,00065833 53,21 47,496 49,606 0,016711 19919000 Transcription factor E2F8 RSGLPEAKDCIHEHLSGDEFEKSQPSRKEKSUID3 1

Q9UHB6 LIMA1 S 490 -0,286043 3 ___1 0,885531 0,00013896 57,173 57,173 57,173 -0,12115 39487000 LIM domain and actin-binding protein 1 LERPAQLANARETPHSPGVEDAPIAKVGVLAUID6161 1

P23528 CFL1 S 3 -0,28612 2 ___1 1 2,18E-24 182,23 142,65 120,53 0,0014538 2938000000 Cofilin-1 _____________MASGVAVSDGVIKVFNDMUID1190 1

Q6UB99 ANKRD11 S 1792 -0,286218 2 ___1 0,999287 0,00961771 85,67 27,811 76,221 -0,080781 11864000 Ankyrin repeat domain-containing protein 11 QAPARPLSTNLYRSVSVDIRRTPEEEFSVGDUID3573 1

Q8TAD8 SNIP1 S 52 -0,286257 3 ___3 0,980085 1,18E-06 98,507 82,388 60,635 -0,026809 370420000 Smad nuclear-interacting protein 1 EVAPPAHRRPDHSGGSPSPPTSEPARSGHRGUID20586 1;2;3

Q8TAD8 SNIP1 S 54 -0,286257 3 ___3 0,971698 1,19E-06 98,507 82,388 64,954 -0,17247 325190000 Smad nuclear-interacting protein 1 APPAHRRPDHSGGSPSPPTSEPARSGHRGNRUID20587 2;3

Q8TAD8 SNIP1 T 57 -0,286257 3 ___3 0,540746 2,57E-06 64,954 64,954 46,065 0,03689 65458000 Smad nuclear-interacting protein 1 AHRRPDHSGGSPSPPTSEPARSGHRGNRARGUID23837 3

Q6JBY9 RCSD1 S 116 -0,286556 3 ___2 0,999955 2,44E-07 82,267 82,267 82,267 -0,2137 50236000 CapZ-interacting protein LPGASPKSPGLKAMVSPFHSPPSTPSSPGVRUID11554 2

Q6JBY9 RCSD1 S 120 -0,286556 3 ___2 0,9989 2,44E-07 82,267 82,267 82,267 -0,2137 50236000 CapZ-interacting protein SPKSPGLKAMVSPFHSPPSTPSSPGVRSRPSUID11555 2

Q99729 HNRNPAB S 242 -0,28662 2 ___1 1 4,11E-09 136,24 127,19 136,24 -0,046866 35029000 Heterogeneous nuclear ribonucleoprotein A/B KVAQPKEVYQQQQYGSGGRGNRNRGNRGSGGUID5183 1

Q9UKV3 ACIN1 S 490 -0,286982 3 ___1 0,999999 3,94E-07 85,7 80,596 85,7 -0,16441 69422000 Apoptotic chromatin condensation inducer in the nucleusGGLSPLSSPSDTKAESPAEKVPEESVLPLVQUID6278 1

Q9H2H9 SLC38A1 S 49 -0,28699 2 ___1 0,999707 0,00264827 68,069 55,843 67,207 0,65682 39046000 Sodium-coupled neutral amino acid transporter 1 VENGQINSKFISDRESRRSLTNSHLEKKKCDUID5515 1

Q9H0F6 SHARPIN S 165 -0,287184 3 ___1 0,999822 1,63E-05 63,337 52,483 63,337 -0,21733 7553200 Sharpin ASTLKGPPPEADLPRSPGNLTEREELAGSLAUID5478 1

Q9Y4X4 KLF12 S 202 -0,287467 2 ___1 0,999293 6,61E-07 81,647 81,647 81,647 0,10444 8340600 Krueppel-like factor 12 PVVVQSVPVVYTAVRSPGNVNNTIVVPLLEDUID6751 1



Q9NYV4 CDK12 S 334 -0,287583 2 ___3 0,981705 0,00075455 80,31 62,476 52,555 -0,030065 282170000 Cyclin-dependent kinase 12 YSGRSPSPYGRRRSSSPFLSKRSLSRSPLPSUID22182 2;3

Q9NYV4 CDK12 S 332 -0,287583 2 ___3 0,96839 0,00030167 96,756 96,756 52,555 -0,030065 434590000 Cyclin-dependent kinase 12 GSYSGRSPSPYGRRRSSSPFLSKRSLSRSPLUID22180 2;3

Q9NR82 KCNQ5 S 831 -0,287716 2 ___1 0,995879 0,00240152 84,213 70,055 82,749 -0,09249 5202400 Potassium voltage-gated channel subfamily KQT member 5LSVCPMVPKDLGKSLSVQNLIRSTEELNIQLUID5795 1

Q5VWG9 TAF3 S 183 -0,288012 2 ___1 1 0,00042691 50,155 44,44 50,155 -0,020492 3443200 Transcription initiation factor TFIID subunit 3 EIINDENFLGKRPLDSPEAEELPAMKRPRLLUID3338 1

O60716 CTNND1 S 252 -0,288241 3 ___1 0,976356 0,00094668 40,349 33,912 40,349 0,015755 9502300 Catenin delta-1 IEERYRPSMEGYRAPSRQDVYGPQPQVRVGGUID438 1

Q9UPY5 SLC7A11 S 26 -0,28829 2 ___1 1 0,0398285 54,436 17,676 54,436 -0,069782 7336900 Cystine/glutamate transporter SKGGYLQGNVNGRLPSLGNKEPPGQEKVQLKUID6432 1

P18031 PTPN1 S 378 -0,288382 2 ___1 1 0,00103131 109,71 36,466 67,897 -0,019781 7621200 Tyrosine-protein phosphatase non-receptor type 1 SMSQDTEVRSRVVGGSLRGAQAASPAKGEPSUID1063 1

Q71F23 CENPU T 110 -0,288946 2 ___2 0,769198 5,67E-05 54,343 42,611 43,454 0,1417 7359600 Centromere protein U LSSTPPGKEAKRSSDTSGNEASEIESVKISAUID15628 2

Q14669 TRIP12 S 310 -0,288963 3 ___1 0,999997 0,00024778 63,578 44,255 63,578 0,0074762 24475000 E3 ubiquitin-protein ligase TRIP12 LQAKLASLRKSTKKRSESPPAELPSLRRSTRUID2710 1;2

Q8TAQ2 SMARCC2 S 347 -0,289112 4 ___1 0,999166 5,40E-19 89,333 83,673 84,641 -0,12085 64319000 SWI/SNF complex subunit SMARCC2 REEEQEDLTKDMDEPSPVPNVEEVTLPKTVNUID4402 1

Q86XN7 PROSER1 S 613 -0,289366 2 ___1 0,8312 0,00290336 50,563 50,563 43,382 0,19068 11423000 Proline and serine-rich protein 1 PAATTLPVMIKTEPTSPTPSAFKGPSHSGNPUID3969 1

Q9Y2I7 PIKFYVE S 307 -0,289457 2 ___1 0,998974 2,55E-05 106,49 86,056 106,49 -0,8745 19619000 1-phosphatidylinositol 3-phosphate 5-kinase VQEDAGKSPARNRSASITNLSLDRSGSPMVPUID6615 1

P46013 MKI67 S 2638 -0,289827 3 ___1 0,865971 1,48E-06 52,707 52,707 52,707 -0,10293 12562000 Antigen KI-67 TQTSGQSTHTHKEPASGDEGIKVLKQRAKKKUID1555 1

Q9Y388 RBMX2 S 187 -0,290868 3 ___1 0,502053 2,01E-05 90,22 78,781 90,22 0,33408 21127000 RNA-binding motif protein, X-linked 2 KEKADREVQAEQPSSSSPRRKTVKEKDDTGPUID6689 1

O43719 HTATSF1 S 453 -0,291274 3 ___1 0,658638 2,06E-10 105,46 105,46 105,46 -0,31775 51457000 HIV Tat-specific factor 1 GEFEEGASENNAKESSPEKEAEEGCPEKESEUID343 1

P46821 MAP1B S 1378 -0,292016 2 ___2 0,853033 8,70E-09 127,88 127,88 127,88 0,35091 26937000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1FEFSDAKDENERASVSPMDEPVPDSESPIEKUID9692 1;2

P46821 MAP1B S 1387 -0,292016 2 ___2 0,627347 1,23E-05 51,566 46,082 51,566 -0,37364 7578500 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1NERASVSPMDEPVPDSESPIEKVLSPLRSPPUID9693 2

P42167 TMPO S 66 -0,292168 2 ___1 1 1,62E-119 254,45 231,03 254,45 0,6199 3088300000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinPPLPAGTNSKGPPDFSSDEEREPTPVLGSGAUID1486 1;2;3

O60841 EIF5B S 107 -0,292208 3 ___2 1 5,66E-72 228,01 228,01 198,83 -0,048723 413550000 Eukaryotic translation initiation factor 5B TSKDKKKKGQKGKKQSFDDNDSEELEDKDSKUID8556 1;2

O60841 EIF5B S 113 -0,292208 2 ___2 1 3,95E-147 282,18 260,19 228,01 -0,086102 1202300000 Eukaryotic translation initiation factor 5B KKGQKGKKQSFDDNDSEELEDKDSKSKKTAKUID8557 1;2

Q7Z309 FAM122B T 112 -0,292369 2 ___2 0,56347 7,18E-05 83,692 83,692 83,692 0,014459 9110000 Protein FAM122B FDKPEKLYSPKRIDFTPVSPAPSPTRGFGKMUID15649 2

Q96DF8 DGCR14 S 292 -0,292658 2 ___1 1 0,00963687 57,348 31,306 54,259 -0,22471 38148000 Protein DGCR14 QGKVGPDGKELIPQESPRVGGFGFVATPSPAUID4830 1

Q9UEY8 ADD3 S 42 -0,292687 2 ___1 1 0,0294903 54,436 44,252 54,436 -0,84429 5337500 Gamma-adducin RINENDPEYIRERNMSPDLRQDFNMMEQRKRUID6134 1

P15336 ATF2 S 328 -0,292723 4 ___1 0,935556 7,84E-07 75,659 69,958 75,659 -0,46724 17955000 Cyclic AMP-dependent transcription factor ATF-2 QSLQQPATSTTETPASPAHTTPQTQSTSGRRUID1006 1

O95758 PTBP3 S 454 -0,293058 2 ___1 0,973694 0,0009878 70,1 58,369 70,1 -0,091921 5592500 Polypyrimidine tract-binding protein 3 REGQEDQGLTKDFSNSPLHRFKKPGSKNFQNUID759 1

Q86YV0 RASAL3 S 228 -0,293522 2 ___1 0,994852 2,06E-17 124,82 115,6 70,195 -0,16213 169850000 RAS protein activator like-3 KARLEPRDGPPSALGSRESLATLSELDLGAEUID4001 1;2;3

O75822 EIF3J S 13 -0,293619 3 ___1 1 5,47E-18 128,55 125,67 128,55 0,22513 138840000 Eukaryotic translation initiation factor 3 subunit J ___MAAAAAAAGDSDSWDADAFSVEDPVRKVUID598 1;2

Q9BVG9 PTDSS2 S 16 -0,293893 2 ___1 1 4,43E-05 74,678 64,155 74,678 0,14796 35961000 Phosphatidylserine synthase 2 MRRGERRDAGGPRPESPVPAGRASLEEPPDGUID5304 1

Q9BWH2 FUNDC2 S 151 -0,294031 2 ___1 1 0,00054856 106 82,254 106 0,13962 85283000 FUN14 domain-containing protein 2 EKDMKKAKEQLKIRKSNQIPTEVRSKAEEVVUID5339 1

Q14103 HNRNPD S 83 -0,294643 2 ___2 0,945101 3,87E-106 254,72 241,16 83,758 -0,61601 946860000 Heterogeneous nuclear ribonucleoprotein D0 IDASKNEEDEGHSNSSPRHSEAATAQREEWKUID10719 1;2

Q08945 SSRP1 Y 438 -0,294732 3 ___2 0,653792 1,73E-13 95,751 93,027 83,559 -0,17639 42129000 FACT complex subunit SSRP1 LNIKNRGLKEGMNPSYDEYADSDEDQHDAYLUID16142 2

Q8IU81 IRF2BP1 S 66 -0,295376 2 ___1 1 0,00545918 83,783 50,52 80,231 0,4324 75242000 Interferon regulatory factor 2-binding protein 1 AARQLKRSHVLPEGRSPGPPALKHPATKDLAUID4029 1

Q86YS7 C2CD5 S 661 -0,295425 3 ___2 0,704143 7,33E-08 78,661 74,309 50,387 0,23246 28297000 C2 domain-containing protein 5 PEPRQRSRLLRSQSESSDEVTELDLSHGKKDUID12091 2;3

Q86YS7 C2CD5 S 662 -0,295425 3 ___2 0,704143 1,03E-06 70,942 62,123 50,387 0,23246 28297000 C2 domain-containing protein 5 EPRQRSRLLRSQSESSDEVTELDLSHGKKDAUID12092 2;3

P62753 RPS6 S 240 -0,295624 2 ___1 0,965966 5,26E-31 181,52 181,52 181,52 -0,078021 5045000000 40S ribosomal protein S6 QEQIAKRRRLSSLRASTSKSESSQK______UID1976 1;2;3

P49756 RBM25 S 677 -0,295956 2 ___2 1 3,75E-63 227,92 194,02 227,92 0,30107 1539100000 RNA-binding protein 25 HRPKIGLSLKLGASNSPGQPNSVKRKKLPVDUID9809 1;2

P49756 RBM25 S 683 -0,295956 2 ___2 0,999944 6,69E-05 56,9 51,621 56,295 -0,90802 35785000 RNA-binding protein 25 LSLKLGASNSPGQPNSVKRKKLPVDSVFNKFUID9810 2

Q5VZ89 DENND4C S 741 -0,295963 2 ___1 1 0,0199453 71,379 41,018 71,379 0,038931 26954000 DENN domain-containing protein 4C KLCFSRHPTGNSITKSPPLMAKRTKQEIKTAUID3352 1

Q9H7D7 WDR26 S 121 -0,296521 2 ___1 0,995684 1,23E-05 111,72 73,083 111,72 0,45087 27598000 WD repeat-containing protein 26 ATPELGSSLKKKKRLSQSDEDVIRLIGQHLNUID5644 1

Q9NRY5 FAM114A2 S 2 -0,296524 3 ___1 0,937242 6,85E-08 59,837 59,837 59,837 0,59546 23402000 Protein FAM114A2 ______________MSDKDDIETPLLTEAAPUID5821 1

Q5QJE6 DNTTIP2 S 141 -0,297281 2 ___3 0,940524 2,19E-07 101,49 101,49 53,278 0,064721 112530000 Deoxynucleotidyltransferase terminal-interacting protein 2PKVTPTKESYTEEIVSEAESHVSGISRIVLPUID19384 1;2;3

O15155 BET1 S 48 -0,297307 2 ___1 0,982984 1,93E-09 145,14 107,14 145,14 -0,23407 99143000 BET1 homolog ERLTESLRSKVTAIKSLSIEIGHEVKTQNKLUID252 1

Q6PJG2 ELMSAN1 S 700 -0,297928 3 ___3 0,773319 6,94E-11 76,423 76,423 54,255 -0,38648 34361000 ELM2 and SANT domain-containing protein 1 PITPKSAHRTLLRTNSAEVTPPVLSVMGEATUID19737 2;3

O15372 EIF3H S 183 -0,29799 2 ___1 1 0,00247534 77,533 67,066 67,207 -0,1912 14715000 Eukaryotic translation initiation factor 3 subunit H RLTPKLMEVCKEKDFSPEALKKANITFEYMFUID264 1

O60832 DKC1 S 494 -0,298005 2 ___2 0,940368 5,05E-147 280,26 260,87 280,26 0,049215 1014800000 H/ACA ribonucleoprotein complex subunit 4 AKAGLESGAEPGDGDSDTTKKKKKKKKAKEVUID8546 1;2

Q86WB0 ZC3HC1 S 354 -0,298107 3 ___1 0,987232 4,29E-10 74,65 65,661 74,65 0,029648 83461000 Nuclear-interacting partner of ALK EQAEKSPGPIVSRTRSWDSSSPVDRPEPEAAUID3945 1;2

Q5SW79 CEP170 S 356 -0,298853 2 ___2 1 1,35E-06 119,56 119,56 89,629 -0,13248 78512000 Centrosomal protein of 170 kDa NPPQMLWERTEEDSKSIKSDVPVYLKRLKGNUID11310 2

P35658 NUP214 S 657 -0,298918 2 ___1 0,828444 1,36E-06 95,067 79,311 79,81 0,085594 43373000 Nuclear pore complex protein Nup214 SVLPSPSGRSAQGSSSPVPSMVQKSPRITPPUID1386 1

P53667 LIMK1 S 298 -0,299241 3 ___1 0,719112 3,12E-06 66,152 60,609 66,152 -0,18548 9964900 LIM domain kinase 1 EAGSSARQKPVLRSCSIDRSPGAGSLGSPASUID1874 1

P27448 MARK3 S 598 -0,299329 2 ___1 0,544865 0,0122125 43,604 43,604 43,604 0,63802 13016000 MAP/microtubule affinity-regulating kinase 3 SPSLSHEATPLSQTRSRGSTNLFSKLTSKLTUID1241 1

Q2PPJ7 RALGAPA2 S 379 -0,299525 3 ___3 0,992881 0,00106136 40,381 34,218 40,381 -0,39578 7732100 Ral GTPase-activating protein subunit alpha-2 SSTLSDRRLSNSSLCSIEEEHRMVYEMVQRIUID19234 3

Q2PPJ7 RALGAPA2 S 373 -0,299525 3 ___3 0,8817 0,00106136 48,376 37,588 48,376 0,35652 14207000 Ral GTPase-activating protein subunit alpha-2 DKSHSNSSTLSDRRLSNSSLCSIEEEHRMVYUID19231 2;3

Q2PPJ7 RALGAPA2 S 375 -0,299525 3 ___3 0,682929 0,00106136 48,376 37,588 44,601 0,036911 14207000 Ral GTPase-activating protein subunit alpha-2 SHSNSSTLSDRRLSNSSLCSIEEEHRMVYEMUID19232 2;3

Q2PPJ7 RALGAPA2 S 376 -0,299525 3 ___3 0,682929 0,00106136 44,601 34,262 44,601 0,036911 14207000 Ral GTPase-activating protein subunit alpha-2 HSNSSTLSDRRLSNSSLCSIEEEHRMVYEMVUID19233 2;3

Q09161 NCBP1 S 22 -0,29965 3 ___1 0,991763 3,22E-34 183,07 183,07 145,81 -0,19925 140070000 Nuclear cap-binding protein subunit 1 SDENDGGQPHKRRKTSDANETEDHLESLICKUID2244 1

Q13501 SQSTM1 S 284 -0,299827 3 ___1 0,673179 2,24E-09 60,993 60,993 60,993 -0,37232 6485500 Sequestosome-1 TPVSPESSSTEEKSSSQPSSCCSDPSKPGGNUID2537 1

Q15003 NCAPH S 408 -0,300253 3 ___1 0,997691 0,0001746 54,259 50,527 54,259 -0,83681 5238300 Condensin complex subunit 2 WKEPCQVQSCQEEMISLGDGDIRTMCPLLSMUID2832

Q6UN15 FIP1L1 S 496 -0,300284 2 ___2 0,983656 6,13E-10 140,03 131,52 140,03 -0,11355 133030000 Pre-mRNA 3'-end-processing factor FIP1 RTRERERERDHSPTPSVFNSDEERYRYREYAUID11674 2

Q7Z2W4 ZC3HAV1 S 302 -0,300401 2 ___1 0,999857 0,00056126 89,548 68,646 89,548 0,12501 8985700 Zinc finger CCCH-type antiviral protein 1 DAPVDDLTRKFTYLGSQDRARPPSGSSKATDUID3721 1

Q14498 RBM39 S 97 -0,300643 2 ___2 0,99987 0,00017783 128,88 128,88 128,88 0,025405 550500000 RNA-binding protein 39 SRSRSRDRRFRGRYRSPYSGPKFNSAIRGKIUID10797 1;2

Q14498 RBM39 S 100 -0,300643 2 ___2 0,999351 0,00287618 74,698 74,698 74,698 0,13123 50383000 RNA-binding protein 39 RSRDRRFRGRYRSPYSGPKFNSAIRGKIGLPUID10798 2

Q13501 SQSTM1 S 275 -0,301319 2 ___2 0,514692 4,05E-38 171,29 142,33 171,29 0,081425 40932000 Sequestosome-1 EHGGKRSRLTPVSPESSSTEEKSSSQPSSCCUID10632 2

Q8N302 AGGF1 S 17 -0,301515 3 ___3 0,505433 6,84E-07 51,503 51,503 51,503 -0,10567 6976500 Angiogenic factor with G patch and FHA domains 1 ASEAPSPPRSPPPPTSPEPELAQLRRKVEKLUID20410 3

P19338 NCL S 28 -0,30155 3 ___2 1 4,90E-09 58,421 58,421 47,989 -0,16916 1124800000 Nucleolin DPKKMAPPPKEVEEDSEDEEMSEDEEDDSSGUID9203 2;3;4

P19338 NCL S 34 -0,30155 3 ___2 1 4,90E-09 58,421 58,421 47,989 -0,16916 1124800000 Nucleolin PPPKEVEEDSEDEEMSEDEEDDSSGEEVVIPUID9204 2;3;4

P27448 MARK3 S 469 -0,301568 2 ___1 0,99852 0,00529744 46,156 33,773 46,156 0,4613 3930200 MAP/microtubule affinity-regulating kinase 3 KSSGSAVGGKGIAPASPMLGNASNPNKADIPUID1240 1

Q9BYW2 SETD2 S 131 -0,302297 2 ___1 0,901119 7,57E-10 104,21 82,366 104,21 0,26826 12952000 Histone-lysine N-methyltransferase SETD2 MKMEIGDTLSTAEESSPPKSRVELGKIHFKKUID5383 1

P78347 GTF2I S 16 -0,302592 3 ___1 0,863239 4,14E-19 161,35 161,35 134,34 0,04979 92762000 General transcription factor II-I MAQVAMSTLPVEDEESSESRMVVTFLMSALEUID2021 1

Q13422 IKZF1 S 361 -0,303241 2 ___2 0,995563 1,21E-05 59,872 59,872 47,09 -0,21868 11884000 DNA-binding protein Ikaros PMYQLHKPLAEGTPRSNHSAQDSAVENLLLLUID10560 1;2

Q13422 IKZF1 S 364 -0,303241 2 ___2 0,994376 0,00010754 47,564 47,564 47,09 -0,21868 5987600 DNA-binding protein Ikaros QLHKPLAEGTPRSNHSAQDSAVENLLLLSKAUID10561 2

P49792 RANBP2;RGPD4;RGPD3;RGPD1;RGPD2;RGPD5;RGPD8S 2510 -0,303759 2 ___1 1 0,0234158 67,897 28,251 67,897 -0,072809 9810900 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4;RanBP2-like and GRIP domain-containing protein 3;RANBP2-like and GRIP domain-containing protein 1;RANBP2-like and GRIP domain-containing protein 2;RANBP2-like and GRIP domain-containing protein 5/6;RANBP2-like and GRIP domain-containing protein 8VEVSSTSETTPKAVVSPPKFVFGSESVKSIFUID1735 1

Q9P227 ARHGAP23 S 423 -0,303878 2 ___1 0,993589 0,0184915 54,982 54,982 54,982 -0,14837 13725000 Rho GTPase-activating protein 23 LQGLDDLGYIGYRSYSPSFQRRTGLLHALSFUID6049 1

Q86VY9 TMEM200A S 350 -0,303953 2 ___1 0,998298 0,00085967 60,937 49,299 60,937 -0,91539 5944800 Transmembrane protein 200A SESFQPVSTVLPRNNSIGESLSSQYKSSMALUID3927 1

Q8NI08 NCOA7 S 441 -0,304042 2 ___1 1 0,00927072 49,5 38,349 49,5 0,72488 4468800 Nuclear receptor coactivator 7 TGGGMHKKDTLKECLSLDPEERKKAESQINNUID4379 1

P17844 DDX5 S 480 -0,304541 2 ___1 1 0,00073695 69,451 59,125 69,451 -0,060116 8765500 Probable ATP-dependent RNA helicase DDX5 QAINPKLLQLVEDRGSGRSRGRGGMKDDRRDUID1059 1

Q12888 TP53BP1 S 1320 -0,304808 2 ___2 0,918706 7,30E-07 113,88 113,88 113,88 -0,11833 110750000 Tumor suppressor p53-binding protein 1 FSSKASSLHRTSSGTSLSAMHSSGSSGKGAGUID10445 2

Q96JM2 ZNF462 S 701 -0,305004 2 ___1 0,999838 0,00905012 44,349 44,349 44,349 -0,55115 4116400 Zinc finger protein 462 DLSPVKKRTRIDEIASNLQSKINQTKQQEDAUID4926 1

Q14498 RBM39 S 337 -0,305116 2 ___2 0,86731 2,58E-07 96,163 82,257 51,606 -0,74814 25629000 RNA-binding protein 39 KVGHVTERTDASSASSFLDSDELERTGIDLGUID10796 1;2

P05455 SSB S 92 -0,305282 2 ___1 0,830175 6,95E-09 126,1 126,1 98,508 0,39731 208410000 Lupus La protein AELMEISEDKTKIRRSPSKPLPEVTDEYKNDUID826 1

Q9Y3T9 NOC2L S 673 -0,306038 2 ___1 1 1,30E-57 210,09 180,16 185,59 0,013877 870780000 Nucleolar complex protein 2 homolog DEDRKQFKDLFDLNSSEEDDTEGFSERGILRUID6708 1;2

O00567 NOP56 S 569 -0,306285 2 ___3 1 3,83E-07 110,35 110,35 52,612 -0,24949 1156000000 Nucleolar protein 56 SGSKKKRKFSKEEPVSSGPEEAVGKSSSKKKUID16295 1;2;3

O00567 NOP56 S 570 -0,306285 2 ___3 1 1,08E-09 143,25 131,76 52,612 -0,24949 1696800000 Nucleolar protein 56 GSKKKRKFSKEEPVSSGPEEAVGKSSSKKKKUID16296 1;2;3

O00567 NOP56 S 563 -0,306285 2 ___3 1 1,39E-05 52,612 52,612 52,612 -0,24949 219200000 Nucleolar protein 56 EEAGHRSGSKKKRKFSKEEPVSSGPEEAVGKUID16297 2;3

P35658 NUP214 T 437 -0,307144 2 ___1 0,987001 3,31E-10 137,39 137,39 137,39 0,085799 81222000 Nuclear pore complex protein Nup214 LEGERQPKSPGSTPTTPTSSQAPQKLDASAAUID7112 1;2

Q5QJE6 DNTTIP2 T 136 -0,307287 3 ___3 0,941407 2,03E-07 75,224 75,224 68,074 0,37595 67365000 Deoxynucleotidyltransferase terminal-interacting protein 2SVRKKPKVTPTKESYTEEIVSEAESHVSGISUID23640 2;3

A0FGR8 ESYT2 S 693 -0,307376 3 ___2 0,908664 3,35E-09 58,635 50,437 58,635 0,32035 9413400 Extended synaptotagmin-2 SKEGRKTSIKSHMSGSPGPGGSNTAPSTPVIUID8105 2

A0FGR8 ESYT2 S 691 -0,307376 3 ___2 0,87658 3,35E-09 58,635 50,437 58,635 0,32035 9413400 Extended synaptotagmin-2 SVSKEGRKTSIKSHMSGSPGPGGSNTAPSTPUID8104 2

Q5QJE6 DNTTIP2 S 145 -0,309486 2 ___3 0,999479 2,19E-07 101,49 101,49 101,49 0,22743 109420000 Deoxynucleotidyltransferase terminal-interacting protein 2PTKESYTEEIVSEAESHVSGISRIVLPTEKTUID19385 2;3

Q5QJE6 DNTTIP2 S 148 -0,309486 2 ___3 0,99033 2,19E-07 101,49 101,49 90,581 0,40266 128080000 Deoxynucleotidyltransferase terminal-interacting protein 2ESYTEEIVSEAESHVSGISRIVLPTEKTTGAUID19386 1;3

P15336 ATF2 T 69 -0,310271 2 ___2 0,99782 0,00641444 90,561 77,794 90,561 0,51828 10247000 Cyclic AMP-dependent transcription factor ATF-2 KFGPARNDSVIVADQTPTPTRFLKNCEEVGLUID15136

P15336 ATF2 T 71 -0,310271 2 ___2 0,86914 0,00641444 90,561 77,794 90,561 0,51828 10247000 Cyclic AMP-dependent transcription factor ATF-2 GPARNDSVIVADQTPTPTRFLKNCEEVGLFNUID15137

Q9UQ35 SRRM2 S 1401 -0,310325 2 ___3 0,999986 1,81E-32 148,36 125,48 148,36 0,20344 115500000 Serine/arginine repetitive matrix protein 2 LSPDAVEKAGMSSNQSISSPVLDAVPRTPSRUID22631 2;3

Q9UQ35 SRRM2 S 1398 -0,310325 3 ___3 0,701857 8,08E-10 71,118 71,118 61,538 -0,05749 14378000 Serine/arginine repetitive matrix protein 2 SSELSPDAVEKAGMSSNQSISSPVLDAVPRTUID22630 3

Q6PJG2 ELMSAN1 T 704 -0,311417 3 ___3 0,991697 6,94E-11 76,423 76,423 76,423 -0,14821 49667000 ELM2 and SANT domain-containing protein 1 KSAHRTLLRTNSAEVTPPVLSVMGEATPVSIUID23702 2;3

Q6PJG2 ELMSAN1 T 715 -0,311417 3 ___3 0,990896 2,66E-10 68,708 68,708 68,708 -0,079309 27351000 ELM2 and SANT domain-containing protein 1 SAEVTPPVLSVMGEATPVSIEPRINVGSRFQUID23703 2;3

Q6PJG2 ELMSAN1 T 698 -0,311417 3 ___3 0,509483 6,94E-11 76,423 76,423 50,166 0,63037 26715000 ELM2 and SANT domain-containing protein 1 PPPITPKSAHRTLLRTNSAEVTPPVLSVMGEUID23701 2;3

Q9Y2Q0 ATP8A1 S 25 -0,311502 2 ___3 0,994846 2,52E-06 111,43 101,68 111,43 0,1169 122920000 Phospholipid-transporting ATPase IA EIRSRAEGYEKTDDVSEKTSLADQEEVRTIFUID22823 2;3

Q13427 PPIG S 254 -0,311547 3 ___3 0,765687 2,16E-13 79,388 74,332 56,156 0,19721 24539000 Peptidyl-prolyl cis-trans isomerase G RKHKKEKKKRKKSKKSASSESEAENLEAQPQUID18666 3

P27448 MARK3 S 601 -0,311739 2 ___1 0,817789 0,00067822 88,338 88,338 88,338 0,40965 12591000 MAP/microtubule affinity-regulating kinase 3 LSHEATPLSQTRSRGSTNLFSKLTSKLTRRNUID1242 1

Q13541 EIF4EBP1 T 82 -0,312169 3 ___2 0,505316 1,16E-13 77,352 77,352 77,352 0,043425 21297000 Eukaryotic translation initiation factor 4E-binding protein 1VTKTPPRDLPTIPGVTSPSSDEPPMEASQSHUID15429 2

Q12873 CHD3 S 1605 -0,31234 2 ___2 0,999981 1,17E-10 138,55 138,55 138,55 0,12829 62446000 Chromodomain-helicase-DNA-binding protein 3 GEKMETEADAPSPAPSLGERLEPRKIPLEDEUID10401 2

Q12873 CHD3 S 1601 -0,31234 2 ___2 0,999728 1,17E-10 140,22 132,44 138,55 0,12829 94489000 Chromodomain-helicase-DNA-binding protein 3 NSRIGEKMETEADAPSPAPSLGERLEPRKIPUID10400 1;2

Q96Q15 SMG1 S 3570 -0,312402 2 ___2 0,559951 4,34E-06 65,298 65,298 65,298 0,12966 13771000 Serine/threonine-protein kinase SMG1 MSQNARKLIQKNLATSADTPPSTVPGTGKSVUID13111 2

Q12888 TP53BP1 S 1317 -0,313638 3 ___2 0,998113 3,17E-34 186,85 186,85 131,18 0,047502 589540000 Tumor suppressor p53-binding protein 1 ISSFSSKASSLHRTSSGTSLSAMHSSGSSGKUID10444 1;2

Q12789 GTF3C1 S 739 -0,314033 3 ___1 0,975326 3,42E-09 51,604 51,604 51,604 0,38213 16970000 General transcription factor 3C polypeptide 1 KTSQPPVPQGEAEEDSQGKEGPSGSGDSQLSUID2261 1

Q9ULU4 ZMYND8 T 746 -0,314338 3 ___2 0,995816 8,67E-06 52,685 52,685 52,685 -0,38919 11238000 Protein kinase C-binding protein 1 KEPKEPSPKQDVVGKTPPSTTVGSHSPPETPUID15993 2

Q6P2E9 EDC4 S 875 -0,314751 2 ___1 0,792525 1,07E-28 142,2 131,74 142,2 -0,49688 11008000 Enhancer of mRNA-decapping protein 4 RPPYHLLQQRDSQDASAEQSDHDDEVASLASUID3511 1

Q7Z460 CLASP1 S 649 -0,315419 2 ___2 0,993769 9,91E-08 129,11 107,8 129,11 -0,018916 41321000 CLIP-associating protein 1 YASLGRIRTRRQSSGSATNVASTPDNRGRSRUID11870 2

Q86WB0 ZC3HC1 S 354 -0,316077 3 ___2 0,987232 4,29E-10 74,65 65,661 74,65 0,029648 83461000 Nuclear-interacting partner of ALK EQAEKSPGPIVSRTRSWDSSSPVDRPEPEAAUID12042 1;2

Q15648 MED1 S 1439 -0,316267 2 ___2 0,58773 0,00023958 68,513 61,98 67,136 -0,31174 12225000 Mediator of RNA polymerase II transcription subunit 1QMASSKNYGSPLISGSTPKHERGSPSHSKSPUID11051 2

Q12767 KIAA0195 S 518 -0,31642 3 ___2 0,807507 0,00362938 41,348 31,151 41,348 -0,34806 7665500 Uncharacterized protein KIAA0195 HKAHGRSKHPSGSNVSFSRDTEGGEEEPSKTUID10346 2

Q12767 KIAA0195 S 515 -0,31642 3 ___2 0,798404 0,00362938 41,348 31,151 41,348 -0,34806 7665500 Uncharacterized protein KIAA0195 YSHHKAHGRSKHPSGSNVSFSRDTEGGEEEPUID10345 2

Q86X27 RALGPS2 S 23 -0,31681 3 ___2 0,944971 0,00010348 53,037 53,037 51,611 0,13246 52178000 Ras-specific guanine nucleotide-releasing factor RalGPS2ASSVNIAATASEKSSSSESLSDKGSELKKSFUID12054 2

Q86X27 RALGPS2 S 26 -0,31681 3 ___2 0,834383 0,00010348 53,037 53,037 51,611 0,13246 52178000 Ras-specific guanine nucleotide-releasing factor RalGPS2VNIAATASEKSSSSESLSDKGSELKKSFDAVUID12056 2

Q14980 NUMA1 S 1840 -0,317884 2 ___1 0,999813 0,00021085 91,313 75,651 91,313 -0,81979 32895000 Nuclear mitotic apparatus protein 1 VEEPDSANSSFYSTRSAPASQASLRATSSTQUID2814 1

Q9UBP0 SPAST S 268 -0,317971 2 ___1 0,992383 0,00018244 69,602 59,078 67,964 0,0061263 16496000 Spastin MKTGSAGLSGHHRAPSYSGLSMVSGVKQGSGUID6109 1

O75376 NCOR1 S 2102 -0,318236 3 ___1 0,678518 6,17E-05 49,463 39,714 49,463 0,5047 4111600 Nuclear receptor corepressor 1 ALVSTPVRTKTSNRYSPESQAQSVHHQRPGSUID538 1

Q9Y613 FHOD1 S 498 -0,318501 2 ___1 0,999977 0,00045069 75,819 64,426 75,819 0,59101 13047000 FH1/FH2 domain-containing protein 1 LWDSPETAPAARTPQSPAPCVLLRAQRSLAPUID6798 1

Q9NPI6 DCP1A S 522 -0,318982 2 ___2 0,988456 4,91E-06 95,662 82,072 95,662 0,23654 69075000 mRNA-decapping enzyme 1A FQQTVTRSSDLERKASSPSPLTIGTPESQRKUID13839 2

Q08945 SSRP1 S 672 -0,31919 2 ___3 0,907213 1,19E-05 62,042 53,937 62,042 -0,0787 26897000 FACT complex subunit SSRP1 SESFKSKEFVSSDESSSGENKSKKKRRRSEDUID18428 4

Q08945 SSRP1 S 667 -0,31919 2 ___3 0,867154 1,19E-05 62,042 53,937 62,042 -0,0787 26897000 FACT complex subunit SSRP1 SSRQLSESFKSKEFVSSDESSSGENKSKKKRUID18425 4

Q08945 SSRP1 S 671 -0,31919 2 ___3 0,866941 1,19E-05 62,042 53,937 62,042 -0,0787 26897000 FACT complex subunit SSRP1 LSESFKSKEFVSSDESSSGENKSKKKRRRSEUID18427 4

Q08945 SSRP1 S 668 -0,31919 2 ___3 0,865937 1,19E-05 62,042 53,937 62,042 -0,0787 26897000 FACT complex subunit SSRP1 SRQLSESFKSKEFVSSDESSSGENKSKKKRRUID18426 4

Q96FS4 SIPA1 S 839 -0,319584 2 ___2 0,992644 2,33E-09 134,76 134,76 47,037 -0,2816 91303000 Signal-induced proliferation-associated protein 1 LAEERTEFLHSQNSLSPRSSLSDEAPVLPNTUID12974 1;2

Q96FS4 SIPA1 S 837 -0,319584 2 ___2 0,901451 0,00021243 73,927 73,927 55,896 0,065428 41547000 Signal-induced proliferation-associated protein 1 GDLAEERTEFLHSQNSLSPRSSLSDEAPVLPUID12973 1;2

Q9NX40 OCIAD1 S 108 -0,320324 2 ___1 1 0,00335248 61,435 35,392 45,115 -0,36144 2036200 OCIA domain-containing protein 1 SYVKTCQEKFKKLENSPLGEALRSGQARRSSUID5922 1

Q04864 REL S 3 -0,320397 2 ___1 0,999998 4,83E-11 147,12 136,21 147,12 0,085066 13781000 Proto-oncogene c-Rel _____________MASGAYNPYIEIIEQPRQUID2187 1

Q9Y383 LUC7L2 T 17 -0,320657 2 ___1 0,706958 4,00E-17 172,76 150,73 97,439 -0,23973 59432000 Putative RNA-binding protein Luc7-like 2 SAQAQMRAMLDQLMGTSRDGDTTRQRIKFSDUID7974 1

P06733 ENO1;ENO3;ENO2S 40 -0,320702 2 ___1 0,632791 1,22E-06 74,428 56,29 74,428 -0,24142 3177300 Alpha-enolase;Beta-enolase;Gamma-enolase FTSKGLFRAAVPSGASTGIYEALELRDNDKTUID844 1

Q5JTV8 TOR1AIP1 S 215 -0,321027 3 ___2 0,999999 8,73E-15 80,583 80,583 80,583 -0,26482 49668000 Torsin-1A-interacting protein 1 YPRYEATSVQQKVNFSEEGETEEDDQDSSHSUID11279 2

Q5JTV8 TOR1AIP1 T 220 -0,321027 3 ___2 0,999841 8,73E-15 80,583 80,583 80,583 -0,26482 71392000 Torsin-1A-interacting protein 1 ATSVQQKVNFSEEGETEEDDQDSSHSSVTTVUID15540 1;2

Q16666 IFI16 S 168 -0,321135 3 ___2 0,937996 2,62E-11 73,657 73,657 73,657 -0,35189 55268000 Gamma-interferon-inducible protein 16 SPAGAGMSTAMGRSPSPKTSLSAPPNSSSTEUID11112 2;3

Q9Y5K6 CD2AP S 458 -0,321394 2 ___1 1 0,00043856 97,452 97,452 97,452 0,0014867 36801000 CD2-associated protein SKLKLDSEQLPLRPKSVDFDSLTVRTSKETDUID6778 1

Q9Y383 LUC7L2 S 18 -0,322406 2 ___1 0,941519 2,28E-17 164,48 142,45 136,27 -0,11603 81776000 Putative RNA-binding protein Luc7-like 2 AQAQMRAMLDQLMGTSRDGDTTRQRIKFSDDUID6683 1

Q6GYQ0 RALGAPA1 S 860 -0,323844 2 ___2 0,998082 2,24E-05 97,631 83,621 97,631 0,063472 50248000 Ral GTPase-activating protein subunit alpha-1 ERLRSGNASTMTRRGSSPGSLEIPKDLPDILUID11536 1;2

Q6GYQ0 RALGAPA1 S 861 -0,323844 2 ___2 0,9835 2,24E-05 97,631 83,621 97,631 0,063472 29279000 Ral GTPase-activating protein subunit alpha-1 RLRSGNASTMTRRGSSPGSLEIPKDLPDILNUID11537 2

Q86YV0 RASAL3 S 790 -0,324022 2 ___2 0,998518 0,0249299 43,781 32,908 43,781 0,0091434 17857000 RAS protein activator like-3 LPKHTPLISKSQSLRSVRRSESWARPRPDEEUID12105 2

Q86YV0 RASAL3 S 785 -0,324022 2 ___2 0,84762 0,0249299 43,781 32,908 43,781 0,0091434 17857000 RAS protein activator like-3 LAPRDLPKHTPLISKSQSLRSVRRSESWARPUID12104 2

Q5T200 ZC3H13 S 986 -0,325015 2 ___1 0,899428 1,86E-06 121,31 107,05 121,31 -0,056398 41900000 Zinc finger CCCH domain-containing protein 13 KEDDVGIERGNIETTSEDGQVFSPKKGQKKKUID3232 1;2

Q9Y572 RIPK3 S 410 -0,325043 2 ___1 0,812169 7,57E-06 75,819 70,721 75,819 -0,30887 10739000 Receptor-interacting serine/threonine-protein kinase 3PPQTPETSTFRNQMPSPTSTGTPSPGPRGNQUID6759 1

Q9UJU6 DBNL S 274 -0,325106 2 ___1 0,501811 0,00162317 47,621 41,088 47,621 0,48027 9114300 Drebrin-like protein EIFKQKERAMSTTSISSPQPGKLRSPFLQKQUID6221 1

Q02880 TOP2B S 1424 -0,32525 3 ___2 0,99875 1,59E-21 104,38 104,38 104,38 0,061768 169670000 DNA topoisomerase 2-beta EFVPSDGLDKDEYTFSPGKSKATPEKSLHDKUID10233 2;3

P49792 RANBP2;RGPD4;RGPD3;RGPD1;RGPD2;RGPD5;RGPD8S 788 -0,325373 1 ___3 0,999973 0,00035678 128 98,579 112,01 0,25597 154750000 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4;RanBP2-like and GRIP domain-containing protein 3;RANBP2-like and GRIP domain-containing protein 1;RANBP2-like and GRIP domain-containing protein 2;RANBP2-like and GRIP domain-containing protein 5/6;RANBP2-like and GRIP domain-containing protein 8SEIKHSTPSPTRYSLSPSKSYKYSPKTPPRWUID17936 1;3

P49792 RANBP2 S 781 -0,325373 2 ___3 0,997406 7,53E-43 202,96 202,96 202,96 0,059133 335730000 E3 SUMO-protein ligase RanBP2 GSLRNADSEIKHSTPSPTRYSLSPSKSYKYSUID17934 2;3

P49792 RANBP2;RGPD4;RGPD3;RGPD1;RGPD2;RGPD5;RGPD8S 786 -0,325373 2 ___3 0,784129 0,00035678 48,899 42,927 48,899 0,71885 16688000 E3 SUMO-protein ligase RanBP2;RanBP2-like and GRIP domain-containing protein 4;RanBP2-like and GRIP domain-containing protein 3;RANBP2-like and GRIP domain-containing protein 1;RANBP2-like and GRIP domain-containing protein 2;RANBP2-like and GRIP domain-containing protein 5/6;RANBP2-like and GRIP domain-containing protein 8ADSEIKHSTPSPTRYSLSPSKSYKYSPKTPPUID17935 3

P20340 RAB6A S 2 -0,325442 2 ___1 0,5 4,18E-07 131,43 119,39 131,43 0,46964 31820000 Ras-related protein Rab-6A ______________MSTGGDFGNPLRKFKLVUID1137 1

P20340 RAB6A T 3 -0,325442 2 ___1 0,5 4,18E-07 131,43 119,39 131,43 0,46964 31820000 Ras-related protein Rab-6A _____________MSTGGDFGNPLRKFKLVFUID7064 1

Q6ULP2 AFTPH S 284 -0,325449 3 ___1 0,531445 1,25E-05 47,807 44,409 47,807 0,86028 6488000 Aftiphilin RVNELNSVKEVALGRSLDNKGDTDGEDQVCVUID3574 1

O00571 DDX3X S 92 -0,326369 3 ___1 0,543724 0,00194805 48,823 48,823 48,823 -0,41205 15044000 ATP-dependent RNA helicase DDX3X DSRGKSSFFSDRGSGSRGRFDDRGRSDYDGIUID115 1

Q99442 SEC62 T 375 -0,326462 2 ___1 1 8,08E-136 230,86 218,94 230,86 -0,93532 9189400 Translocation protein SEC62 GNDFEMITKEELEQQTDGDCEEDEEEENDGEUID7740 1

Q9Y2W1 THRAP3 S 560 -0,327004 2 ___1 0,687667 0,0410269 53,493 13,39 53,493 0,10827 9064200 Thyroid hormone receptor-associated protein 3 RDKLGAKGDFPTGKSSFSITREAQVNVRMDSUID6668 1

P49790 NUP153 S 619 -0,327283 2 ___1 1 2,78E-06 78,234 78,234 77,744 0,074244 18766000 Nuclear pore complex protein Nup153 KEGSVLDILKSPGFASPKIDSVAAQPTATSPUID1725 1;2

O14639 ABLIM1 S 587 -0,327357 2 ___1 0,996972 6,92E-15 156,73 156,73 134,25 -0,47567 195580000 Actin-binding LIM protein 1 PPSFAVVGPDMKRRSSGREEDDEELLRRRQLUID153 1

Q13946 PDE7A S 84 -0,327819 3 ___1 0,988342 0,00507056 46,069 40,755 46,069 -0,3169 4783600 High affinity cAMP-specific 3',5'-cyclic phosphodiesterase 7AVRVRSRAGFESERRGSHPYIDFRIFHSQSEIUID2603 1

P27816 MAP4 S 5 -0,327837 3 ___1 0,648911 1,31E-05 50,498 50,498 50,498 0,32445 5377300 Microtubule-associated protein 4 ___________MADLSLADALTEPSPDIEGEUID1253 1

Q13263 TRIM28 S 489 -0,328853 3 ___1 0,987011 0,0001536 41,763 38,665 40,404 -0,29623 11857000 Transcription intermediary factor 1-beta GEGEVSGLMRKVPRVSLERLDLDLTADSQPPUID2447 1

Q9Y2Q0 ATP8A1 S 29 -0,329655 3 ___3 0,99148 2,52E-06 105,39 97,845 54,281 -0,052548 165290000 Phospholipid-transporting ATPase IA RAEGYEKTDDVSEKTSLADQEEVRTIFINQPUID22824 1;2;3

Q9Y2Q0 ATP8A1 T 28 -0,329655 3 ___3 0,99148 8,55E-06 111,43 101,68 54,281 -0,052548 68756000 Phospholipid-transporting ATPase IA SRAEGYEKTDDVSEKTSLADQEEVRTIFINQUID24157 2;3

Q5W0B1 RNF219 S 719 -0,330494 2 ___1 0,937331 5,41E-07 109,84 50,771 74,789 0,04847 28071000 RING finger protein 219 NQSTKRKIQSSLSSASPSKATKS________UID3366 1

Q9UPZ3 HPS5 S 534 -0,330991 2 ___1 0,973397 0,00526469 46,643 34,596 46,643 -0,99374 2495700 Hermansky-Pudlak syndrome 5 protein ETFLPFGIPLPFRSPSPLVSLQAVKESVSSFUID6435 1

P17252 PRKCA;PRKCB;PRKCGT 497 -0,331099 2 ___1 0,986754 1,85E-10 110,22 105,5 110,22 -0,1452 120160000 Protein kinase C alpha type;Protein kinase C beta type;Protein kinase C gamma typeFGMCKEHMMDGVTTRTFCGTPDYIAPEIIAYUID7050 1

P20700 LMNB1 S 23 -0,331354 2 ___1 0,997953 8,06E-09 137,88 119,1 137,88 0,13331 226340000 Lamin-B1 PPRMGSRAGGPTTPLSPTRLSRLQEKEELREUID1138 1;2

A2RU30 TESPA1 S 454 -0,33157 2 ___1 1 1,83E-06 143,4 118,55 143,4 0,0089447 16530000 Protein TESPA1 RKSLFQKNLMGRKVKSLDLSITQQKWKQSVDUID19 1

Q9UNS1 TIMELESS S 1087 -0,331699 2 ___1 0,972541 0,0574157 41,876 10,382 41,876 0,10686 9149600 Protein timeless homolog PASGQETFWRIPAKLSPTQLRRAAASLSQPEUID6374 1

Q9UI08 EVL S 369 -0,331754 3 ___1 1 5,29E-06 58,015 47,615 58,015 0,31172 5169600 Ena/VASP-like protein SPLQSQPHSRMKPAGSVNDMALDAFDLDRMKUID6187 1

P42167 TMPO T 208 -0,331769 2 ___1 0,999993 3,05E-08 126,03 76,311 112,83 -1,3825 53620000 Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinELKLEKREPLKGRAKTPVTLKQRRVEHNQSYUID7134 1

Q9P2D1 CHD7 S 1577 -0,331953 3 ___2 0,961649 1,58E-06 51,956 49,307 41,136 -0,27673 17231000 Chromodomain-helicase-DNA-binding protein 7 TRLYSAVKEDELMEFSDLESDSEEKPCAKPRUID14168 2

Q9P2D1 CHD7 S 1581 -0,331953 3 ___2 0,961649 1,58E-06 51,956 49,307 41,136 -0,27673 17231000 Chromodomain-helicase-DNA-binding protein 7 SAVKEDELMEFSDLESDSEEKPCAKPRRPQDUID14169 2

Q9ULJ3 ZBTB21 S 411 -0,332044 3 ___1 0,979257 2,44E-09 83,905 83,905 83,905 0,29405 21696000 Zinc finger and BTB domain-containing protein 21 DDRPQVLQPHRLRSFSASQSTDREGASPVTEUID6318 1;2

Q13501 SQSTM1 S 272 -0,332739 3 ___1 0,999777 4,24E-20 143,28 117,57 101,89 0,77665 274940000 Sequestosome-1 IDVEHGGKRSRLTPVSPESSSTEEKSSSQPSUID2534 1;2

Q96QC0 PPP1R10 S 398 -0,332825 2 ___1 0,799875 0,0013195 94,409 67,362 94,409 0,049702 4091200 Serine/threonine-protein phosphatase 1 regulatory subunit 10PGDPNQLTRKGRKRKSVTWPEEGKLREYFYFUID5015 1

Q8TEU7 RAPGEF6 S 1241 -0,332971 4 ___2 0,605746 1,58E-07 61,112 61,112 61,112 -0,66627 10425000 Rap guanine nucleotide exchange factor 6 DTISVASSLHSSPPASPQGSPHKGYTLIPSAUID12577 2

Q8TEU7 RAPGEF6 S 1237 -0,332971 4 ___2 0,516775 1,58E-07 61,112 61,112 61,112 -0,66627 10425000 Rap guanine nucleotide exchange factor 6 KHTEDTISVASSLHSSPPASPQGSPHKGYTLUID12576 2



Q8NFC6 BOD1L1 T 658 -0,333207 3 ___1 0,666633 1,16E-10 118,24 118,24 48,112 0,3348 19678000 Biorientation of chromosomes in cell division protein 1-like 1ENKNESKLEREHKRRTSTPVIMEGVQEETDTUID7636 1;2

P09651 HNRNPA1 S 368 -0,333584 2 ___1 0,993614 9,56E-19 161,35 161,35 136,35 0,091908 30008000 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processedNQGGYGGSSSSSSYGSGRRF___________UID899 1

Q86W56 PARG S 316 -0,33428 3 ___1 0,825573 7,67E-15 77,719 75,74 77,719 0,22236 12905000 Poly(ADP-ribose) glycohydrolase ESPMDVDNSKNSCQDSEADEETSPGFDEQEDUID3935 1

Q5TC82 RC3H1 S 863 -0,334419 3 ___1 0,530107 1,49E-07 71,558 68,414 50,426 -0,1712 11027000 Roquin-1 MRDQRLDLQRRAAETSDDDLIPFGDRPTVSRUID3271 1

Q9UQ35 SRRM2 S 857 -0,334534 3 ___3 0,613433 1,35E-10 74,369 74,369 46,082 -0,77301 96084000 Serine/arginine repetitive matrix protein 2 PKVKSGTPPRQGSITSPQANEQSVTPQRRSCUID22688 3;4

P46013 MKI67 S 308 -0,335058 3 ___1 1 1,53E-16 143,46 143,46 142,32 0,29293 100440000 Antigen KI-67 RPKSGGSGHAVAEPASPEQELDQNKGKGRDVUID1559 1

O94913 PCF11 S 489 -0,335314 3 ___1 0,94433 3,72E-06 112,68 87,829 78,244 0,11995 876370000 Pre-mRNA cleavage complex 2 protein Pcf11 SSTRKRSRSRSPKSRSPIIHSPKRRDRRSPKUID656 1;2

Q8IU68 TMC8 S 722 -0,335317 2 ___1 1 0,0176318 44,203 39,847 44,203 -0,26603 2590100 Transmembrane channel-like protein 8 GQHGAPASARRFRFPSGAEL___________UID4025 1

Q13439 GOLGA4 S 41 -0,335645 2 ___1 0,994425 1,12E-21 163,33 163,33 163,33 0,3499 34513000 Golgin subfamily A member 4 SSNSSTPTRMRSRTSSFTEQLDEGTPNRESGUID2495 1

P14598 NCF1;NCF1C;NCF1BS 345 -0,335741 2 ___1 1 1,66E-14 155,57 143,78 94,487 -0,14795 79556000 Neutrophil cytosol factor 1;Putative neutrophil cytosol factor 1C;Putative neutrophil cytosol factor 1BRFLQQRRRQARPGPQSPGSPLEEERQTQRSKUID34 1;2

Q15154 PCM1 S 1730 -0,335937 4 ___1 0,999852 2,96E-07 54,703 49,491 54,703 0,15941 66721000 Pericentriolar material 1 protein QSCAKEAKRILEDHGSPAGEIDDEDKDKDETUID2885 1

Q96Q15 SMG1 T 3573 -0,336011 2 ___2 0,917246 8,53E-07 74,46 66,506 74,46 0,34278 26685000 Serine/threonine-protein kinase SMG1 NARKLIQKNLATSADTPPSTVPGTGKSVACSUID15824 2

O14730 RIOK3 Y 122 -0,336264 3 ___3 0,807846 0,00269402 40,756 37,162 40,756 0,10951 13187000 Serine/threonine-protein kinase RIO3 SKVSISFENYRKVHPYEDSDSSEDEVDWQDTUID24212 3

O14730 RIOK3 S 125 -0,336264 3 ___3 0,730618 0,00269402 40,756 37,162 40,756 0,10951 13187000 Serine/threonine-protein kinase RIO3 SISFENYRKVHPYEDSDSSEDEVDWQDTRDDUID16374 3

O14730 RIOK3 S 127 -0,336264 3 ___3 0,73061 0,00269402 40,756 37,162 40,756 0,10951 13187000 Serine/threonine-protein kinase RIO3 SFENYRKVHPYEDSDSSEDEVDWQDTRDDPYUID16375 3

O14730 RIOK3 S 128 -0,336264 3 ___3 0,73061 0,00269402 40,756 37,162 40,756 0,10951 13187000 Serine/threonine-protein kinase RIO3 FENYRKVHPYEDSDSSEDEVDWQDTRDDPYRUID16376 3

P18887 XRCC1 T 453 -0,33648 2 ___2 0,971924 6,55E-11 110,4 110,4 110,4 0,22743 307190000 DNA repair protein XRCC1 KPTQAAGPSSPQKPPTPEETKAASPVLQEDIUID15155 2

Q8NF50 DOCK8 S 139 -0,336593 2 ___1 1 0,00018961 88,441 81,221 57,802 0,15817 44998000 Dedicator of cytokinesis protein 8 TYIREWLIVNRKNQGSPEICGFKKTGSRKDFUID4338 1

P57081 WDR4 S 411 -0,337187 2 ___1 0,999994 0,00016418 108,47 108,47 108,47 0,016673 16746000 tRNA (guanine-N(7)-)-methyltransferase non-catalytic subunit WDR4PDGHAKKMRPGEATLSC______________UID1929 1

O95544 NADK S 64 -0,337668 2 ___1 0,999998 3,90E-05 78,763 78,763 77,527 -0,010881 39261000 NAD kinase ASPALGSTKEFRRTRSLHGPCPVTTFGPKACUID732 1

P46821 MAP1B S 1252 -0,337702 2 ___1 0,792865 6,85E-14 97,904 97,904 97,904 -0,28361 42101000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1LDIKDSISAVSSEKVSPSKSPSLSPSPPSPLUID1602 1;3

Q6UN15 FIP1L1 S 492 -0,337911 3 ___3 1 1,49E-53 212,11 197,95 171,07 -0,0725 2158500000 Pre-mRNA 3'-end-processing factor FIP1 RERERTRERERERDHSPTPSVFNSDEERYRYUID19770 1;2;3

Q6UN15 FIP1L1 S 500 -0,337911 3 ___3 0,999988 1,08E-31 183,06 183,06 183,06 -0,10352 1193800000 Pre-mRNA 3'-end-processing factor FIP1 RERERDHSPTPSVFNSDEERYRYREYAERGYUID19772 2;3

Q6UN15 FIP1L1 T 494 -0,337911 3 ___3 0,995948 8,91E-06 70,453 70,453 70,453 -0,14733 33488000 Pre-mRNA 3'-end-processing factor FIP1 RERTRERERERDHSPTPSVFNSDEERYRYREUID23714 3

P42331 ARHGAP25 S 487 -0,338316 2 ___1 0,994102 0,0180977 73,233 45,93 73,233 -0,83472 26156000 Rho GTPase-activating protein 25 PSSEAKAGEGHRRTMSQDLRQLSDSQRTSTYUID1492 1

Q13541 EIF4EBP1 S 83 -0,338506 4 ___2 0,58318 9,28E-09 57,229 57,229 57,229 -0,1182 25471000 Eukaryotic translation initiation factor 4E-binding protein 1TKTPPRDLPTIPGVTSPSSDEPPMEASQSHLUID10652 2

Q7Z5L9 IRF2BP2 S 455 -0,338669 2 ___2 0,997793 2,12E-05 99,451 99,451 99,451 -0,087533 63202000 Interferon regulatory factor 2-binding protein 2 ASKDANQVHSTTRRNSNSPPSPSSMNQRRLGUID11911 2

P46100 ATRX S 313 -0,338688 2 ___1 0,530004 0,00122278 62,891 62,891 47,288 0,30128 3277800 Transcriptional regulator ATRX IKVDSEKSNKVYEHTSRFSPKKTSSNCNGEEUID1584 1

P07910 HNRNPC S 138 -0,339183 2 ___1 0,998522 0,0302161 61,999 53,136 61,999 -0,22281 5830700 Heterogeneous nuclear ribonucleoproteins C1/C2 DLDYDFQRDYYDRMYSYPARVPPPPPIARAVUID867 1

P42167 TMPO T 160 -0,339344 2 ___2 0,965165 5,39E-30 181,58 181,58 181,58 0,068448 935470000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinKLLKLREQGTESRSSTPLPTISSSAENTRQNUID15229 1;2;3

Q9UPN7 PPP6R1 S 664 -0,340798 3 ___3 0,75 1,68E-09 63,361 61,195 53,844 0,13256 30110000 Serine/threonine-protein phosphatase 6 regulatory subunit 1QLARGARLGQPPGVRSGGSTDSEDEEEEDEEUID22595 2;3

Q9UPN7 PPP6R1 S 667 -0,340798 3 ___3 0,75 1,68E-09 63,361 61,195 53,844 0,13256 18905000 Serine/threonine-protein phosphatase 6 regulatory subunit 1RGARLGQPPGVRSGGSTDSEDEEEEDEEEEEUID22596 2;3

Q9UPN7 PPP6R1 S 670 -0,340798 3 ___3 0,75 1,68E-09 63,361 61,195 53,844 0,13256 18905000 Serine/threonine-protein phosphatase 6 regulatory subunit 1RLGQPPGVRSGGSTDSEDEEEEDEEEEEDEEUID22597 2;3

Q9UPN7 PPP6R1 T 668 -0,340798 3 ___3 0,75 1,68E-09 63,361 61,195 53,844 0,13256 18905000 Serine/threonine-protein phosphatase 6 regulatory subunit 1GARLGQPPGVRSGGSTDSEDEEEEDEEEEEDUID24102 2;3

Q9Y2U8 LEMD3 S 141 -0,340916 2 ___1 0,502289 0,00615696 42,813 28,655 42,813 -1,4644 3311300 Inner nuclear membrane protein Man1 SAAPAAGSKVLLGFSSDESDVEASPRDQAGGUID6643 1

Q8ND30 PPFIBP2 S 385 -0,341519 2 ___1 0,846636 7,49E-05 95,067 95,067 95,067 0,17203 12890000 Liprin-beta-2 PLPQKSLETRAQKKLSCSLEDLRSESVDKCMUID4292 1

O95801 TTC4 S 51 -0,342799 2 ___1 1 0,00626944 62,823 6,0935 51,949 -0,96827 17961000 Tetratricopeptide repeat protein 4 EKEFEKVPLFMSRAPSEIDPRENPDLACLQSUID765 1

Q5T4S7 UBR4 S 2719 -0,343 2 ___2 0,991959 6,93E-14 175,15 145,41 175,15 -0,18801 308960000 E3 ubiquitin-protein ligase UBR4 VLRPRNKRRHVTLPSSPRSNTPMGDKDDDDDUID11351 1;2

Q9NZM3 ITSN2 S 884 -0,343454 3 ___2 0,998429 3,40E-10 113,6 113,6 99,135 0,11547 190280000 Intersectin-2 VNTSWQKKSAFTRTVSPGSVSPIHGQGQVVEUID14113 1;2

Q9NZM3 ITSN2 S 889 -0,343454 3 ___2 0,996046 3,40E-10 113,6 113,6 113,6 0,16428 202840000 Intersectin-2 QKKSAFTRTVSPGSVSPIHGQGQVVENLKAQUID14115 1;2

P78362 SRPK2 S 497 -0,343751 2 ___2 0,573172 9,59E-05 91,202 68,285 60,178 0,0080126 17792000 SRSF protein kinase 2;SRSF protein kinase 2 N-terminal;SRSF protein kinase 2 C-terminalESSPSHDRSRTVSASSTGDLPKAKTRAADLLUID10131 2

Q9UKV3 ACIN1 S 838 -0,344596 2 ___1 0,983909 2,93E-14 128,71 96,432 128,71 -0,67501 54942000 Apoptotic chromatin condensation inducer in the nucleusKISVVSATKGVPAGNSDTEGGQPGRKRRWGAUID6282 1

P85037 FOXK1 S 428 -0,344823 2 ___3 0,999974 5,44E-08 133,93 133,93 116,04 0,083323 229600000 Forkhead box protein K1 SSRSAPASPTHPGLMSPRSGGLQTPECLSREUID18244 2;3

P85037 FOXK1 S 420 -0,344823 2 ___3 0,998416 7,28E-15 148,24 137,08 148,24 0,071809 453420000 Forkhead box protein K1 FRTPFGPLSSRSAPASPTHPGLMSPRSGGLQUID18243 1;2;3

Q5JSL3 DOCK11 S 440 -0,345326 2 ___1 0,990828 4,66E-05 60,209 41,942 60,209 0,4867 2642100 Dedicator of cytokinesis protein 11 REMLWGSSTQLASDGSPKGSSPESYIHGIAEUID3166 1

Q9BZ23 PANK2 S 189 -0,346294 2 ___1 0,998413 4,61E-05 93,766 69,414 93,766 -0,36762 35282000 Pantothenate kinase 2, mitochondrial AVGASAEGTRRDRLGSYSGPTSVSRQRVESLUID5387 1

Q5TZA2 CROCC S 494 -0,346848 2 ___2 0,992204 0,00509981 40,725 32,192 40,725 -0,14599 10921000 Rootletin ASNGSLRGLSGQRTPSPPRRSSPGRGRSPRRUID11374 2

Q5TZA2 CROCC T 492 -0,346848 2 ___2 0,577608 0,00509981 40,725 32,192 40,725 -0,14599 10921000 Rootletin ADASNGSLRGLSGQRTPSPPRRSSPGRGRSPUID15562 2

Q969V6 MKL1 T 447 -0,347399 2 ___2 0,514042 0,00011746 62,203 53,249 62,203 0,29218 11758000 MKL/myocardin-like protein 1 VVATVASSGVVKFGSTGSTPPVSPTPSERSLUID15787 2

Q8NDI1 EHBP1 S 432 -0,347891 2 ___3 0,995487 1,99E-07 78,413 78,413 46,131 0,21627 11553000 EH domain-binding protein 1 NTVSAGKDLSTSPKPSPIPSPVLGRKPNASQUID20501 3

Q13263 TRIM28 S 600 -0,34964 3 ___3 0,59552 3,24E-22 91,354 91,354 71,359 -0,2023 17300000 Transcription intermediary factor 1-beta PGAEGPRLASPSGSTSSGLEVVAPEGTSAPGUID18629 3

Q13263 TRIM28 S 601 -0,34964 3 ___3 0,59552 3,24E-22 91,354 91,354 71,359 -0,2023 17300000 Transcription intermediary factor 1-beta GAEGPRLASPSGSTSSGLEVVAPEGTSAPGGUID18630 3

Q13263 TRIM28 T 599 -0,34964 3 ___3 0,59552 1,33E-38 139,16 139,16 71,359 -0,2023 17300000 Transcription intermediary factor 1-beta GPGAEGPRLASPSGSTSSGLEVVAPEGTSAPUID23500 3

O95819 MAP4K4 S 900 -0,350176 3 ___1 0,999955 1,63E-09 69,952 60,465 69,952 -0,15412 23095000 Mitogen-activated protein kinase kinase kinase kinase 4GMRPEAIRQDPTRKGSVVNVNPTNTRPQSDTUID768 1

Q9Y2Q0 ATP8A1 T 28 -0,350191 3 ___2 0,99148 8,55E-06 111,43 101,68 54,281 -0,052548 68756000 Phospholipid-transporting ATPase IA SRAEGYEKTDDVSEKTSLADQEEVRTIFINQUID16060 2;3

Q92556 ELMO1 S 344 -0,350733 2 ___1 0,954242 6,16E-25 170,16 170,16 161,91 -0,15052 105040000 Engulfment and cell motility protein 1 RIAFDAESEPNNSSGSMEKRKSMYTRDYKKLUID4612 1

P21359 NF1 S 2543 -0,350836 2 ___1 1 9,89E-21 180,97 127,29 180,97 0,40143 62427000 Neurofibromin;Neurofibromin truncated QPSQANTKKLLGTRKSFDHLISDTKAPKRQEUID1154 1

P51608 MECP2 S 78 -0,35089 2 ___1 0,563098 0,00027619 40,384 32,518 40,384 -0,92304 13237000 Methyl-CpG-binding protein 2 ETSEGSGSAPAVPEASASPKQRRSIIRDRGPUID1813 1

P04920 SLC4A2 S 173 -0,350927 2 ___1 0,901305 1,26E-05 72,634 72,634 72,634 -0,12888 31534000 Anion exchange protein 2 EDDSADRKAERTSPSSPAPLPHQEATPRASKUID816 1;2

P35251 RFC1 S 73 -0,350928 3 ___2 0,509219 9,73E-05 56,147 48,284 56,147 -0,16669 18905000 Replication factor C subunit 1 QPSKKKRIIYDSDSESEETLQVKNAKKPPEKUID9458 2

Q6ZRS2 SRCAP S 2790 -0,351479 3 ___1 0,793087 4,88E-05 44,301 44,301 44,301 0,73356 4431100 Helicase SRCAP STLVPGVSETSASPGSPSVRSMSGPESSPPIUID3617 1

Q9Y6Q9 NCOA3 S 866 -0,351774 2 ___2 0,575958 3,60E-05 57,936 48,997 57,936 0,20507 4712100 Nuclear receptor coactivator 3 PYNRAVSLDSPVSVGSSPPVKNISAFPMLPKUID14940 2

Q96MG7 NDNL2 S 64 -0,352897 2 ___1 0,996767 4,95E-24 175,26 175,26 175,26 -0,34086 17411000 Melanoma-associated antigen G1 STSRGPGGSQGSQGPSPQGARRAQAAPAVGPUID4977 1

Q9UHI6 DDX20 S 500 -0,353028 2 ___1 0,998266 0,0042521 62,633 62,633 62,633 0,30564 15949000 Probable ATP-dependent RNA helicase DDX20 IQKAHGDHMASSRNNSVSGLSVKSKNNTKQKUID6175 1

Q9NYV4 CDK12 S 338 -0,353358 2 ___3 0,99878 0,00030167 96,756 96,756 96,756 -0,10281 111550000 Cyclin-dependent kinase 12 SPSPYGRRRSSSPFLSKRSLSRSPLPSRKSMUID22183 2;3

O75569 PRKRA S 18 -0,353596 2 ___1 0,9878 1,64E-08 84,658 76,24 84,658 0,031324 86476000 Interferon-inducible double-stranded RNA-dependent protein kinase activator AQSRHRAEAPPLEREDSGTFSLGKMITAKPGKUID572 1

O14828 SCAMP3 S 76 -0,355701 2 ___1 0,999839 0,00023631 133,42 77,406 133,42 0,042697 28412000 Secretory carrier-associated membrane protein 3 LPPPSAPSLQPSRKLSPTEPKNYGSYSTQASUID193 1

Q5QJE6 DNTTIP2 S 145 -0,355738 2 ___2 0,999479 2,19E-07 101,49 101,49 101,49 0,22743 109420000 Deoxynucleotidyltransferase terminal-interacting protein 2PTKESYTEEIVSEAESHVSGISRIVLPTEKTUID11288 2;3

Q07666 KHDRBS1 S 20 -0,355957 2 ___1 0,993878 1,77E-14 155,14 144,62 155,14 0,24956 1633100000 KH domain-containing, RNA-binding, signal transduction-associated protein 1DDPAARMSRSSGRSGSMDPSGAHPSVRQTPSUID2212 1

Q13017 ARHGAP5 S 1218 -0,356176 3 ___1 0,963655 6,23E-07 71,527 71,527 71,527 0,36402 33296000 Rho GTPase-activating protein 5 PVETWKGGIDNPAITSDQELDDKKMKKKTHKUID2375 1

Q8TB72 PUM2 S 587 -0,35775 3 ___1 0,982741 2,73E-05 94,544 81,667 94,544 0,10208 37716000 Pumilio homolog 2 SSVGSSASSSATRRESLSTSSDLYKRSSSSLUID4411 1

Q08945 SSRP1 S 444 -0,358176 3 ___2 1 1,23E-118 247,85 236,58 200,09 -0,14294 2672900000 FACT complex subunit SSRP1 GLKEGMNPSYDEYADSDEDQHDAYLERMKEEUID10326 1;2

Q9UGU0 TCF20 S 1019 -0,35838 2 ___1 1 0,0461223 43,149 35,735 43,149 -0,0063792 6023500 Transcription factor 20 RSPSQYHDFAEKLKMSPGRSRGPGGDPHHMNUID6145 1

Q96Q15 SMG1 T 3569 -0,35962 2 ___2 0,622481 8,53E-07 74,46 66,506 74,46 0,34278 12914000 Serine/threonine-protein kinase SMG1 VMSQNARKLIQKNLATSADTPPSTVPGTGKSUID15823 2

P27707 DCK S 11 -0,35973 2 ___1 0,998945 7,44E-05 97,86 92,963 97,86 0,32367 87763000 Deoxycytidine kinase _____MATPPKRSCPSFSASSEGTRIKKISIUID1247 1

P78347 GTF2I T 413 -0,361898 3 ___1 0,504947 0,00960094 45,879 31,672 45,879 -0,30552 9470000 General transcription factor II-I YVEGLPEGIPFRRPSTYGIPRLERILLAKERUID7236 1

Q96T37 RBM15 S 292 -0,363571 2 ___2 1 0,00018655 78,113 78,113 78,113 0,087018 17523000 Putative RNA-binding protein 15 VGGHRHPPGGGGGQRSLSPGGAALGYRDYRLUID13199 2

Q96T37 RBM15 S 294 -0,363571 2 ___2 1 4,86E-13 157,54 157,54 78,113 0,087018 580990000 Putative RNA-binding protein 15 GHRHPPGGGGGQRSLSPGGAALGYRDYRLQQUID13200 1;2

Q9P219 CCDC88C T 1542 -0,363698 3 ___1 0,534034 1,09E-09 69,398 63,353 63,323 -0,29938 12645000 Protein Daple TAPSNSTPIARHPGRTKGYNSDDNLCEPSLEUID7859 1

Q6ZNJ1 NBEAL2 S 2739 -0,364536 2 ___1 0,999984 5,57E-07 116,29 90,426 116,29 0,38369 138800000 Neurobeachin-like protein 2 SSQFARKLWRSSRRISQVSSGETEYNPTEARUID3613 1;2

Q13547 HDAC1 S 410 -0,364794 2 ___1 0,499991 0,00647847 59,426 49,439 59,426 0,20677 5764700 Histone deacetylase 1 DEDEDDPDKRISICSSDKRIACEEEFSDSEEUID2563 1

Q13523 PRPF4B S 294 -0,365147 2 ___1 1 0,00012675 110,08 71,294 110,08 0,22359 1497300000 Serine/threonine-protein kinase PRP4 homolog IINESRSRDRGKKSRSPVDLRGKSKDRRSRSUID2549 1;2

P23381 WARS S 467 -0,365854 1 ___1 1 0,00574282 96,618 88,972 93,098 -0,30018 93769000 Tryptophan--tRNA ligase, cytoplasmic;T1-TrpRS;T2-TrpRSVTDEIVKEFMTPRKLSFDFQ___________UID1181 1

Q8IU68 TMC8 S 658 -0,366728 2 ___1 0,931302 0,00042066 61,409 54,281 61,409 -0,40809 24978000 Transmembrane channel-like protein 8 VEDLSRLLPEPGPSDSPGPKYPASQASRPQSUID4026 1

Q13501 SQSTM1 T 269 -0,366922 2 ___2 0,999337 4,05E-38 171,29 142,33 171,29 0,081425 159370000 Sequestosome-1 EVDIDVEHGGKRSRLTPVSPESSSTEEKSSSUID15426 2

P51580 TPMT S 14 -0,367 2 ___1 0,976386 3,83E-05 116,58 116,58 95,631 -0,081672 21682000 Thiopurine S-methyltransferase __MDGTRTSLDIEEYSDTEVQKNQVLTLEEWUID1812 1

Q6PJF5 RHBDF2 S 328 -0,367099 3 ___2 0,949809 6,70E-05 43,31 38,479 43,31 0,029035 6794900 Inactive rhomboid protein 2 SASYFRGIPHSASPVSPDGVQIPLKEYGRAPUID11633 2

Q6PJF5 RHBDF2 S 325 -0,367099 3 ___2 0,53828 6,70E-05 43,31 38,479 43,31 0,029035 6794900 Inactive rhomboid protein 2 PPLSASYFRGIPHSASPVSPDGVQIPLKEYGUID11632 2

Q07866 KLC1 S 524 -0,367335 2 ___1 1 2,23E-05 95,264 81,911 62,891 0,063798 72124000 Kinesin light chain 1 VLNDPENMEKRRSRESLNVDVVKYESGPDGGUID2214 1;2

P22392 NME2;NME2P1 S 122 -0,367367 2 ___1 0,857926 0,00019184 109,16 95,781 109,16 -0,13885 50850000 Nucleoside diphosphate kinase B;Putative nucleoside diphosphate kinaseDFCIQVGRNIIHGSDSVKSAEKEISLWFKPEUID1172 1

O14745 SLC9A3R1 S 290 -0,367718 2 ___1 0,946568 3,52E-71 219,53 202,45 219,53 0,29464 45236000 Na(+)/H(+) exchange regulatory cofactor NHE-RF1 EAALESPRPALVRSASSDTSEELNSQDSPPKUID189 1

P42167 TMPO T 74 -0,36812 3 ___2 0,999798 3,29E-27 145,86 145,86 126,34 -0,38419 641170000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinSKGPPDFSSDEEREPTPVLGSGAAAAGRSRAUID15230 1;2;3

Q9H3P2 NELFA S 363 -0,368258 3 ___1 0,986841 2,55E-09 69,122 69,122 69,122 0,6855 33373000 Negative elongation factor A SSREASRPPEEPSAPSPTLPAQFKQRAPMYNUID5539 1

Q16539 MAPK14 S 2 -0,369245 2 ___1 0,999986 0,00062141 91,937 91,937 91,937 0,077547 47740000 Mitogen-activated protein kinase 14 ______________MSQERPTFYRQELNKTIUID2994 1

P62805 HIST1H4A S 48 -0,369315 2 ___1 0,999938 0,0411623 53,377 43,189 53,377 -0,13216 9965100 Histone H4 PAIRRLARRGGVKRISGLIYEETRGVLKVFLUID1980

P41182 BCL6 S 307 -0,369744 4 ___1 0,974466 9,06E-12 77,439 71,276 77,439 -0,10505 63757000 B-cell lymphoma 6 protein PYFPCDKASKEEERPSSEDEIALHFEPPNAPUID1455 1;2

P41182 BCL6 S 308 -0,369744 4 ___1 0,966087 9,06E-12 77,439 71,276 77,439 -0,10505 63757000 B-cell lymphoma 6 protein YFPCDKASKEEERPSSEDEIALHFEPPNAPLUID1456 1;2

P51532 SMARCA4 S 613 -0,369869 3 ___2 0,991818 1,43E-18 79,29 79,29 79,29 0,026831 119020000 Transcription activator BRG1 AIGPDGEPLDETSQMSDLPVKVIHVESGKILUID9908 2

Q9BZL6 PRKD2 S 197 -0,370023 3 ___2 0,686393 2,09E-05 84,371 84,371 43,326 0,046112 58471000 Serine/threonine-protein kinase D2 FSIPNNCSGARKRRLSSTSLASGHSVRLGTSUID13499 2

Q6P1L5 FAM117B S 273 -0,37012 2 ___1 0,964103 0,00224546 58,246 47,981 58,246 -0,43608 16366000 Protein FAM117B EEYSEKKKGSHKRSASWGSTDQLKEIAKLRQUID3509 1

Q96T37 RBM15 S 656 -0,370411 2 ___2 1 2,60E-09 137,8 126,32 63,662 -0,28483 129980000 Putative RNA-binding protein 15 KRRLPEESGGRHLDRSPESDRPRKRHCAPSPUID13196 1;2

Q96T37 RBM15 S 659 -0,370411 2 ___2 1 0,00093433 63,662 44,834 63,662 -0,28483 84941000 Putative RNA-binding protein 15 LPEESGGRHLDRSPESDRPRKRHCAPSPDRSUID13197 2

Q13415 ORC1 S 199 -0,370766 2 ___1 0,990698 0,00012108 106,58 100,34 106,58 0,23417 25224000 Origin recognition complex subunit 1 AKCQKPVRAKSKSAESPSWTPAEHVAKRIESUID2459 1

Q6PCT2 FBXL19 T 413 -0,371111 3 ___1 0,97217 6,28E-05 49,224 49,224 49,224 0,0014652 6883700 F-box/LRR-repeat protein 19 ERHVVRPPPRSPEPDTLPLAAGSDHPLPRAAUID7502 1

Q2PPJ7 RALGAPA2 S 373 -0,372692 3 ___2 0,8817 0,00106136 48,376 37,588 48,376 0,35652 14207000 Ral GTPase-activating protein subunit alpha-2 DKSHSNSSTLSDRRLSNSSLCSIEEEHRMVYUID11134 2;3

Q2PPJ7 RALGAPA2 S 375 -0,372692 3 ___2 0,682929 0,00106136 48,376 37,588 44,601 0,036911 14207000 Ral GTPase-activating protein subunit alpha-2 SHSNSSTLSDRRLSNSSLCSIEEEHRMVYEMUID11135 2;3

Q2PPJ7 RALGAPA2 S 376 -0,372692 3 ___2 0,682929 0,00106136 44,601 34,262 44,601 0,036911 14207000 Ral GTPase-activating protein subunit alpha-2 HSNSSTLSDRRLSNSSLCSIEEEHRMVYEMVUID11136 2;3

O14681 EI24 S 326 -0,373122 2 ___2 1 0,00198123 58,781 49,447 58,781 -0,92408 16756000 Etoposide-induced protein 2.4 homolog LQSALSSSTSAEKFPSPHPSPAKLKATAGH_UID8274 2

O14681 EI24 S 330 -0,373122 2 ___2 1 0,00198123 58,781 49,447 58,781 -0,92408 16756000 Etoposide-induced protein 2.4 homolog LSSSTSAEKFPSPHPSPAKLKATAGH_____UID8275 2

O43318 MAP3K7 S 439 -0,373354 2 ___2 0,999999 4,81E-45 200,94 179,1 168,69 0,27437 128620000 Mitogen-activated protein kinase kinase kinase 7 VPEIVISGNGQPRRRSIQDLTVTGTEPGQVSUID8390 1;2

O43318 MAP3K7 S 454 -0,373354 3 ___2 0,539394 1,53E-07 69,149 69,149 69,149 0,17705 24668000 Mitogen-activated protein kinase kinase kinase 7 SIQDLTVTGTEPGQVSSRSSSPSVRMITTSGUID8391 2

O60832 DKC1 S 485 -0,373574 2 ___2 1 6,68E-13 105,5 92,662 105,5 0,35438 86793000 H/ACA ribonucleoprotein complex subunit 4 KKKSKKDKKAKAGLESGAEPGDGDSDTTKKKUID8545 1;2

Q8TB03 CXorf38 T 314 -0,374673 3 ___1 0,999981 6,76E-05 104,45 104,45 104,45 -0,079535 72456000 Uncharacterized protein CXorf38 LCLHQKLDSQEPGRQTPDRKA__________UID7645 1

Q9P2D1 CHD7 S 1874 -0,37501 4 ___1 0,80998 2,83E-09 61,938 61,938 61,938 -0,04666 13580000 Chromodomain-helicase-DNA-binding protein 7 PTRTPFKDEIDEFANSPSEDKEESMEIHATGUID6074 1

P55196 MLLT4 S 1182 -0,375761 2 ___1 1 6,80E-05 92,773 92,773 92,773 -0,37086 55779000 Afadin RADHRSSPNVANQPPSPGGKSAYASGTTAKIUID1908 1

O60841 EIF5B S 137 -0,376062 2 ___1 0,992571 2,11E-06 115,31 115,31 115,31 -0,072035 4202900000 Eukaryotic translation initiation factor 5B KSKKTAKPKVEMYSGSDDDDDFNKLPKKAKGUID463 1;2

P15391 CD19 S 499 -0,376256 2 ___2 0,999467 5,55E-35 165,64 141,23 154,72 -0,48894 202300000 B-lymphocyte antigen CD19 SAWDPSREATSLGSQSYEDMRGILYAAPQLRUID9105 1;2

P15391 CD19 S 494 -0,376256 2 ___2 0,638347 9,66E-07 129,77 124,23 114,64 -0,11876 25690000 B-lymphocyte antigen CD19 LSPHGSAWDPSREATSLGSQSYEDMRGILYAUID9104 2

P42167 TMPO S 158 -0,378072 3 ___2 0,634637 1,20E-09 69,054 69,054 58,712 -0,25869 87020000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinEKKLLKLREQGTESRSSTPLPTISSSAENTRUID9577 2;3

Q13576 IQGAP2 S 16 -0,379001 2 ___1 0,999832 0,00560324 74,944 46,217 74,944 0,53528 3511400 Ras GTPase-activating-like protein IQGAP2 MPHEELPSLQRPRYGSIVDDERLSAEEMDERUID2568 1

Q99618 CDCA3 S 31 -0,37917 2 ___1 0,539675 0,00924356 70,747 10,673 70,747 -0,048886 16829000 Cell division cycle-associated protein 3 PHNKHLARVADPRSPSAGILRTPIQVESSPQUID5168 1

Q9ULT0 TTC7A S 182 -0,380108 2 ___1 0,993036 0,00915609 71,03 40,889 71,03 -0,36909 8214900 Tetratricopeptide repeat protein 7A EAFVIKGLSLERLPNSIASRFRLTEREEEVIUID6332 1

O75494 SRSF10 S 106 -0,381434 3 ___1 0,920662 3,96E-05 83,499 83,499 78,285 -0,21363 62708000 Serine/arginine-rich splicing factor 10 KTPNQMKAKEGRNVYSSSRYDDYDRYRRSRSUID564 1

Q9Y2L9 LRCH1 S 532 -0,381479 3 ___2 0,946361 1,43E-06 61,109 61,109 61,109 0,27292 11442000 Leucine-rich repeat and calponin homology domain-containing protein 1QSNGSQYSPNEIRENSPAVSPTTNSTAPFGLUID14724 2

Q9Y2L9 LRCH1 S 536 -0,381479 3 ___2 0,518874 1,43E-06 61,109 61,109 61,109 0,27292 11442000 Leucine-rich repeat and calponin homology domain-containing protein 1SQYSPNEIRENSPAVSPTTNSTAPFGLKPRSUID14725 2

Q7Z591 AKNA S 770 -0,38165 2 ___1 1 0,00658297 93,374 55,815 49,097 -0,70833 39209000 AT-hook-containing transcription factor EQVYHGLMERYLSVKSLPEAMRMEEEEEGEEUID3801 1

P07900 HSP90AA1 S 263 -0,382179 3 ___1 1 2,90E-62 179,69 150,94 154,73 -0,67082 448250000 Heat shock protein HSP 90-alpha EEKESEDKPEIEDVGSDEEEEKKDGDKKKKKUID863 1

P25054 APC S 2283 -0,382344 2 ___1 0,992275 0,0387317 40,724 19,26 40,724 -1,6108 4773900 Adenomatous polyposis coli protein TTSPRGAKPSVKSELSPVARQTSQIGGSSKAUID1221 1

Q13501 SQSTM1 S 272 -0,386522 3 ___2 0,999777 4,24E-20 143,28 117,57 101,89 0,77665 274940000 Sequestosome-1 IDVEHGGKRSRLTPVSPESSSTEEKSSSQPSUID10631 1;2

P06239 LCK Y 192 -0,387365 2 ___1 0,977825 8,54E-09 135,86 127,01 130,94 0,35856 18634000 Tyrosine-protein kinase Lck VVKHYKIRNLDNGGFYISPRITFPGLHELVRUID8023 1

P46013 MKI67 T 1747 -0,38811 3 ___2 0,773869 2,62E-06 53,482 47,762 53,482 -0,94398 10963000 Antigen KI-67 TTKVSYRASQPDLVDTPTSSKPQPKRSLRKAUID15240 2

P49321 NASP S 503 -0,38828 3 ___1 1 5,92E-07 55,046 55,046 50,464 1,9527 18612000 Nuclear autoantigenic sperm protein DKTEEMPNDSVLENKSLQENEEEEIGNLELAUID1680 1

Q9NZM3 ITSN2 S 887 -0,388368 2 ___2 0,532661 2,51E-09 71,592 58,189 71,592 0,42595 13693000 Intersectin-2 SWQKKSAFTRTVSPGSVSPIHGQGQVVENLKUID14114 2

Q15652 JMJD1C S 1185 -0,388903 2 ___1 0,499951 0,00037174 62,891 62,891 62,891 -0,037337 2662300 Probable JmjC domain-containing histone demethylation protein 2CQIASHSVTTFRNDCRSPTHLTVSSTNTLRSMUID2962 1

Q8N3F8 MICALL1 S 578 -0,389101 2 ___1 1 0,00025732 67,115 55,885 66,285 0,78606 24976000 MICAL-like protein 1 SGELVEPRVEQMPQASPGLAPRTRGSSGPQPUID4223 1

Q15652 JMJD1C T 1187 -0,389924 2 ___1 0,531144 0,00037174 62,891 62,891 58,752 -0,2521 5040800 Probable JmjC domain-containing histone demethylation protein 2CASHSVTTFRNDCRSPTHLTVSSTNTLRSMPAUID7405 1

P85037 FOXK1 S 416 -0,390056 2 ___3 1 7,28E-15 148,24 137,08 148,24 0,071809 427690000 Forkhead box protein K1 GVSCFRTPFGPLSSRSAPASPTHPGLMSPRSUID18242 2;3

Q9NYF8 BCLAF1 S 196 -0,390453 3 ___1 0,540647 3,31E-05 50,857 40,247 50,857 -0,80098 7203400 Bcl-2-associated transcription factor 1 SKSQEEPKDTFEHDPSESIDEFNKSSATSGDUID5965 1

Q92794 KAT6A S 1089 -0,390724 2 ___2 1 9,69E-07 133,42 57,198 53,211 -0,37928 49214000 Histone acetyltransferase KAT6A EDENELFPREYFRRLSSQDVLRCQSSSKRKSUID12797 1;2

Q92794 KAT6A S 1090 -0,390724 2 ___2 1 0,00533568 53,211 29,688 53,211 -0,37928 20349000 Histone acetyltransferase KAT6A DENELFPREYFRRLSSQDVLRCQSSSKRKSKUID12798 2

P35269 GTF2F1 T 445 -0,390807 3 ___2 0,589254 1,21E-05 103,88 91,595 46,149 0,12417 37853000 General transcription factor IIF subunit 1 QSLSGKSTPQPPSGKTTPNSGDVQVTEDAVRUID15202 1;2

P35269 GTF2F1 T 446 -0,390807 3 ___2 0,556147 1,21E-05 103,88 91,595 49,199 0,17105 37853000 General transcription factor IIF subunit 1 SLSGKSTPQPPSGKTTPNSGDVQVTEDAVRRUID15203 1;2

P35269 GTF2F1 S 442 -0,390807 3 ___2 0,538115 2,36E-05 46,149 46,149 46,149 0,12417 30054000 General transcription factor IIF subunit 1 TGPQSLSGKSTPQPPSGKTTPNSGDVQVTEDUID9468 2

Q9UEY8 ADD1;ADD3;ADD2S 693 -0,39094 2 ___1 0,99998 0,00572724 90,709 26,288 90,709 0,0010458 40066000 Alpha-adducin;Gamma-adducin;Beta-adducin PGKSPSKKKKKFRTPSFLKKSKKKSDS____;PSKSPSKKKKKFRTPSFLKKNKKKEKVEA__UID1383 1

Q13480 GAB1 S 419 -0,391685 2 ___1 0,911888 0,00049458 68,069 68,069 54,7 0,10729 32481000 GRB2-associated-binding protein 1 DCYDIPRAFPSDRSSSLEGFHNHFKVKNVLTUID2528 1

Q14103 HNRNPD S 80 -0,391702 3 ___2 0,988618 9,74E-08 106,58 91,27 106,58 -0,98109 185000000 Heterogeneous nuclear ribonucleoprotein D0 GAKIDASKNEEDEGHSNSSPRHSEAATAQREUID10717 2

Q13442 PDAP1 S 178 -0,39207 2 ___1 0,982885 0,00465913 86,898 31,916 84,213 -0,12553 24362000 28 kDa heat- and acid-stable phosphoprotein AKDDATLSGKRMQSLSLNK____________UID2501 1

P09874 PARP1 S 782 -0,392509 3 ___1 0,977565 6,84E-06 71,853 71,853 71,853 0,049819 25267000 Poly [ADP-ribose] polymerase 1 NLLDIEVAYSLLRGGSDDSSKDPIDVNYEKLUID906 1

P46821 MAP1B S 1258 -0,392517 2 ___2 0,880911 5,87E-06 63,128 55,15 63,128 -0,093571 39636000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1ISAVSSEKVSPSKSPSLSPSPPSPLEKTPLGUID9702 2

Q96DF8 DGCR14 S 391 -0,393263 2 ___2 1 0,00073499 65,565 39,587 57,034 -0,30937 19919000 Protein DGCR14 RRVTENLASLTPKGLSPAMSPALQRLVSRTAUID12928 2

Q96DF8 DGCR14 S 395 -0,393263 2 ___2 1 0,00073499 65,565 39,587 57,034 -0,30937 19919000 Protein DGCR14 ENLASLTPKGLSPAMSPALQRLVSRTASKYTUID12929 2

Q9BZI7 UPF3B T 169 -0,393922 2 ___1 0,997674 0,00853056 72,958 64,229 72,958 -0,39178 18923000 Regulator of nonsense transcripts 3B IDDDPEYRKFLESYATDNEKMTSTPETLLEEUID7773 1

Q01433 AMPD2 S 190 -0,394249 2 ___1 0,95292 4,06E-05 97,911 77,01 97,911 0,035929 16600000 AMP deaminase 2 PDILLRAKQDFLKTDSDSDLQLYKEQGEGQGUID2093 1

P33241 LSP1 S 188 -0,395321 2 ___3 0,654948 2,24E-13 132,01 132,01 41,621 0,51498 211430000 Lymphocyte-specific protein 1 PRTPSPLVLEGTIEQSSPPLSPTTKLIDRTEUID17534 1;2;3

Q7Z2W4 ZC3HAV1 T 273 -0,395986 3 ___1 0,992613 2,17E-14 96,242 96,242 88,108 0,0017852 414580000 Zinc finger CCCH-type antiviral protein 1 QEFLASASASAERSCTPSPDQISHRASLEDAUID7548 1;2;3

Q9UJ70 NAGK S 76 -0,396194 2 ___1 0,995792 1,36E-09 110,38 71,585 110,38 1,7537 16169000 N-acetyl-D-glucosamine kinase GVDPLVPLRSLGLSLSGGDQEDAGRILIEELUID6213 1

O00148 DDX39A S 183 -0,396477 2 ___1 0,999944 0,00184831 125,97 48,651 125,97 -0,48243 147430000 ATP-dependent RNA helicase DDX39A VVGTPGRILALVRNRSFSLKNVKHFVLDECDUID64 1

Q14498 RBM39 S 333 -0,39722 2 ___2 0,808664 2,58E-07 91,657 77,994 91,657 0,078126 4488900 RNA-binding protein 39 GRPMKVGHVTERTDASSASSFLDSDELERTGUID10793 2

Q9BXY0 MAK16 S 197 -0,398285 3 ___3 0,86925 3,34E-22 117,03 114,9 72,474 0,55662 301430000 Protein MAK16 homolog PIHAFDKALEQQEAESDSSDTEEKDDDDDDEUID21559 2;3

Q9BXY0 MAK16 S 199 -0,398285 3 ___3 0,86925 8,16E-29 135,75 133,66 72,474 0,55662 301430000 Protein MAK16 homolog HAFDKALEQQEAESDSSDTEEKDDDDDDEEDUID21560 2;3

Q9BXY0 MAK16 S 200 -0,398285 3 ___3 0,86925 8,16E-29 135,75 133,66 72,474 0,55662 301430000 Protein MAK16 homolog AFDKALEQQEAESDSSDTEEKDDDDDDEEDVUID21561 2;3

Q8IZD4 DCP1B S 275 -0,398399 2 ___1 0,999659 0,00100703 105,98 89,304 105,98 0,057871 47695000 mRNA-decapping enzyme 1B QQEKLPIRQGVVRSLSYEEPRRHSPPIEKQLUID4169 1

Q32MZ4 LRRFIP1 S 768 -0,398627 3 ___1 0,860183 3,86E-11 70,569 64,728 70,569 -0,29799 4793900 Leucine-rich repeat flightless-interacting protein 1 SEHPSQTVRKALDSNSLENDDLSAPGREPGHUID3052 1

Q96ST2 IWS1 S 377 -0,399486 2 ___1 1 1,14E-50 184,41 168,01 177,67 -0,58966 22864000 Protein IWS1 homolog SSDSEEEEHKKQKMDSDEDEKEGEEEKVAKRUID5079 1

P08559 PDHA1 T 231 -0,399749 2 ___1 0,539337 0,0432296 64,103 49,437 64,103 0,058352 5653300 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrialLPCIFICENNRYGMGTSVERAAASTDYYKRGUID7020 1

Q9UKV5 AMFR S 522 -0,400454 3 ___1 0,755803 1,06E-21 108,71 108,71 87,372 0,089239 30581000 E3 ubiquitin-protein ligase AMFR SDSIRPALNSPVERPSSDQEEGETSAQTERVUID6300 1

Q96B45 C10orf32 S 45 -0,401292 2 ___1 0,5 0,00848267 50,353 43,458 50,353 0,14853 3912700 UPF0693 protein C10orf32 TDVIALTKQVLKGSRSSELLGQAARNMVLQEUID4769 1

Q96B45 C10orf32 S 46 -0,401292 2 ___1 0,5 0,00848267 50,353 43,458 50,353 0,14853 3912700 UPF0693 protein C10orf32 DVIALTKQVLKGSRSSELLGQAARNMVLQEDUID4770 1

Q9BXW9 FANCD2 S 592 -0,401467 2 ___1 0,999182 0,00011963 88,596 65,91 88,596 0,1715 18703000 Fanconi anemia group D2 protein GAVTMAGIMAADRSESPSLTQERANLSDEQCUID5364 1

Q86TI0 TBC1D1 S 585 -0,40158 3 ___3 0,997673 9,03E-09 54,389 51,113 48,07 0,25073 50071000 TBC1 domain family member 1 SSDSESHLPEEPAPLSPQQAFRRRANTLSHFUID20065 2;3

Q15424 SAFB2;SAFB S 234 -0,402382 3 ___1 0,90378 3,19E-15 108,78 98,379 108,78 -0,13561 41743000 Scaffold attachment factor B2;Scaffold attachment factor B1DILGETCKSEPVKEESSELEQPFAQDTSSVGUID2636 1

Q7KZF4 SND1 S 909 -0,402908 2 ___1 0,999996 0,00015242 89,629 86,308 89,629 -0,47108 12622000 Staphylococcal nuclease domain-containing protein 1RYGDFRADDADEFGYSR______________UID3675 1

P22059 OSBP S 385 -0,403463 3 ___2 0,852046 1,73E-22 143,83 143,83 108,24 0,54243 469570000 Oxysterol-binding protein 1 ENLGHKRTGSNISGASSDISLDEQYKHQLEEUID9258 2;3



P22059 OSBP S 386 -0,403463 4 ___2 0,555336 6,38E-15 87,881 87,881 46,416 -0,026928 189850000 Oxysterol-binding protein 1 NLGHKRTGSNISGASSDISLDEQYKHQLEETUID9259 2;3

Q15032 R3HDM1;R3HDM2S 142 -0,40358 3 ___1 0,675351 8,69E-07 58,093 58,093 58,093 -0,29275 9092500 R3H domain-containing protein 1;R3H domain-containing protein 2KASDKLPRKMLSRDSSQEYTDSTGIDLHEFLUID2856 1

Q96T58 SPEN S 1283 -0,405127 2 ___2 1 0,012652 47,815 42,073 47,815 0,15183 6801700 Msx2-interacting protein SFHEDEDPIGSPRLLSVKGSPKVDEKVLPYSUID13213 2

Q96T58 SPEN S 1287 -0,405127 2 ___2 1 0,0045821 66,267 61,168 47,815 0,15183 20553000 Msx2-interacting protein DEDPIGSPRLLSVKGSPKVDEKVLPYSNITVUID13214 1;2

Q8TAP8 PPP1R35 S 87 -0,405776 2 ___2 1 0,00942714 60,518 39,648 57,019 0,014942 3263000 Protein phosphatase 1 regulatory subunit 35 AARQRRQVRFRLTPPSPVRSEPQPAVPQELEUID12497 1;2

Q8TAP8 PPP1R35 T 84 -0,405776 2 ___2 1 0,0159618 57,019 38,752 57,019 0,014942 3263000 Protein phosphatase 1 regulatory subunit 35 RRGAARQRRQVRFRLTPPSPVRSEPQPAVPQUID15741 2

O43933 PEX1 S 1209 -0,405929 2 ___1 0,555397 0,0011817 42,041 28,295 42,041 0,23729 9931600 Peroxisome biogenesis factor 1 DQLRADISIIKGRYRSQSGEDESMNQPGPIKUID365 1

Q7KZI7 MARK2 S 40 -0,407476 3 ___1 0,886055 1,19E-06 66,467 58,183 61,524 0,19573 25070000 Serine/threonine-protein kinase MARK2 DSKPSSKSNMIRGRNSATSADEQPHIGNYRLUID3678 1

O15027 SEC16A S 2083 -0,407588 2 ___2 0,966048 1,71E-06 65,175 65,175 40,844 0,96513 35520000 Protein transport protein Sec16A WDRADSGPTQPPLSLSPAPETKRPGQAAKKEUID8318 1;2

O15027 SEC16A S 2081 -0,407588 2 ___2 0,947535 0,0002237 47,915 26,042 47,915 0,28379 10888000 Protein transport protein Sec16A PGWDRADSGPTQPPLSLSPAPETKRPGQAAKUID8317 2

P23588 EIF4B S 283 -0,407662 2 ___1 0,999999 0,0106113 83,168 62,183 83,168 0,0040617 26138000 Eukaryotic translation initiation factor 4B RGYDSRIGSGRRAFGSGYRRDDDYRGGGDRYUID1192 1

Q86VZ1 P2RY8 S 332 -0,408095 3 ___3 0,930782 1,94E-10 67,69 67,69 67,69 -0,17012 97374000 P2Y purinoceptor 8 TLDTRRESLFSARTTSVRSEAGAHPEGMEGAUID20125 3

P11388 TOP2A S 1374 -0,408129 2 ___2 1 3,23E-05 115,57 103,98 65,895 -0,096531 25670000 DNA topoisomerase 2-alpha KTSPKLSNKELKPQKSVVSDLEADDVKGSVPUID9043 1;2

P85037 FOXK1 S 445 -0,408282 2 ___3 1 3,10E-07 101,75 81,168 101,75 0,7796 164440000 Forkhead box protein K1 RSGGLQTPECLSREGSPIPHDPEFGSKLASVUID18241 1;2;3

P85037 FOXK1 S 441 -0,408282 2 ___3 0,99989 3,10E-07 123,75 107,49 123,75 -0,69725 125320000 Forkhead box protein K1 LMSPRSGGLQTPECLSREGSPIPHDPEFGSKUID18245 1;2;3

P85037 FOXK1 T 436 -0,408282 3 ___3 0,990784 3,10E-07 54,375 49,843 54,375 0,47654 40114000 Forkhead box protein K1 PTHPGLMSPRSGGLQTPECLSREGSPIPHDPUID23435 3

Q16186 ADRM1 S 405 -0,408975 2 ___1 1 0,00073142 62,042 62,042 62,042 -0,58716 55455000 Proteasomal ubiquitin receptor ADRM1 KEGDTKDKKDEEEDMSLD_____________UID2983 1

Q53EZ4 CEP55 T 430 -0,409317 2 ___1 0,584822 0,00044784 113,52 97,88 113,52 -0,73669 15001000 Centrosomal protein of 55 kDa ETENREKVAASPKSPTAALNESLVECPKCNIUID7431 1

Q9P2E9 RRBP1 S 1276 -0,410179 3 ___1 0,499905 5,74E-06 45,125 45,125 45,125 -0,089209 11331000 Ribosome-binding protein 1 MKSHVEDGDIAGAPASSPEAPPAEQDPVQLKUID6076 1

Q9P2E9 RRBP1 S 1277 -0,410179 3 ___1 0,499905 5,74E-06 45,125 45,125 45,125 -0,089209 11331000 Ribosome-binding protein 1 KSHVEDGDIAGAPASSPEAPPAEQDPVQLKTUID6077 1

Q9Y2K2 SIK3 T 221 -0,410275 2 ___1 0,887395 0,00038581 57,973 54,395 57,973 -0,60655 7093200 Serine/threonine-protein kinase SIK3 DFGFSNLFTPGQLLKTWCGSPPYAAPELFEGUID7959 1

Q86YV0 RASAL3 S 18 -0,410447 2 ___1 0,784739 0,00010225 63,894 63,894 63,128 0,42267 9650300 RAS protein activator like-3 PPSPSRTSQTQPTATSPLTSYRWHTGGGGEKUID4010 1

P10244 MYBL2 S 20 -0,410489 3 ___2 0,990785 2,87E-06 54,152 51,306 54,152 -0,55335 14296000 Myb-related protein B TRCEDLDELHYQDTDSDVPEQRDSKCKVKWTUID9017 2

P10244 MYBL2 T 18 -0,410489 3 ___2 0,990723 2,87E-06 54,152 51,306 54,152 -0,55335 14296000 Myb-related protein B RRTRCEDLDELHYQDTDSDVPEQRDSKCKVKUID15122 2

Q9UQ35 SRRM2 S 1401 -0,410967 2 ___2 0,999986 1,81E-32 148,36 125,48 148,36 0,20344 115500000 Serine/arginine repetitive matrix protein 2 LSPDAVEKAGMSSNQSISSPVLDAVPRTPSRUID14534 2;3

Q9UQ35 SRRM2 S 1404 -0,410967 2 ___2 0,953885 1,81E-32 148,36 125,48 137,45 0,21063 330270000 Serine/arginine repetitive matrix protein 2 DAVEKAGMSSNQSISSPVLDAVPRTPSRERSUID14536 1;2

P42167 TMPO S 159 -0,41133 3 ___2 0,694252 3,32E-07 63,085 63,085 59,038 -0,37802 43684000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinKKLLKLREQGTESRSSTPLPTISSSAENTRQUID9578 2;3

Q7Z2W4 ZC3HAV1 T 273 -0,411898 3 ___2 0,992613 2,17E-14 96,242 96,242 88,108 0,0017852 414580000 Zinc finger CCCH-type antiviral protein 1 QEFLASASASAERSCTPSPDQISHRASLEDAUID15645 1;2;3

Q9UQ35 SRRM2 T 1413 -0,411903 2 ___3 0,910401 1,30E-10 112,99 104,99 52,853 0,072795 306140000 Serine/arginine repetitive matrix protein 2 SNQSISSPVLDAVPRTPSRERSSSASSPEMKUID24110 2;3

P35659 DEK S 306 -0,412693 3 ___2 1 7,82E-06 116,87 116,87 88,09 0,037578 584960000 Protein DEK KKNQNSSKKESESEDSSDDEPLIKKLKKPPTUID9492 2;3;4

P35659 DEK S 307 -0,412693 3 ___2 1 7,82E-06 116,87 116,87 88,09 0,037578 584960000 Protein DEK KNQNSSKKESESEDSSDDEPLIKKLKKPPTDUID9493 2;3;4

O43491 EPB41L2 T 89 -0,412846 2 ___1 0,594491 0,00714278 77,732 27,692 77,732 0,12611 2996300 Band 4.1-like protein 2 ISRFIPPWLKKQKSYTLVVAKDGGDKKEPTQUID6931 1

P12270 TPR T 2042 -0,412981 3 ___1 0,535987 1,03E-05 48,961 48,961 48,961 -0,23136 6516800 Nucleoprotein TPR GNHRAADSQNSGEGNTGAAESSFSQEVSREQUID7035 1

Q7Z2W4 ZC3HAV1 S 378 -0,413417 2 ___1 0,968505 0,0025305 62,466 62,466 54,471 -0,048983 29876000 Zinc finger CCCH-type antiviral protein 1 TSWTNDQGARRKTVFSPTLPAARSSLGSLQTUID3726 1

Q6FI81 CIAPIN1 S 272 -0,413692 2 ___1 0,99926 0,00088819 57,348 55,401 57,348 -0,25955 3143500 Anamorsin LEKEKSREQMSSQPKSACGNCYLGDAFRCASUID3434 1

Q9H0W8 SMG9 S 32 -0,414691 3 ___1 0,999605 1,22E-05 52,541 52,541 52,541 -0,061467 8717300 Protein SMG9 RRRWKEPGSGGPQNLSGPGGRERDYIAPWERUID5489 1

Q13177 PAK2 T 169 -0,415365 3 ___1 0,823023 2,01E-13 73,691 73,691 73,691 0,077457 10740000 Serine/threonine-protein kinase PAK 2;PAK-2p27;PAK-2p34TPALNAKGTEAPAVVTEEEDDDEETAPPVIAUID7302 1

P46821 MAP1B S 992 -0,416712 3 ___2 1 6,67E-05 46,307 37,364 46,307 0,31689 9856600 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1SAKAEADAYIREKRESVASGDDRAEEDMDEAUID9711 2

P46821 MAP1B S 995 -0,416712 3 ___2 1 6,67E-05 46,307 37,364 46,307 0,31689 9856600 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1AEADAYIREKRESVASGDDRAEEDMDEAIEKUID9712 2

Q8IYB3 SRRM1 S 389 -0,41677 2 ___1 1 1,50E-09 153,11 133,33 92,792 0,10535 2691200000 Serine/arginine repetitive matrix protein 1 PPKRTSSPPRKTRRLSPSASPPRRRHRPSPPUID4136 1;2;3

P08559 PDHA1 S 232 -0,417817 2 ___1 0,970741 0,00034643 124,67 110 88,056 0,029682 134650000 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrialPCIFICENNRYGMGTSVERAAASTDYYKRGDUID884 1

Q6NZY4 ZCCHC8 S 498 -0,418196 2 ___1 0,792273 4,16E-05 82,55 68,343 82,55 -0,8224 10897000 Zinc finger CCHC domain-containing protein 8 VFTPPLPKGTPPLTPSDSPQTRTASGAVDEDUID3489 1

Q14005 IL16 S 922 -0,418394 2 ___1 0,994073 4,96E-09 138,02 117,32 136,01 -0,15484 39358000 Pro-interleukin-16;Interleukin-16 GSPAASEARDPGVSESPPPGRQPNQKTLPPGUID2617 1

Q8IWX8 CHERP S 904 -0,418795 2 ___1 0,999379 0,0306233 61,679 48,471 61,679 -0,77032 4265900 Calcium homeostasis endoplasmic reticulum protein ALDDPYENYRRNKSYSFIARMKARDECK___UID4068 1

Q9UKV5 AMFR S 523 -0,419333 3 ___1 0,840457 1,06E-21 108,71 108,71 101,78 -0,050935 32394000 E3 ubiquitin-protein ligase AMFR DSIRPALNSPVERPSSDQEEGETSAQTERVPUID6301 1

Q86YV0 RASAL3 S 819 -0,419411 2 ___1 1 0,00021955 142,04 92,718 142,04 -0,18046 90837000 RAS protein activator like-3 EERPLRRPRPVQRTQSVPVRRPARRRQSAGPUID4009 1

Q5U5Q3 MEX3C S 540 -0,419411 4 ___3 0,659566 4,93E-05 42,59 42,59 42,59 -0,072135 6451200 RNA-binding E3 ubiquitin-protein ligase MEX3C DPSGNMKTQRRGSQPSTPRLSPTFPESIEHPUID19472 3

Q5U5Q3 MEX3C T 541 -0,419411 4 ___3 0,659566 4,93E-05 42,59 42,59 42,59 -0,072135 6451200 RNA-binding E3 ubiquitin-protein ligase MEX3C PSGNMKTQRRGSQPSTPRLSPTFPESIEHPLUID23661 3

Q5U5Q3 MEX3C S 545 -0,419411 4 ___3 0,52899 4,93E-05 42,59 42,59 42,59 -0,072135 6451200 RNA-binding E3 ubiquitin-protein ligase MEX3C MKTQRRGSQPSTPRLSPTFPESIEHPLARRVUID19473 3

Q15435 PPP1R7 S 12 -0,421175 3 ___1 1 1,70E-06 92,939 81,834 63,337 -0,40758 41330000 Protein phosphatase 1 regulatory subunit 7 ____MAAERGAGQQQSQEMMEVDRRVESEESUID2929 1

P17275 JUNB S 259 -0,422781 3 ___2 0,999993 4,80E-09 86,519 69,986 86,519 -0,60024 41513000 Transcription factor jun-B QTVPEARSRDATPPVSPINMEDQERIKVERKUID9146 2

P17275 JUNB T 255 -0,422781 2 ___2 0,925467 4,80E-09 86,519 69,986 41,348 -0,25505 41513000 Transcription factor jun-B KEEPQTVPEARSRDATPPVSPINMEDQERIKUID15148 2

Q96M89 CCDC138 S 149 -0,423816 3 ___1 0,822083 0,00188362 45,395 37,498 45,395 -1,3617 4049900 Coiled-coil domain-containing protein 138 LPTNTTSSRPRTECCSDAGDSPLKPVSCPKSUID4976 1

Q7Z460 CLASP1 S 647 -0,424242 2 ___2 0,685677 9,91E-08 129,11 107,8 129,11 -0,018916 23049000 CLIP-associating protein 1 GSYASLGRIRTRRQSSGSATNVASTPDNRGRUID11869 2

O60292 SIPA1L3 S 146 -0,424978 3 ___1 1 0,00926214 42,947 34,903 42,947 -0,22522 2352200 Signal-induced proliferation-associated 1-like protein 3ASSGSKAFHRLSRRRSKDVEFQDGWPRSPGRUID379 1

P18887 XRCC1 S 446 -0,425676 2 ___2 0,762283 3,02E-15 141,69 129,33 141,69 -0,20408 16075000 DNA repair protein XRCC1 KQPQTKTKPTQAAGPSSPQKPPTPEETKAASUID9196 2

O15155 BET1 S 50 -0,428066 2 ___1 0,999958 1,91E-24 182,23 121,02 182,23 -0,05504 128780000 BET1 homolog LTESLRSKVTAIKSLSIEIGHEVKTQNKLLAUID253 1

Q15057 ACAP2 S 384 -0,429032 2 ___1 0,930831 0,00242157 53,169 41,25 53,169 -1,912 8578200 Arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 2DESEKLDKKSSPSTGSLDSGNESKEKLLKGEUID2875 1

P23588 EIF4B S 459 -0,43047 3 ___1 0,631887 9,67E-05 47,155 41,018 47,155 -0,061486 14071000 Eukaryotic translation initiation factor 4B KSLENETLNKEEDCHSPTSKPPKPDQPLKVMUID1193 1

Q3V6T2 CCDC88A S 1417 -0,430493 2 ___1 0,978993 0,00549406 83,647 56,122 83,647 0,12835 8335700 Girdin KLIKSKKDINRERQKSLTLTPTRSDSSEGFLUID3085 1

Q9NYM9 BET1L S 9 -0,430883 3 ___1 1 3,46E-06 126,09 114,92 93,371 -0,1975 99185000 BET1-like protein _______MADWARAQSPGAVEEILDRENKRMUID5974 1

Q86WB0 ZC3HC1 S 359 -0,431301 3 ___2 0,790657 5,51E-10 73,107 65,661 71,052 -0,15148 56274000 Nuclear-interacting partner of ALK SPGPIVSRTRSWDSSSPVDRPEPEAASPTTRUID12045 1;2

Q9H2G2 SLK S 571 -0,43154 3 ___1 0,82612 8,07E-07 58,477 54,814 58,477 -0,43766 6399100 STE20-like serine/threonine-protein kinase DVAQKVDEDSAEDTQSNDGKEVVEVGQKLINUID5514 1

Q9NRA8 EIF4ENIF1 S 5 -0,43176 2 ___1 0,999926 2,86E-06 122,93 116,63 122,93 -0,33699 15014000 Eukaryotic translation initiation factor 4E transporter ___________MDRRSMGETESGDAFLDLKKUID5798 1

O75387 SLC43A1 S 267 -0,432766 2 ___1 0,999763 2,90E-07 79,633 73,788 79,633 0,46354 3629500 Large neutral amino acids transporter small subunit 3THVTTMGQRLSQKAPSLEDGSDAFMSPQDVRUID544 1

Q9BRQ0 PYGO2 T 302 -0,433579 2 ___1 0,999965 0,00065732 69,92 54,889 69,92 0,21348 16950000 Pygopus homolog 2 NQPSFPPNSSGRGGGTPDANSLAPPGKAGGGUID7758 1

P68402 PAFAH1B2 S 2 -0,434848 3 ___1 0,984271 4,07E-16 138,03 138,03 72,569 0,18006 116520000 Platelet-activating factor acetylhydrolase IB subunit beta______________MSQGDSNPAAIPHAAEDUID2005 1

Q86YS7 C2CD5 S 659 -0,435388 3 ___2 0,951029 2,06E-07 97,352 97,352 82,885 0,12391 59217000 C2 domain-containing protein 5 PIPEPRQRSRLLRSQSESSDEVTELDLSHGKUID12090 1;2;3

O14579 COPE S 99 -0,43579 2 ___1 1 2,74E-05 129,37 74,016 129,37 -0,12687 16888000 Coatomer subunit epsilon VRMFADYLAHESRRDSIVAELDREMSRSVDVUID148 1

Q05655 PRKCD Y 374 -0,435944 2 ___1 1 0,0570358 40,724 40,724 40,724 -0,18797 3434400 Protein kinase C delta type;Protein kinase C delta type regulatory subunit;Protein kinase C delta type catalytic subunitSFGKVLLGELKGRGEYFAIKALKKDVVLIDDUID8042 1

Q9C0C4 SEMA4C S 488 -0,436861 2 ___1 1 0,0546373 43,808 23,961 43,808 0,35941 2348900 Semaphorin-4C RSLVLSQSKKLLFAGSRSQLVQLPVADCMKYUID5430 1

P85037 FOXK1 S 445 -0,4369 2 ___2 1 3,10E-07 101,75 81,168 101,75 0,7796 164440000 Forkhead box protein K1 RSGGLQTPECLSREGSPIPHDPEFGSKLASVUID10144 1;2;3

P85037 FOXK1 S 441 -0,4369 2 ___2 0,99989 3,10E-07 123,75 107,49 123,75 -0,69725 125320000 Forkhead box protein K1 LMSPRSGGLQTPECLSREGSPIPHDPEFGSKUID10148 1;2;3

P22626 HNRNPA2B1 S 225 -0,437605 2 ___1 1 1,61E-13 119,62 97,959 119,62 0,29117 26002000 Heterogeneous nuclear ribonucleoproteins A2/B1 GDSRGGGGNFGPGPGSNFRGGSDGYGSGRGFUID1174 1

P13796 LCP1 S 7 -0,437701 2 ___1 0,579842 0,00219348 47,189 31,298 47,189 -0,60443 9967300 Plastin-2 _________MARGSVSDEEMMELREAFAKVDUID979 1

Q6ZRS2 SRCAP S 2725 -0,438933 2 ___1 0,793421 0,0134187 47,062 16,45 47,062 0,57011 9835400 Helicase SRCAP SPEGPSPARPPRRRTSADVEIRGQGTGRPGQUID3618 1

Q5T200 ZC3H13 S 1366 -0,440024 2 ___1 0,999022 0,00042423 94,465 94,465 94,465 0,01672 21644000 Zinc finger CCCH domain-containing protein 13 KRRDLDRERERLISDSVERDRDRDRDRTFESUID3236 1

Q86YV0 RASAL3 S 231 -0,440122 3 ___3 0,998704 2,06E-17 124,82 115,6 124,82 0,37238 138560000 RAS protein activator like-3 LEPRDGPPSALGSRESLATLSELDLGAERDVUID20196 2;3

Q86YV0 RASAL3 S 228 -0,440122 2 ___3 0,994852 2,06E-17 124,82 115,6 70,195 -0,16213 169850000 RAS protein activator like-3 KARLEPRDGPPSALGSRESLATLSELDLGAEUID20195 1;2;3

Q86YV0 RASAL3 S 224 -0,440122 3 ___3 0,994598 1,93E-08 64,954 64,954 59,598 0,27873 61717000 RAS protein activator like-3 KEKKKARLEPRDGPPSALGSRESLATLSELDUID20194 2;3

Q16629 SRSF7 S 192 -0,440127 2 ___1 0,989395 0,00518539 97,431 88,658 97,431 -0,087969 33187000 Serine/arginine-rich splicing factor 7 RRSRSGSIKGSRYFQSPSRSRSRSRSISRPRUID3004 1

O14497 ARID1A S 1184 -0,441483 3 ___1 0,541616 8,35E-10 89,297 85,636 89,297 0,008086 19113000 AT-rich interactive domain-containing protein 1A PHSQIPPLPGMSRSNSVGIQDAFNDGSDSTFUID129 1

Q5T200 ZC3H13 T 317 -0,442281 2 ___2 0,978087 1,68E-10 114,86 96,397 114,86 0,073898 240320000 Zinc finger CCCH domain-containing protein 13 RDFERQREKRDKPRSTSPAGQHHSPISSRHHUID15555 2;3

Q5T200 ZC3H13 S 316 -0,442281 2 ___2 0,971068 8,48E-09 114,86 96,397 114,86 0,073898 240320000 Zinc finger CCCH domain-containing protein 13 GRDFERQREKRDKPRSTSPAGQHHSPISSRHUID11324 2;3

P68431 HIST1H3A;H3F3A;HIST2H3A;HIST3H3;H3F3CS 58 -0,443274 2 ___1 0,987399 2,91E-08 107,29 70,453 71,877 -0,50814 21841000 Histone H3.1;Histone H3.3;Histone H3.2;Histone H3.1t;Histone H3.3CRPGTVALREIRRYQKSTELLIRKLPFQRLVRUID2007 1

Q07666 KHDRBS1 S 18 -0,447288 2 ___1 0,499911 0,00309788 51,546 46,606 51,546 0,48998 3354500 KH domain-containing, RNA-binding, signal transduction-associated protein 1RRDDPAARMSRSSGRSGSMDPSGAHPSVRQTUID2211 1

Q9Y2K6 USP20 S 373 -0,448126 3 ___1 0,952114 1,95E-06 78,088 78,088 69,765 -0,28951 72097000 Ubiquitin carboxyl-terminal hydrolase 20 DDQPAEAQPPSPRSSSPCRTPEPDNDAHLRSUID6622 1;2

Q96PK6 RBM14 S 256 -0,450233 2 ___1 0,973984 0,00095755 68,44 43,098 68,44 0,67159 9851400 RNA-binding protein 14 PSVSLGAAYRAQPSASLGVGYRTQPMTAQAAUID4999 1

P25054 APC S 2835 -0,450233 2 ___1 0,791475 0,00683167 44,299 35,012 44,299 0,67159 9851400 Adenomatous polyposis coli protein TDSTESSGTQSPKRHSGSYLVTSV_______UID1220 1

P78310 CXADR S 332 -0,450266 2 ___1 0,999398 5,78E-09 139,32 122,78 139,32 0,077039 26227000 Coxsackievirus and adenovirus receptor QYNQVPSEDFERTPQSPTLPPAKVAAPNLSRUID2008 1

P51397 DAP S 3 -0,451327 2 ___1 0,60038 0,00129023 57,003 41,852 57,003 0,79162 69353000 Death-associated protein 1 _____________MSSPPEGKLETKAGHPPAUID1806 1

Q9Y2D5 AKAP2 S 756 -0,451544 2 ___1 0,998544 0,0229307 50,353 35,578 50,353 0,026868 3770800 A-kinase anchor protein 2 QVLQSTQSPRTKNAPSLPSRTCYKTAPGKIEUID6603 1

P46379 BAG6 S 964 -0,453053 3 ___1 1 2,40E-11 76,421 76,421 41,174 0,06802 144540000 Large proline-rich protein BAG6 PLPEEPMEVQGAERASPEPQRENASPAPGTTUID1588 1;2

Q92538 GBF1 S 1789 -0,453202 2 ___1 0,721363 1,47E-05 91,657 84,638 91,657 0,50077 5770700 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1PRAASSSSPGSPVASSPSRLSPTPDGPPPLAUID4599 1

Q8N6T3 ARFGAP1 S 345 -0,453676 2 ___1 0,539008 3,09E-06 86,378 70,838 86,378 -0,32846 4453200 ADP-ribosylation factor GTPase-activating protein 1 ETFGSAEPTKTRKSPSSDSWTCADTSTERRSUID4257 1

Q9NQZ2 UTP3 S 365 -0,45502 3 ___1 0,996556 1,26E-49 194,27 194,27 113,8 -0,24282 999580000 Something about silencing protein 10 SVSKTSAAACAVTDLSDDSDFDEKAKLKYYKUID5784 1;2;3

O60307 MAST3 S 1215 -0,455122 3 ___2 0,99999 2,52E-05 61,437 55,796 61,437 -0,062455 47554000 Microtubule-associated serine/threonine-protein kinase 3RSPSPLPGHPPAPARSPRLRRGQSADKLGTGUID8493 2

O60307 MAST3 S 1203 -0,455122 3 ___2 0,983596 2,52E-05 61,437 55,796 61,437 -0,062455 47554000 Microtubule-associated serine/threonine-protein kinase 3PLACPPISAPPPRSPSPLPGHPPAPARSPRLUID8492 2

P38159 RBMX;RBMXL1 S 249 -0,455324 3 ___1 0,853879 6,45E-07 130,39 130,39 130,39 0,20588 79420000 RNA-binding motif protein, X chromosome;RNA-binding motif protein, X chromosome, N-terminally processed;RNA binding motif protein, X-linked-like-1YAPPPRDYTYRDYGHSSSRDDYPSRGYSDRDUID1414 1

Q9NP87 POLM S 12 -0,45597 2 ___1 0,99754 1,38E-05 90,731 81,681 90,731 1,7992 16319000 DNA-directed DNA/RNA polymerase mu ____MLPKRRRARVGSPSGDAASSTPPSTRFUID5737 1

O60307 MAST3 S 348 -0,457039 3 ___1 0,833399 7,45E-06 48,697 48,697 48,697 -0,036389 6461100 Microtubule-associated serine/threonine-protein kinase 3VPLSHLEEEQPPAPESPESRALVGQSRRKPCUID392 1

Q9P219 CCDC88C S 1601 -0,457058 2 ___1 0,975118 0,0001104 107,99 93,056 107,99 0,6571 11584000 Protein Daple LNLKGSSEQLHGRSESFSSEDLIPSRDLATLUID6044 1

O75995 SASH3 S 142 -0,457178 3 ___1 1 1,30E-08 123,53 123,53 123,53 -0,0018875 42559000 SAM and SH3 domain-containing protein 3 ALAFSEQEEHELPVLSRQASTGSELCSPSPGUID610 1

O95544 NADK S 46 -0,45826 2 ___1 0,946159 0,0017421 58,32 38,533 50,286 0,040846 16561000 NAD kinase TWSYNHPIRGRAKSRSLSASPALGSTKEFRRUID733 1

Q8NFC6 BOD1L1 S 659 -0,458307 3 ___2 0,666634 0,0001127 48,112 42,794 48,112 0,3348 2956600 Biorientation of chromosomes in cell division protein 1-like 1NKNESKLEREHKRRTSTPVIMEGVQEETDTRUID12450 2

Q8NFC6 BOD1L1 T 660 -0,458307 3 ___2 0,666634 0,0001127 48,112 42,794 48,112 0,3348 2956600 Biorientation of chromosomes in cell division protein 1-like 1KNESKLEREHKRRTSTPVIMEGVQEETDTRDUID15734 2

Q8NFC6 BOD1L1 T 658 -0,458307 3 ___2 0,666633 1,16E-10 118,24 118,24 48,112 0,3348 19678000 Biorientation of chromosomes in cell division protein 1-like 1ENKNESKLEREHKRRTSTPVIMEGVQEETDTUID15733 1;2

Q9NZT2 OGFR S 361 -0,458799 3 ___2 1 1,02E-07 83,834 79,392 83,834 0,40028 44557000 Opioid growth factor receptor QPRSVEPQDAGPLERSQGDEAGGHGEDRPEPUID14122 2

Q9NZT2 OGFR S 378 -0,458799 3 ___2 1 2,05E-18 148,53 139,93 83,834 0,40028 349940000 Opioid growth factor receptor GDEAGGHGEDRPEPLSPKESKKRKLELSRREUID14123 1;2

O14497 ARID1A S 1182 -0,458907 2 ___1 0,571562 5,43E-10 85,467 85,467 64,83 -0,36234 34955000 AT-rich interactive domain-containing protein 1A STPHSQIPPLPGMSRSNSVGIQDAFNDGSDSUID128 1

Q7KZI7 MARK2 S 631 -0,459695 2 ___1 0,824728 0,00915754 46,352 36,273 46,352 0,047787 2800700 Serine/threonine-protein kinase MARK2 TPASPSGHSQGRRGASGSIFSKFTSKFVRRNUID3679 1

Q9Y320 TMX2 S 288 -0,461464 4 ___1 0,995494 3,48E-15 83,559 83,559 83,559 -0,09889 73183000 Thioredoxin-related transmembrane protein 2 NIPEEQPVASTPTTVSDGENKKDK_______UID6682 1

P31323 PRKAR2B S 83 -0,4617 3 ___1 1 2,46E-29 104,24 104,24 99,907 -0,15458 218580000 cAMP-dependent protein kinase type II-beta regulatory subunitGTPSKGVNFAEEPMQSDSEDGEEEEAAPADAUID1309 1;2

P31323 PRKAR2B S 85 -0,4617 3 ___1 1 2,46E-29 104,24 104,24 99,907 -0,15458 218580000 cAMP-dependent protein kinase type II-beta regulatory subunitPSKGVNFAEEPMQSDSEDGEEEEAAPADAGAUID1310 1;2

Q8N5F7 NKAP S 7 -0,464186 3 ___2 0,836872 0,00022033 40,533 40,533 40,533 -0,71442 22542000 NF-kappa-B-activating protein _________MAPVSGSRSPDREASGSGGRRRUID12331 2

Q8N5F7 NKAP S 9 -0,464186 3 ___2 0,761488 0,00022033 40,533 40,533 40,533 -0,71442 22542000 NF-kappa-B-activating protein _______MAPVSGSRSPDREASGSGGRRRSSUID12332 2

Q86VZ1 P2RY8 S 335 -0,464292 3 ___3 1 1,94E-10 104,41 95,082 104,41 0,098147 327610000 P2Y purinoceptor 8 TRRESLFSARTTSVRSEAGAHPEGMEGATRPUID20124 1;2;3

Q86VZ1 P2RY8 T 331 -0,464292 4 ___3 0,740894 1,94E-10 67,69 67,69 41,89 -0,18081 97374000 P2Y purinoceptor 8 DTLDTRRESLFSARTTSVRSEAGAHPEGMEGUID23775 3

Q86VZ1 P2RY8 S 335 -0,466519 3 ___2 1 1,94E-10 104,41 95,082 104,41 0,098147 327610000 P2Y purinoceptor 8 TRRESLFSARTTSVRSEAGAHPEGMEGATRPUID12027 1;2;3

P04406 GAPDH T 211 -0,467154 2 ___1 0,630004 1,34E-12 118,13 98,118 118,13 -0,68677 9886600 Glyceraldehyde-3-phosphate dehydrogenase WRDGRGALQNIIPASTGAAKAVGKVIPELNGUID7001 1

Q6ZUJ8 PIK3AP1 S 759 -0,46903 3 ___1 0,999932 5,65E-06 51,819 51,819 51,819 0,76032 4014100 Phosphoinositide 3-kinase adapter protein 1 GDNEDNEVPEVTRSRSPGPPQVDGTPTMSLEUID3635 1

P11836 MS4A1 T 11 -0,46949 2 ___2 0,598744 0,00144582 45,433 45,433 45,433 0,57442 9099400 B-lymphocyte antigen CD20 _____MTTPRNSVNGTFPAEPMKGPIAMQSGUID15129 2

P81877 SSBP2 T 333 -0,469958 2 ___1 0,981056 0,00034764 70,783 64,124 70,783 0,68217 15634000 Single-stranded DNA-binding protein 2 SKNSPNNMSLSNQPGTPRDDGEMGGNFLNPFUID7239 1

P16949 STMN1 S 3 -0,470469 2 ___1 0,5 0,00597657 57,59 28,441 57,59 -0,080453 4169200 Stathmin _____________MASSDIQVKELEKRASGQUID1028 1

Q9P219 CCDC88C S 1547 -0,473655 3 ___1 0,998047 6,63E-10 85,387 85,387 71,002 -0,01075 52890000 Protein Daple STPIARHPGRTKGYNSDDNLCEPSLEFEVPNUID6040 1

P19338 NCL S 619 -0,474138 2 ___1 1 6,22E-05 101,62 101,62 77,527 0,20825 28392000 Nucleolin RETGSSKGFGFVDFNSEEDAKAAKEAMEDGEUID1110 1

Q9H1E3 NUCKS1 T 177 -0,474813 2 ___2 0,843901 0,00587043 42,809 42,809 42,809 0,1264 12829000 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1PERKEKKMPKPRLKATVTPSPVKGKGKVGRPUID15882 2

P42167 TMPO S 66 -0,475188 2 ___3 1 1,62E-119 254,45 231,03 254,45 0,6199 3088300000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinPPLPAGTNSKGPPDFSSDEEREPTPVLGSGAUID17680 1;2;3

P42167 TMPO S 67 -0,475188 2 ___3 1 1,62E-119 254,45 231,03 254,45 0,6199 2790500000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinPLPAGTNSKGPPDFSSDEEREPTPVLGSGAAUID17681 1;2;3

P42167 TMPO T 74 -0,475188 3 ___3 0,999798 3,29E-27 145,86 145,86 126,34 -0,38419 641170000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinSKGPPDFSSDEEREPTPVLGSGAAAAGRSRAUID23327 1;2;3

P28715 ERCC5 S 384 -0,475194 2 ___1 1 1,57E-07 107,75 93,064 55,815 0,39142 92045000 DNA repair protein complementing XP-G cells ARGRNAPAAVDEGSISPRTLSAIKRALDDDEUID1278 1;2

Q14684 RRP1B S 392 -0,475281 2 ___1 0,986042 4,42E-22 170,74 161,77 170,74 0,034819 148550000 Ribosomal RNA processing protein 1 homolog B EKEKGSRVFCVEEEDSESSLQKRRRKKKKKHUID2756 1

P40222 TXLNA S 514 -0,475616 2 ___1 0,5 2,99E-05 81,904 50,676 77,42 0,51429 197300000 Alpha-taxilin SGPERRPEGPGAQAPSSPRVTEAPCYPGAPSUID1442 1

Q13247 SRSF6 S 303 -0,476614 2 ___2 0,999927 1,09E-06 122,66 111,97 41,644 -0,23135 311360000 Serine/arginine-rich splicing factor 6 DIKSKSRSRSQSRSNSPLPVPPSKARSVSPPUID10523 1;2;3

Q13247 SRSF6 S 301 -0,476614 2 ___2 0,999925 1,23E-05 66,137 66,137 41,644 -0,23135 58548000 Serine/arginine-rich splicing factor 6 KGDIKSKSRSRSQSRSNSPLPVPPSKARSVSUID10522 2;3

Q5VZK9 LRRC16A S 1094 -0,477723 3 ___1 0,785407 7,79E-07 95,122 95,122 95,122 0,3167 7420900 Leucine-rich repeat-containing protein 16A KSERPPTILMTEEPSSPKGAVRSPPVDCPRKUID3358 1

O60658 PDE8A S 457 -0,478688 2 ___1 0,962446 0,00570056 42,797 31,932 42,797 0,98497 4832800 High affinity cAMP-specific and IBMX-insensitive 3',5'-cyclic phosphodiesterase 8ANDLVGGLMSDGLRRLSGNEYVLSTKNTQMVSUID432 1

O00571 DDX3X S 90 -0,479804 2 ___1 0,963683 6,69E-05 85,837 85,837 84,365 -0,11682 47981000 ATP-dependent RNA helicase DDX3X RSDSRGKSSFFSDRGSGSRGRFDDRGRSDYDUID114 1

Q5SW79 CEP170 S 1112 -0,480478 2 ___1 0,92553 0,00379338 60,968 54,115 60,968 0,75861 9545100 Centrosomal protein of 170 kDa PTRTSLLRRARLGEASDSELADADKASVASEUID3211

Q9P246 STIM2 S 609 -0,481125 2 ___2 0,998948 1,07E-05 65,454 65,454 43,794 0,42815 24366000 Stromal interaction molecule 2 ASECDSLNSSIGRKQSPPLSLEIYQTLSPRKUID14151 2

Q9P246 STIM2 S 613 -0,481125 3 ___2 0,998759 5,52E-06 72,805 68 62,274 -0,059578 33470000 Stromal interaction molecule 2 DSLNSSIGRKQSPPLSLEIYQTLSPRKISRDUID14152 2

Q8N6F7 GCSAM S 102 -0,481154 3 ___2 0,978544 9,35E-10 86,519 86,519 72,22 -0,71644 149830000 Germinal center-associated signaling and motility proteinTLINHRVLCTRPSGNSAEEYYENVPCKAERPUID12349 2

Q8N6F7 GCSAM S 99 -0,481154 3 ___2 0,913329 3,06E-10 88,222 88,222 72,22 -0,71644 205860000 Germinal center-associated signaling and motility proteinLCYTLINHRVLCTRPSGNSAEEYYENVPCKAUID12348 1;2

Q5VZ89 DENND4C S 1277 -0,482011 4 ___2 0,529027 6,44E-15 98,114 90,087 98,114 -0,33307 97098000 DENN domain-containing protein 4C ESGMTTAFIHALERRSSLPLDHGSPAQENPEUID11446 2

Q69YQ0 SPECC1L S 832 -0,482573 2 ___1 0,778877 4,28E-14 150,12 130,24 150,12 0,058092 16862000 Cytospin-A DLAALRQGMGLSRRSSTSSEPTPTVKTLIKSUID3413 1

Q04726 TLE3 S 203 -0,483339 2 ___1 0,529326 2,51E-05 81,448 81,448 81,448 -0,47966 15473000 Transducin-like enhancer protein 3 ELDHRERESSANNSVSPSESLRASEKHRGSAUID2184 1

O75569 PRKRA T 20 -0,484174 3 ___1 0,553485 7,90E-06 59,469 48,043 53,747 -0,30854 86344000 Interferon-inducible double-stranded RNA-dependent protein kinase activator ARHRAEAPPLEREDSGTFSLGKMITAKPGKTPUID6960 1

Q58A45 PAN3 T 353 -0,485075 2 ___2 0,662261 0,0132303 42,475 21,775 42,475 0,35403 9787400 PAB-dependent poly(A)-specific ribonuclease subunit PAN3SAGSSPLHSPKITPHTSPAPRRRSHTPNPASUID15532 2

Q9NTI5 PDS5B S 1177 -0,486245 4 ___2 0,769985 1,31E-07 62,284 62,284 45,22 0,051359 28493000 Sister chromatid cohesion protein PDS5 homolog B SNPSSPGRIKGRLDSSEMDHSENEDYTMSSPUID13948 2

P46821 MAP1B S 1265 -0,486509 2 ___3 0,998845 2,60E-09 136,51 123,89 136,51 0,16689 29333000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1KVSPSKSPSLSPSPPSPLEKTPLGERSVNFSUID17802 1;2;3;4

Q9UJD0 RIMS3 S 65 -0,486989 2 ___1 0,5 4,91E-05 90,861 90,861 90,861 0,58597 9186900 Regulating synaptic membrane exocytosis protein 3 GAKMVAIVGLTQWSKSTLQLPQPEGATKKLRUID6220 1

Q9UJD0 RIMS3 T 66 -0,486989 2 ___1 0,5 4,91E-05 90,861 90,861 90,861 0,58597 9186900 Regulating synaptic membrane exocytosis protein 3 AKMVAIVGLTQWSKSTLQLPQPEGATKKLRSUID7876 1

P38159 RBMX S 352 -0,489023 2 ___1 1 0,00166092 126,07 126,07 126,07 0,0082923 229600000 RNA-binding motif protein, X chromosome;RNA-binding motif protein, X chromosome, N-terminally processedSGRDRVGRQERGLPPSMERGYPPPRDSYSSSUID1415 1

P22102 GART S 796 -0,489627 2 ___1 0,966534 0,00157276 60,401 47,611 60,401 0,40397 12516000 Trifunctional purine biosynthetic protein adenosine-3;Phosphoribosylamine--glycine ligase;Phosphoribosylformylglycinamidine cyclo-ligase;Phosphoribosylglycinamide formyltransferaseLIESMQINGSVLKNGSLTNHFSFEKKKARVAUID1166 1

Q86YV0 RASAL3;CCDC144A;CCDC144BS 859 -0,491166 2 ___1 0,982226 0,00665579 93,162 61,933 93,162 -0,25415 11240000 RAS protein activator like-3;Coiled-coil domain-containing protein 144A;Coiled-coil domain-containing protein 144BMGPAPRARPWTRDSASLPRKPSVPWQRQMDQUID4004 1

Q8NG31 CASC5 S 767 -0,491459 2 ___1 0,94006 9,40E-05 109,95 92,154 109,95 0,0063154 23868000 Protein CASC5 LGQNSKLAEPLRKSLSNPTPDYCHDKMIICSUID4370 1

P16401 HIST1H1B S 2 -0,49242 2 ___2 0,920257 3,81E-108 258,03 258,03 174,24 0,2084 797620000 Histone H1.5 ______________MSETAPAETATPAPVEKUID9117 1;2

P27816 MAP4 T 11 -0,492484 3 ___1 0,728904 1,15E-05 53,585 53,585 53,585 0,18498 6222000 Microtubule-associated protein 4 _____MADLSLADALTEPSPDIEGEIKRDFIUID7087 1

Q6ZU80 CEP128 S 31 -0,493134 2 ___1 0,960946 0,00688525 53,237 36,764 53,237 -0,1449 2621400 Centrosomal protein of 128 kDa RLSPWAARSTHRGTRSLPTVEVTEKVNTITSUID3633 1

Q53EL6 PDCD4 S 457 -0,494698 2 ___1 1 0,00189716 88,681 73,094 88,681 0,21446 32243000 Programmed cell death protein 4 QLRDLCPSRGRKRFVSEGDGGRLKPESY___UID3114 1

Q6ZNJ1 NBEAL2 S 2742 -0,494794 2 ___2 0,947825 8,41E-07 69,737 56,058 55,864 -0,71374 22976000 Neurobeachin-like protein 2 FARKLWRSSRRISQVSSGETEYNPTEAR___UID11711 2

O75995 SASH3 S 27 -0,495085 2 ___2 0,994037 0,00116734 93,096 72,575 74,094 -0,23412 1037400000 SAM and SH3 domain-containing protein 3 KEPTQKKKLSLQRSSSFKDFAKSKPSSPVVSUID8710 1;2

O75995 SASH3 S 26 -0,496112 2 ___2 0,666667 0,00202554 83,862 46,518 75,854 -0,23612 430940000 SAM and SH3 domain-containing protein 3 EKEPTQKKKLSLQRSSSFKDFAKSKPSSPVVUID8709 2

P13798 APEH S 187 -0,497516 2 ___1 0,998962 4,89E-07 103,76 61,666 103,76 0,14028 12187000 Acylamino-acid-releasing enzyme KAESFFQTKALDVSASDDEIARLKKPDQAIKUID982 1

Q92879 CELF1 S 28 -0,497527 2 ___1 0,991661 0,0156056 54,549 44,562 54,549 0,2123 14923000 CUGBP Elav-like family member 1 LDAIKMFVGQVPRTWSEKDLRELFEQYGAVYUID4716 1

O60307 MAST3 S 351 -0,498362 3 ___1 0,532385 0,00249498 41,133 34,102 41,133 0,63844 4015000 Microtubule-associated serine/threonine-protein kinase 3SHLEEEQPPAPESPESRALVGQSRRKPCESDUID393 1

P04233 CD74 S 8 -0,498437 3 ___1 1 0,00024777 62,765 53,478 59,512 0,15647 38204000 HLA class II histocompatibility antigen gamma chain ________MHRRRSRSCREDQKPVMDDQRDLUID794 1

Q6JBY9 RCSD1 S 83 -0,500238 2 ___1 0,872401 0,00315696 74,944 48,342 74,944 0,072002 25515000 CapZ-interacting protein SPPNASHPPKFKVKSSPLIEKLQANLTFDPAUID3469 1

Q8NFC6 BOD1L1 S 1079 -0,500687 3 ___1 0,66069 1,41E-14 151,41 118,71 151,41 -1,2391 23026000 Biorientation of chromosomes in cell division protein 1-like 1KKLSRRLCENRRGSLSQEMAKGEEKLAANTLUID4351 1

Q7Z2W4 ZC3HAV1 S 284 -0,50228 2 ___3 1 5,30E-15 117,07 117,07 117,07 0,10363 207100000 Zinc finger CCCH-type antiviral protein 1 ERSCTPSPDQISHRASLEDAPVDDLTRKFTYUID19913 1;2;3

Q14839 CHD4 Y 372 -0,503364 4 ___1 0,658339 1,58E-09 62,605 58,371 62,605 -0,41976 20998000 Chromodomain-helicase-DNA-binding protein 4 EEVTAVDGYETDHQDYCEVCQQGGEIILCDTUID8057 1

Q9BZL6 PRKD2 S 214 -0,503367 2 ___1 0,968517 5,98E-07 102,38 68,412 102,38 0,61697 18756000 Serine/threonine-protein kinase D2 TSLASGHSVRLGTSESLPCTAEELSRSTTELUID5401 1

Q9BZL6 PRKD2 S 206 -0,50475 3 ___2 0,993647 2,09E-05 84,371 84,371 66,137 -0,22049 42354000 Serine/threonine-protein kinase D2 ARKRRLSSTSLASGHSVRLGTSESLPCTAEEUID13502 2



Q7Z2W4 ZC3HAV1 S 275 -0,508623 3 ___3 0,999887 1,89E-14 99,372 99,372 95,067 -0,055532 289870000 Zinc finger CCCH-type antiviral protein 1 FLASASASAERSCTPSPDQISHRASLEDAPVUID19916 1;2;3

Q7Z2W4 ZC3HAV1 T 273 -0,508623 3 ___3 0,992613 2,17E-14 96,242 96,242 88,108 0,0017852 414580000 Zinc finger CCCH-type antiviral protein 1 QEFLASASASAERSCTPSPDQISHRASLEDAUID23742 1;2;3

Q7Z2W4 ZC3HAV1 S 280 -0,508623 3 ___3 0,720799 2,17E-14 96,242 96,242 40,404 -0,033894 57262000 Zinc finger CCCH-type antiviral protein 1 SASAERSCTPSPDQISHRASLEDAPVDDLTRUID19917 2;3

P46013 MKI67 S 1376 -0,510149 2 ___1 0,829274 9,67E-13 103,5 92,288 58,159 0,36388 60817000 Antigen KI-67 EAVAAGKTTKMPCESSPPESADTPTSTRRQPUID1556 1

Q9UK61 FAM208A S 1103 -0,510437 2 ___1 0,990661 0,00028515 56,648 41,617 56,648 0,19309 18605000 Protein FAM208A IIIKASAKGGNLPPVSPNDSGAKIASNPLERUID6237 1

Q96T60 PNKP T 122 -0,510869 3 ___2 0,982149 8,05E-05 44,811 38,968 43,732 -0,015048 18564000 Bifunctional polynucleotide phosphatase/kinase;Polynucleotide 3'-phosphatase;Polynucleotide 5'-hydroxyl-kinaseEETRTPESQPDTPPGTPLVSQDEKRDAELPKUID15836 2

Q96T60 PNKP T 118 -0,510869 3 ___2 0,971331 1,98E-09 71,528 71,528 71,528 0,041408 51037000 Bifunctional polynucleotide phosphatase/kinase;Polynucleotide 3'-phosphatase;Polynucleotide 5'-hydroxyl-kinaseTLRWEETRTPESQPDTPPGTPLVSQDEKRDAUID15835 1;2

P43487 RANBP1 S 60 -0,511037 2 ___1 1 0,00219517 65,305 51,098 57,175 -0,16908 11902000 Ran-specific GTPase-activating protein EEELFKMRAKLFRFASENDLPEWKERGTGDVUID1537 1

O14579 COPE S 10 -0,511382 3 ___1 0,5 9,36E-05 41,711 38,555 41,711 0,2703 4981200 Coatomer subunit epsilon ______MAPPAPGPASGGSGEVDELFDVKNAUID146 1

O14579 COPE S 13 -0,511382 3 ___1 0,5 9,36E-05 41,711 38,555 41,711 0,2703 4981200 Coatomer subunit epsilon ___MAPPAPGPASGGSGEVDELFDVKNAFYIUID147 1

P12694 BCKDHA S 347 -0,511748 3 ___1 0,999984 1,26E-06 78,975 78,975 78,975 0,28673 29074000 2-oxoisovalerate dehydrogenase subunit alpha, mitochondrialRIGHHSTSDDSSAYRSVDEVNYWDKQDHPISUID971 1

Q9UQ35 SRRM2 S 1403 -0,513481 3 ___3 0,551377 8,08E-10 71,118 71,118 71,118 -0,30041 50682000 Serine/arginine repetitive matrix protein 2 PDAVEKAGMSSNQSISSPVLDAVPRTPSRERUID22632 2;3

Q6Y7W6 GIGYF2 S 160 -0,514161 2 ___1 0,995826 0,00093993 84,213 44,364 82,954 0,1961 19255000 PERQ amino acid-rich with GYF domain-containing protein 2GVFGRGGGREMHRSQSWEERGDRRFEKPGRKUID3602 1

P55036 PSMD4;PIPSL S 256 -0,515304 3 ___1 0,928198 8,79E-08 63,095 63,095 63,095 0,42134 26357000 26S proteasome non-ATPase regulatory subunit 4;Putative PIP5K1A and PSMD4-like proteinASAAEAGIATTGTEDSDDALLKMTISQQEFGUID1895 1

P43243 MATR3 S 164 -0,515748 2 ___1 0,978241 0,00593434 62,408 62,408 62,408 0,23662 23384000 Matrin-3 RTEEGPTLSYGRDGRSATREPPYRVPRDDWEUID1533 1

A6NC98 CCDC88B S 1475 -0,51832 2 ___1 0,999954 3,31E-07 113,88 113,88 94,584 0,055941 162950000 Coiled-coil domain-containing protein 88B PEVQEPEKRPLTPSLSQ______________UID26 1

Q5QP82 DCAF10 S 92 -0,51897 3 ___1 0,9757 2,30E-06 49,001 49,001 49,001 0,031112 5681700 DDB1- and CUL4-associated factor 10 PESSTASAPGEPSPPSPPCRRPGPDCRAKSRUID3204 1

Q8WWQ0 PHIP S 911 -0,520453 2 ___1 1 7,31E-06 103,83 81,602 103,83 -0,56941 31421000 PH-interacting protein KKEKKKVNEEKDGPISPKKKKPKERKQKRLAUID4544 1

Q86VZ1 P2RY8 T 330 -0,520476 4 ___3 0,687389 5,97E-07 51,645 51,645 51,645 -0,38666 76006000 P2Y purinoceptor 8 RDTLDTRRESLFSARTTSVRSEAGAHPEGMEUID23774 3

Q96FS4 SIPA1 S 53 -0,521204 3 ___1 0,526515 3,29E-05 55,588 55,588 55,588 -0,12738 47433000 Signal-induced proliferation-associated protein 1 PHTFEPRPVRGPLLRSGSDAGEARPPTPASPUID4873 1

Q5JSH3 WDR44 S 397 -0,521618 3 ___1 0,529078 0,0222307 51,848 45,415 51,848 -0,97972 11386000 WD repeat-containing protein 44 NPLTLHIMRRTKEYVSNDAAQSDDEEKLQSQUID3160 1

Q9P2P1 NYNRIN S 660 -0,522675 2 ___1 1 0,00667418 42,031 20,658 42,031 -1,1847 8224900 Protein NYNRIN AQAGPAATVSKAPAASKAPAAPKVPVTPRVSUID6084 1

P06748 NPM1 Y 67 -0,524749 3 ___1 0,509348 0,0002052 40,844 40,844 40,844 -0,39208 2598400 Nucleophosmin GAKDELHIVEAEAMNYEGSPIKVTLATLKMSUID8028 1

P22314 UBA1 S 820 -0,52585 3 ___1 0,997176 1,73E-10 71,67 60,767 71,67 0,11215 43842000 Ubiquitin-like modifier-activating enzyme 1 VKIHVSDQELQSANASVDDSRLEELKATLPSUID1169 1;2

Q9NTI5 PDS5B S 1176 -0,528251 4 ___2 0,729985 9,34E-06 48,449 45,942 45,22 0,051359 43750000 Sister chromatid cohesion protein PDS5 homolog B SSNPSSPGRIKGRLDSSEMDHSENEDYTMSSUID13947 2

Q9Y2Q0 ATP8A1 S 29 -0,529151 3 ___1 0,99148 2,52E-06 105,39 97,845 54,281 -0,052548 165290000 Phospholipid-transporting ATPase IA RAEGYEKTDDVSEKTSLADQEEVRTIFINQPUID6630 1;2;3

Q8IXT5 RBM12B S 839 -0,529468 4 ___1 0,999365 3,37E-05 44,05 44,05 44,05 0,46569 7650100 RNA-binding protein 12B DEDFRSPQEEDFRCPSDEDFRQLPEEDLREAUID4095 1

O95831 AIFM1 S 268 -0,529572 2 ___1 0,999768 0,00269324 83,948 17,256 83,948 -0,27145 5387800 Apoptosis-inducing factor 1, mitochondrial YEKCLIATGGTPRSLSAIDRAGAEVKSRTTLUID771 1

Q9UMN6 KMT2B S 2348 -0,529715 3 ___1 1 1,12E-06 62,284 50,973 55,783 0,2914 11880000 Histone-lysine N-methyltransferase 2B GVLDLDRPGEPAGEESPGPLQERSPLLPLPEUID6357 1

Q5VZL5 ZMYM4 S 110 -0,531082 3 ___2 0,983831 6,40E-05 52,72 52,72 50,752 0,29152 12144000 Zinc finger MYM-type protein 4 FSSKDNLVSSIHTDDSLEVERRVTQHESDNEUID11460 2

Q5VZL5 ZMYM4 T 107 -0,531082 3 ___2 0,889891 6,40E-05 52,72 52,72 50,752 0,29152 12144000 Zinc finger MYM-type protein 4 EQDFSSKDNLVSSIHTDDSLEVERRVTQHESUID15572 2

Q5VUA4 ZNF318 S 214 -0,531214 2 ___2 0,996169 1,35E-09 89,668 82,787 89,668 0,36024 15113000 Zinc finger protein 318 SRGLERYISQEEGPLSPFLGQLDEDYRTKETUID11433 2

P68363 TUBA1B;TUBA4AS 340 -0,531677 2 ___1 0,999999 0,00039318 67,964 67,964 67,964 -0,14547 3081500 Tubulin alpha-1B chain;Tubulin alpha-4A chain PKDVNAAIAAIKTKRSIQFVDWCPTGFKVGI;PKDVNAAIATIKTKRSIQFVDWCPTGFKVGIUID2002 1

P18615 NELFE S 49 -0,532053 2 ___1 0,499999 1,33E-08 79,514 62,634 79,514 1,0051 27120000 Negative elongation factor E KQSSSSTTSQGGVKRSLSEQPVMDTATATEQUID1083 1

Q14493 SLBP S 182 -0,532324 2 ___1 1 0,0463211 49,59 24,668 49,59 0,010875 5104900 Histone RNA hairpin-binding protein IHPKTPNKFKKYSRRSWDQQIKLWKVALHFWUID2693 1

P46013 MKI67 S 1131 -0,534478 3 ___1 0,999228 7,43E-06 63,225 52,848 63,225 -1,4685 53407000 Antigen KI-67 EESMTDEKTTKIACKSPPPESVDTPTSTKQWUID1548 1;2

Q8NI08 NCOA7 S 211 -0,534491 2 ___2 0,999179 6,30E-16 160,65 149,07 160,65 0,13823 105510000 Nuclear receptor coactivator 7 ARKALKPIERVLSSTSEEDEPGVVKFLKMNCUID12481 1;2

Q8NI08 NCOA7 S 208 -0,534491 2 ___2 0,994299 6,30E-16 160,65 149,07 160,65 0,13823 52728000 Nuclear receptor coactivator 7 ADLARKALKPIERVLSSTSEEDEPGVVKFLKUID12479 2

Q99459 CDC5L T 385 -0,534809 2 ___2 0,999923 0,0002618 66,325 51,763 66,325 0,2563 9834000 Cell division cycle 5-like protein MALTNVDTPLKGGLNTPLHESDFSGVTPQRQUID15838 2

Q99459 CDC5L T 396 -0,534809 3 ___2 0,979377 0,0002618 66,325 51,763 44,6 -0,064002 9834000 Cell division cycle 5-like protein GGLNTPLHESDFSGVTPQRQVVQTPNTVLSTUID15839 2

O75995 SASH3 S 25 -0,537505 2 ___2 0,826285 0,0004112 110,38 70,759 110,38 -0,18288 343730000 SAM and SH3 domain-containing protein 3 SEKEPTQKKKLSLQRSSSFKDFAKSKPSSPVUID8708 1;2

Q15642 TRIP10 S 296 -0,538471 3 ___1 0,999321 1,29E-06 89,483 89,483 89,483 -0,1045 77592000 Cdc42-interacting protein 4 DVEFEDFSQPMNRAPSDSSLGTPSDGRPELRUID2945 1;2

O43491 EPB41L2 S 87 -0,539939 2 ___1 0,835916 0,00741164 76,679 18,479 76,679 -0,49518 3141200 Band 4.1-like protein 2 RGISRFIPPWLKKQKSYTLVVAKDGGDKKEPUID321 1

P84103 SRSF3 S 5 -0,539997 3 ___1 1 1,25E-07 131,06 113,35 46,318 -2,5338 100860000 Serine/arginine-rich splicing factor 3 ___________MHRDSCPLDCKVYVGNLGNNUID2044 1

P52272 HNRNPM S 575 -0,540123 2 ___1 1 2,64E-12 121,5 94,248 83,869 0,059819 92570000 Heterogeneous nuclear ribonucleoprotein M ANNLERMGLERMGANSLERMGLERMGANSLEUID1838 1

O43768 ENSA S 2 -0,540866 3 ___1 1 1,03E-94 243,28 234,06 243,28 0,0023818 114990000 Alpha-endosulfine ______________MSQKQEEENPAEETGEEUID352 1

P12270 TPR S 2155 -0,541609 3 ___1 1 4,31E-09 130,71 130,71 130,71 0,037942 149510000 Nucleoprotein TPR LVVPHRTDGFAEAIHSPQVAGVPRFRFGPPEUID967 1

Q9H4A3 WNK1 S 2372 -0,541885 2 ___1 0,999593 2,73E-05 105,46 95,872 105,46 0,31168 16722000 Serine/threonine-protein kinase WNK1 ASLQNFNISNLQKSISNPPGSNLRTT_____UID5555 1

Q96FS4 SIPA1 S 55 -0,54205 3 ___1 0,984171 1,81E-10 136,81 117,76 76,027 -0,065821 95375000 Signal-induced proliferation-associated protein 1 TFEPRPVRGPLLRSGSDAGEARPPTPASPRAUID4874 1

P07814 EPRS S 739 -0,545892 3 ___1 0,760002 1,12E-09 66,447 66,447 63,803 -0,17607 11950000 Bifunctional glutamate/proline--tRNA ligase;Glutamate--tRNA ligase;Proline--tRNA ligaseTKNETSAPFKERPTPSLNNNCTTSEDSLVLYUID857 1

O75694 NUP155 S 992 -0,546688 2 ___1 0,778503 0,0042521 62,633 46,489 62,633 -0,6969 46924000 Nuclear pore complex protein Nup155 DTLQELVNQSKAAPQSPSVPKKPGPPVLSSDUID593 1

P15531 NME1 S 120 -0,547486 2 ___1 0,895463 8,34E-05 111,74 104,94 103,21 0,41371 22616000 Nucleoside diphosphate kinase A RGDFCIQVGRNIIHGSDSVESAEKEIGLWFHUID1010 1

Q5VUA4 ZNF318 S 207 -0,547533 2 ___2 0,988065 1,35E-09 89,668 82,787 66,536 0,78047 15113000 Zinc finger protein 318 FTRSSQCSRGLERYISQEEGPLSPFLGQLDEUID11432 2

Q9HB71 CACYBP S 3 -0,547931 2 ___1 1 2,14E-05 83,204 83,204 78,324 -0,1764 7019900 Calcyclin-binding protein _____________MASEELQKDLEEVKVLLEUID5709 1

Q58A45 PAN3 T 350 -0,549187 2 ___2 0,995446 0,0132303 42,475 21,775 42,446 0,43097 18199000 PAB-dependent poly(A)-specific ribonuclease subunit PAN3MSLSAGSSPLHSPKITPHTSPAPRRRSHTPNUID15531 2

Q9NTI5 PDS5B S 1182 -0,550169 4 ___2 0,992904 2,18E-14 94,261 94,261 68,326 0,26195 121240000 Sister chromatid cohesion protein PDS5 homolog B PGRIKGRLDSSEMDHSENEDYTMSSPLPGKKUID13949 1;2

Q9UKJ3 GPATCH8 S 1109 -0,550592 2 ___1 0,521315 0,00108798 49,12 35,717 49,12 -0,20575 4799200 G patch domain-containing protein 8 LEKIQSRKVERKPSVSEEVQATPNKAGPKLKUID6263 1

O75995 SASH3 S 25 -0,550697 2 ___1 0,826285 0,0004112 110,38 70,759 110,38 -0,18288 343730000 SAM and SH3 domain-containing protein 3 SEKEPTQKKKLSLQRSSSFKDFAKSKPSSPVUID611 1;2

Q96T60 PNKP T 118 -0,551502 3 ___1 0,971331 1,98E-09 71,528 71,528 71,528 0,041408 51037000 Bifunctional polynucleotide phosphatase/kinase;Polynucleotide 3'-phosphatase;Polynucleotide 5'-hydroxyl-kinaseTLRWEETRTPESQPDTPPGTPLVSQDEKRDAUID7738 1;2

Q14684 RRP1B S 458 -0,552021 4 ___3 0,973803 4,16E-36 160,86 160,86 160,86 -0,037073 453630000 Ribosomal RNA processing protein 1 homolog B VAEPGAEATSSTGEESGSEHPPAVPMHNKRKUID18948 1;2;3

Q14684 RRP1B S 453 -0,552021 4 ___3 0,618058 4,56E-13 67,441 61,008 58,823 -0,088642 97319000 Ribosomal RNA processing protein 1 homolog B ALKARVAEPGAEATSSTGEESGSEHPPAVPMUID18947 3

Q14684 RRP1B T 454 -0,552021 4 ___3 0,618058 5,32E-09 58,823 58,823 58,823 -0,088642 97319000 Ribosomal RNA processing protein 1 homolog B LKARVAEPGAEATSSTGEESGSEHPPAVPMHUID23567 3

P12956 XRCC6 S 477 -0,552247 3 ___1 0,852289 2,10E-05 82,578 78,335 82,578 0,36778 9597000 X-ray repair cross-complementing protein 6 MKAIVEKLRFTYRSDSFENPVLQQHFRNLEAUID973 1

Q9UBU7 DBF4 S 413 -0,555672 2 ___2 1 3,58E-05 69,729 58,516 69,729 -0,084041 3938500 Protein DBF4 homolog A LYKETQETEKKLLFISEPIPHPSNELRGLNEUID14209 2

Q9UBU7 DBF4 S 420 -0,555672 2 ___2 1 3,58E-05 69,729 58,516 69,729 -0,084041 3938500 Protein DBF4 homolog A TEKKLLFISEPIPHPSNELRGLNEKMSNKCSUID14210 2

Q7KZ85 SUPT6H S 91 -0,556181 3 ___1 0,5 0,00071276 41,521 41,521 41,521 -0,81509 6016100 Transcription elongation factor SPT6 GDSEDDVGHKKRKRTSFDDRLEDDDFDLIEEUID3674

Q7KZ85 SUPT6H T 90 -0,556181 3 ___1 0,5 0,00071276 41,521 41,521 41,521 -0,81509 6016100 Transcription elongation factor SPT6 SGDSEDDVGHKKRKRTSFDDRLEDDDFDLIEUID7541

Q96CW6 SLC7A6OS S 16 -0,556415 2 ___1 1 0,00195415 49,929 37,783 49,929 -0,20185 3570900 Probable RNA polymerase II nuclear localization protein SLC7A6OSMEAARTAVLRVKRKRSAEPAEALVLACKRLRUID4806 1

Q01650 SLC7A5 S 31 -0,556939 2 ___1 0,983692 2,21E-07 84,14 76,684 84,14 1,2363 22780000 Large neutral amino acids transporter small subunit 1AEEKEEAREKMLAAKSADGSAPAGEGEGVTLUID2105 1

Q9UHR5 SAP30BP S 113 -0,558368 2 ___1 1 0,0158275 53,756 35,317 46,819 0,023338 3620700 SAP30-binding protein PQELVASFSERVRNMSPDEIKIPPEPPGRCSUID6183 1

P18615 NELFE S 51 -0,558656 2 ___1 0,864206 1,11E-13 115,66 95,897 115,66 0,92776 54340000 Negative elongation factor E SSSSTTSQGGVKRSLSEQPVMDTATATEQAKUID1084 1

Q14005 IL16 S 966 -0,560111 2 ___1 0,998842 0,0175838 51,445 51,445 51,445 0,10778 4626500 Pro-interleukin-16;Interleukin-16 ESQGPVLKMPSQRARSFPLTRSQSCETKLLDUID2616 1

Q6JBY9 RCSD1 S 82 -0,560324 2 ___1 0,607014 0,00839942 56,359 37,577 56,359 -0,076023 22217000 CapZ-interacting protein KSPPNASHPPKFKVKSSPLIEKLQANLTFDPUID3468 1

P42167 TMPO S 156 -0,561494 3 ___2 0,722089 9,66E-07 58,712 58,712 58,712 -0,25869 35063000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinLYEKKLLKLREQGTESRSSTPLPTISSSAENUID9576 2;3

P35251 RFC1 S 69 -0,564454 2 ___1 0,999679 7,42E-31 177,84 157,56 162,69 0,010977 526600000 Replication factor C subunit 1 FKQKQPSKKKRIIYDSDSESEETLQVKNAKKUID1359 1;2

Q13247 SRSF6;SRSF4;SRSF5S 118 -0,564803 2 ___1 0,5 0,00048847 114,4 74,779 114,4 0,14515 56805000 Serine/arginine-rich splicing factor 6;Serine/arginine-rich splicing factor 4;Serine/arginine-rich splicing factor 5GPPVRTEYRLIVENLSSRCSWQDLKDFMRQAUID2423 1

Q13247 SRSF6;SRSF4;SRSF5S 119 -0,564803 2 ___1 0,5 0,00048847 114,4 74,779 114,4 0,14515 56805000 Serine/arginine-rich splicing factor 6;Serine/arginine-rich splicing factor 4;Serine/arginine-rich splicing factor 5PPVRTEYRLIVENLSSRCSWQDLKDFMRQAGUID2424 1

Q8N0Z3 SPICE1 S 640 -0,565585 2 ___1 0,934572 2,71E-06 93,959 84,544 93,959 0,20476 11227000 Spindle and centriole-associated protein 1 SQPLCNSHSNTQQSRSPTFSEELPVLGDGQQUID4177 1

Q8TEK3 DOT1L T 900 -0,566255 2 ___2 0,87794 0,00046384 94,122 78,55 94,122 -0,2308 88876000 Histone-lysine N-methyltransferase, H3 lysine-79 specificLASVVLPSRAERARSTPSPVLQPRDPSSTLEUID15750 2

Q6JBY9 RCSD1 S 333 -0,568409 3 ___1 0,801354 2,30E-07 131,09 119,99 131,09 -0,014832 28030000 CapZ-interacting protein KGERVQNEEVGPEHDSQETKKLEEGAAVKETUID3470 1

Q9NZM3 ITSN2 Y 968 -0,56871 2 ___1 1 1,44E-12 152,86 130,33 105,17 -0,051302 106640000 Intersectin-2 IIPGSEVKREEPEALYAAVNKKPTSAAYSVGUID8092 1

Q13427 PPIG S 256 -0,572896 3 ___3 0,749574 2,16E-13 79,388 74,332 44,05 -0,38351 24539000 Peptidyl-prolyl cis-trans isomerase G HKKEKKKRKKSKKSASSESEAENLEAQPQSTUID18667 3

Q13427 PPIG S 257 -0,572896 3 ___3 0,749574 2,16E-13 79,388 74,332 44,05 -0,38351 24539000 Peptidyl-prolyl cis-trans isomerase G KKEKKKRKKSKKSASSESEAENLEAQPQSTVUID18668 3

Q13427 PPIG S 259 -0,572896 3 ___3 0,749574 2,16E-13 79,388 74,332 44,05 -0,38351 24539000 Peptidyl-prolyl cis-trans isomerase G EKKKRKKSKKSASSESEAENLEAQPQSTVRPUID18669 3

Q9BPX3 NCAPG S 674 -0,573424 2 ___2 1 3,99E-278 341,69 327,66 341,69 -0,032425 3593000000 Condensin complex subunit 3 TKKIKTLHCEGTEINSDDEQESKEVEETATAUID13298 1;2

Q9BPX3 NCAPG S 680 -0,573424 3 ___2 0,98106 1,88E-07 53,563 49,037 53,563 0,35616 14556000 Condensin complex subunit 3 LHCEGTEINSDDEQESKEVEETATAKNVLKLUID13299 2

Q13442 PDAP1 S 176 -0,575616 2 ___1 0,99924 0,00664943 79,148 47,514 79,148 -0,37879 19890000 28 kDa heat- and acid-stable phosphoprotein RKAKDDATLSGKRMQSLSLNK__________UID2500 1

Q9BVJ6 UTP14A S 453 -0,576061 2 ___1 0,999822 6,20E-13 156,36 138,93 156,36 0,14572 17736000 U3 small nucleolar RNA-associated protein 14 homolog AQDAEPAGSQETKDSGSQEVLSELRVLSQKLKUID5305 1

Q8NFC6 BOD1L1 S 3029 -0,576368 2 ___1 1 0,00105455 76,679 37,716 76,679 0,015103 16136000 Biorientation of chromosomes in cell division protein 1-like 1SKTQLSPSIKRKREVSPPGARTRGQQRVEEAUID4346 1

P42694 HELZ S 1741 -0,576669 2 ___2 0,774836 1,12E-05 77,222 77,222 77,222 -0,90258 16081000 Probable helicase with zinc finger domain QEPFHPLSSRTVSSSSLPSLEEYEPRGPGRPUID9611 2

P51116 FXR2 S 566 -0,578155 3 ___1 0,976204 2,70E-15 82,62 82,62 82,62 -0,055251 6845000 Fragile X mental retardation syndrome-related protein 2RRTDEDRTVMDGGLESDGPNMTENGLEDESRUID1804 1

Q4G0J3 LARP7 S 299 -0,57958 3 ___2 0,672281 3,18E-05 101,67 101,67 67,645 0,098522 89071000 La-related protein 7 ASSLPEVRTGKRKRSSSEDAESLAPRSKVKKUID11195 2

Q8IYB3 SRRM1 S 426 -0,580655 2 ___2 0,995236 0,00091626 78,964 65,375 78,964 0,087597 83185000 Serine/arginine repetitive matrix protein 1 TRHSPTPQQSNRTRKSRVSVSPGRTSGKVTKUID12226 2

Q9Y6X9 MORC2 S 739 -0,583209 3 ___2 1 2,98E-07 113,13 113,13 113,13 -0,43682 172110000 MORC family CW-type zinc finger protein 2 ESPIKLSPATPSRKRSVAVSDEEEVEEEAERUID14956 2

Q9Y6X9 MORC2 S 743 -0,583209 3 ___2 1 2,89E-22 169,98 169,98 113,13 -0,43682 333690000 MORC family CW-type zinc finger protein 2 KLSPATPSRKRSVAVSDEEEVEEEAERRKERUID14957 1;2

Q15003 NCAPH S 92 -0,586254 2 ___1 0,998889 0,00779901 47,559 28,316 47,559 0,035126 2916400 Condensin complex subunit 2 FSTDSPRLLASPSSRSIDISATIPKFTNTQIUID2834 1

Q9NSK0 KLC4 S 565 -0,58788 2 ___1 0,864175 0,0132677 81,296 28,58 81,296 -0,14125 3478400 Kinesin light chain 4 QRSGSLGKIRDVLRRSSELLVRKLQGTEPRPUID5836 1

Q9UPN9 TRIM33 S 1119 -0,588293 2 ___1 1 0,00023565 79,81 66,094 54,7 0,18162 38195000 E3 ubiquitin-protein ligase TRIM33 DSDEDFIQPRRKRLKSDERPVHIK_______UID6404 1

P08240 SRPR T 284 -0,589442 3 ___1 0,522606 4,02E-08 51,533 51,533 51,533 0,45437 23663000 Signal recognition particle receptor subunit alpha TPEAALSEDINLIRGTGSGGQLQDLDCSSSDUID7019 1

Q9UPR0 PLCL2 S 17 -0,592472 2 ___1 0,91576 7,37E-06 64,136 49,978 57,288 0,5124 12054000 Inactive phospholipase C-like protein 2 AECGRGGAAGGALPTSPGPALGAKGALKAGVUID6413 1

Q92560 BAP1 S 292 -0,593353 3 ___1 0,770694 0,0033415 47,754 36,484 47,754 -0,23642 9895500 Ubiquitin carboxyl-terminal hydrolase BAP1 QESQLPEESKSASNKSPLVLEANRAPAASEGUID4622 1

Q13017 ARHGAP5 T 1217 -0,593605 2 ___1 0,5 7,76E-05 58,98 50,876 58,98 0,12508 12585000 Rho GTPase-activating protein 5 SPVETWKGGIDNPAITSDQELDDKKMKKKTHUID7298 1

Q15149 PLEC S 4386 -0,593616 2 ___1 0,641784 9,65E-07 114,96 102,13 114,96 0,23999 20655000 Plectin DMLSGNAGGFRSRSSSVGSSSSYPISPAVSRUID2883 1

P43243 MATR3 S 206 -0,595151 2 ___2 1 1,26E-10 106,49 89,694 103,79 0,2682 323180000 Matrin-3 DRGPSLNPVLDYDHGSRSQESGYYDRMDYEDUID9627 1;2

Q99614 TTC1 S 67 -0,595947 5 ___1 0,5 1,62E-11 65,058 65,058 44,991 -0,32588 56407000 Tetratricopeptide repeat protein 1 HLQEDQGEEECFHDCSASFEEEPGADKVENKUID5165 1

Q99614 TTC1 S 69 -0,595947 5 ___1 0,5 1,62E-11 65,058 65,058 44,991 -0,32588 56407000 Tetratricopeptide repeat protein 1 QEDQGEEECFHDCSASFEEEPGADKVENKSNUID5166 1

Q9UI08 EVL S 331 -0,597019 2 ___1 0,979307 0,00010462 73,91 73,91 73,91 -0,051948 272480000 Ena/VASP-like protein PNSSEAGRKPWERSNSVEKPVSSILSRTPSVUID6188 1

Q9BYI3 FAM126A S 453 -0,597405 3 ___1 0,992452 7,08E-06 44,534 44,534 43,728 0,19536 12489000 Hyccin SSHGLAKTAATVFSKSFEQVSGVTVPHNPSSUID5375 1

Q15084 PDIA6 S 428 -0,598632 2 ___1 1 1,21E-10 70,345 70,345 55,127 0,55896 24273000 Protein disulfide-isomerase A6 DGRDGELPVEDDIDLSDVELDDLGKDEL___UID2879 1

Q8TBB5 KLHDC4 S 413 -0,599153 2 ___2 0,999876 0,00025966 63,827 54,777 52,784 0,41794 11369000 Kelch domain-containing protein 4 IKQVLTAPGSAGQPRSEDEDSLEEAGSPAPGUID12517 1;2

Q8TBB5 KLHDC4 S 418 -0,599153 2 ___2 0,999568 0,00025966 52,784 47,575 52,576 -0,60633 11369000 Kelch domain-containing protein 4 TAPGSAGQPRSEDEDSLEEAGSPAPGPCPRSUID12518 2

P46821 MAP1B S 1265 -0,599396 2 ___2 0,998845 2,60E-09 136,51 123,89 136,51 0,16689 29333000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1KVSPSKSPSLSPSPPSPLEKTPLGERSVNFSUID9705 1;2;3;4

P42694 HELZ S 1738 -0,599637 2 ___2 0,763145 1,12E-05 77,222 77,222 77,222 -0,90258 9899500 Probable helicase with zinc finger domain AIGQEPFHPLSSRTVSSSSLPSLEEYEPRGPUID9610 2

Q9HCH0 NCKAP5L S 473 -0,601735 2 ___1 1 9,18E-05 95,57 95,57 95,57 -0,030761 8099700 Nck-associated protein 5-like PPTSEKSPSPGGPQLSPQLPRNSRIPCRNSGUID5723 1

Q14684 RRP1B S 452 -0,602701 4 ___3 0,451899 4,56E-13 67,441 61,008 43,936 -0,046052 49764000 Ribosomal RNA processing protein 1 homolog B KALKARVAEPGAEATSSTGEESGSEHPPAVPUID18946 3

Q01831 XPC T 876 -0,603008 4 ___2 0,654237 2,17E-08 51,568 39,709 51,568 0,25864 16210000 DNA repair protein complementing XP-C cells LKRRYGPKSEAAAPHTDAGGGLSSDEEEGTSUID15351 2

P43243 MATR3 S 9 -0,607509 2 ___1 0,839348 0,00119098 96,342 81,134 96,342 0,60948 28992000 Matrin-3 _______MSKSFQQSSLSRDSQGHGRDLSAAUID1535 1

Q2KHR3 QSER1 S 613 -0,609799 3 ___1 0,557654 9,47E-06 55,734 55,734 55,734 -0,080702 7021500 Glutamine and serine-rich protein 1 KVSKADDRYSQSVIRSNSRLEDQVIGVALQAUID3030 1

Q6ZNJ1 NBEAL2 S 2739 -0,613158 2 ___2 0,999984 5,57E-07 116,29 90,426 116,29 0,38369 138800000 Neurobeachin-like protein 2 SSQFARKLWRSSRRISQVSSGETEYNPTEARUID11710 1;2

Q58A45 PAN3 S 354 -0,613299 2 ___2 0,855778 2,50E-05 99,283 71,27 99,283 2,2905 30424000 PAB-dependent poly(A)-specific ribonuclease subunit PAN3AGSSPLHSPKITPHTSPAPRRRSHTPNPASYUID11236 1

O14976 GAK S 829 -0,61881 3 ___1 0,901052 2,47E-09 60,541 57,964 52,268 -0,15339 37082000 Cyclin-G-associated kinase ESESALMEDRDESEVSDEGGSPISSEGQEPRUID206 1;2

O94921 CDK14 S 78 -0,620409 2 ___1 0,939412 4,58E-05 96,673 96,673 96,673 0,21188 18111000 Cyclin-dependent kinase 14 DTIPEDKKVRVQRTQSTFDPFEKPANQVKRVUID669 1

Q86VQ1 GLCCI1 S 108 -0,62049 2 ___1 0,858315 2,49E-12 128,38 118,19 128,14 -0,016041 36900000 Glucocorticoid-induced transcript 1 protein GSLPGPGAARGPSPSSPTPPAAAAPAEQAPRUID3916 1;2

P54578 USP14 S 143 -0,621483 2 ___1 0,999991 7,77E-06 105,46 99,427 80,387 -0,073173 44665000 Ubiquitin carboxyl-terminal hydrolase 14 ELKDALKRYAGALRASGEMASAQYITAALRDUID1884 1

P46821 MAP1B S 1265 -0,621488 2 ___1 0,998845 2,60E-09 136,51 123,89 136,51 0,16689 29333000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1KVSPSKSPSLSPSPPSPLEKTPLGERSVNFSUID1608 1;2;3;4

Q53QZ3 ARHGAP15 S 43 -0,622025 2 ___1 0,999997 0,00178449 89,679 78,383 89,679 0,26656 47163000 Rho GTPase-activating protein 15 IKNANSHHDRLSQSKSMILTDVGKVTEPISRUID3128 1

P78527 PRKDC S 3205 -0,622932 3 ___1 0,990581 1,32E-06 60,602 60,602 60,602 -0,1181 7305000 DNA-dependent protein kinase catalytic subunit LSKIEEKLTPLPEDNSMNVDQDGDPSDRMEVUID2035 1

Q3V6T2 CCDC88A S 449 -0,625754 3 ___1 1 5,10E-05 97,093 81,521 92,575 -0,80632 24134000 Girdin EQISRTSELSEAPQKSLGHEVNELTSSRLLKUID3084 1

P62263 RPS14 T 140 -0,627672 2 ___1 0,567211 0,00297927 78,763 56,717 78,763 0,27728 8593800 40S ribosomal protein S14 KIGRIEDVTPIPSDSTRRKGGRRGRRL____UID7223 1

Q9UBC2 EPS15L1 S 255 -0,627831 3 ___2 0,987434 1,01E-07 84,365 84,365 84,365 -0,48312 143920000 Epidermal growth factor receptor substrate 15-like 1 PSHGSVSSLNSTGSLSPKHSLKQTQPTVNWVUID14200 1;2

Q15185 PTGES3 S 85 -0,628533 2 ___1 0,965936 0,00021672 96,604 73,228 75,739 -1,6213 27970000 Prostaglandin E synthase 3 DRSILCCLRKGESGQSWPRLTKERAKLNWLSUID2899 1

P08238 HSP90AB1 S 445 -0,628876 2 ___1 0,804671 0,00253101 91,961 67,108 91,961 -0,74736 15504000 Heat shock protein HSP 90-beta YEAFSKNLKLGIHEDSTNRRRLSELLRYHTSUID878 1

P25205 MCM3 S 672 -0,63169 2 ___3 1 1,31E-131 264,96 249,26 264,96 -0,50869 2636900000 DNA replication licensing factor MCM3 VLEKEKKRKKRSEDESETEDEEEKSQEDQEQUID17420 1;2;3

P25205 MCM3 S 681 -0,63169 3 ___3 1 1,88E-16 142,22 142,22 142,22 0,92459 31164000 DNA replication licensing factor MCM3 KRSEDESETEDEEEKSQEDQEQKRKRRKTRQUID17421 3

P25205 MCM3 T 674 -0,63169 2 ___3 1 1,42E-131 264,96 249,26 264,96 -0,50869 2323500000 DNA replication licensing factor MCM3 EKEKKRKKRSEDESETEDEEEKSQEDQEQKRUID23278 2;3

Q99490 AGAP2 S 638 -0,632226 2 ___1 0,669745 0,00038815 46,926 40,038 46,926 -0,52475 2524700 Arf-GAP with GTPase, ANK repeat and PH domain-containing protein 2LRAEAAAVAGLSTPGSLHRAAKRRTSLFANRUID5136 1

O94921 CDK14 T 79 -0,633949 3 ___1 0,514103 0,00044141 46,702 46,702 46,702 0,26325 12222000 Cyclin-dependent kinase 14 TIPEDKKVRVQRTQSTFDPFEKPANQVKRVHUID6981 1

Q13501 SQSTM1 S 24 -0,635272 3 ___1 0,895277 1,33E-17 125,14 121,57 84,58 -0,16709 41552000 Sequestosome-1 YLLGKEDAAREIRRFSFCCSPEPEAEAEAAAUID2536 1

Q9UKM9 RALY S 295 -0,63601 4 ___1 1 1,63E-35 150,56 150,56 145,51 -0,79279 1284500000 RNA-binding protein Raly DEEGLLTHSEEELEHSQDTDADDGALQ____UID6269 1;2;3;4

Q4G0J3 LARP7 S 298 -0,639758 2 ___2 0,99545 1,91E-06 125,73 106,48 120,92 0,26057 126590000 La-related protein 7 EASSLPEVRTGKRKRSSSEDAESLAPRSKVKUID11194 2

Q92974 ARHGEF2 S 941 -0,642426 3 ___2 0,841282 7,31E-10 89,145 81,189 89,145 0,25224 65896000 Rho guanine nucleotide exchange factor 2 ERQELGSPEERLQDSSDPDTGSEEEGSSRLSUID12830 2

Q8WVT3 TRAPPC12 S 184 -0,642872 2 ___1 0,996956 0,00022022 85,42 78,2 85,42 0,1376 87886000 Trafficking protein particle complex subunit 12 PASGDGFEPQMVKSPSFGGASEASARTPPQVUID4524 1

Q9UKM9 RALY T 286 -0,642977 4 ___2 0,999963 5,15E-21 94,612 94,612 88,344 -0,17475 383800000 RNA-binding protein Raly GEARTRDDGDEEGLLTHSEEELEHSQDTDADUID15980 2;3;4

P61073 CXCR4 S 325 -0,644631 2 ___2 0,891372 5,62E-06 84,403 84,403 84,403 -0,43017 31363000 C-X-C chemokine receptor type 4 KTSAQHALTSVSRGSSLKILSKGKRGGHSSVUID10054 2

P49750 YLPM1 S 1088 -0,646473 2 ___1 0,740384 0,0169611 44,882 34,962 44,882 0,066227 10814000 YLP motif-containing protein 1 NRGEGSRDRGLVRPGSSREKVPGGLQGSQDRUID1707 1

P55011 SLC12A2 S 79 -0,648756 3 ___1 0,529716 6,25E-07 51,296 43,008 48,634 -0,084095 9145600 Solute carrier family 12 member 2 AGDGLGRPLGPTPSQSRFQVDLVSENAGRAAUID1894 1

Q7Z5R6 APBB1IP S 526 -0,648853 2 ___2 0,854722 4,09E-09 136,27 122,82 78,932 -0,28388 1167300000 Amyloid beta A4 precursor protein-binding family B member 1-interacting proteinAPKSSLPPPPPVRRSSDTSGSPATPLKAKGTUID11915 1;2

Q4ADV7 RIC1 S 1037 -0,648932 2 ___1 0,996319 0,00276396 60,49 47,136 59,57 -0,50791 7403100 RAB6A-GEF complex partner protein 1 AENVPASKFSLQKTLSMPSGPSGKRWSKDSDUID3094 1

P61619 SEC61A1 S 408 -0,64948 2 ___1 0,906291 0,00147975 89,548 72,112 89,548 -0,32721 14313000 Protein transport protein Sec61 subunit alpha isoform 1QLKEQQMVMRGHRETSMVHELNRYIPTAAAFUID1964 1

O60784 TOM1 S 355 -0,650717 2 ___1 0,999314 0,00104207 74,611 55,368 74,611 0,14288 16908000 Target of Myb protein 1 AGMNLGSSSVRAGLQSLEASGRLEDEFDMFAUID445 1

Q13428 TCOF1 S 1378 -0,651246 2 ___2 0,999996 2,64E-153 281,3 281,3 253,79 0,081725 739620000 Treacle protein KKKKLGAGEGGEASVSPEKTSTTSKGKAKRDUID10577 1;2

Q13428 TCOF1 S 1376 -0,651246 2 ___2 0,991531 9,51E-133 271,68 261,93 56,482 0,10306 73672000 Treacle protein SKKKKKLGAGEGGEASVSPEKTSTTSKGKAKUID10576 1;2

Q9H6T3 RPAP3 S 121 -0,65649 4 ___2 0,962993 5,90E-19 81,36 81,36 80,342 -0,1574 326270000 RNA polymerase II-associated protein 3 DKDDSTHESLSQESESEEDGIHVDSQKALVLUID13731 2;3

Q9H1E3 NUCKS1 S 144 -0,658515 2 ___1 0,88007 0,00016275 57,009 51,73 57,009 0,018262 5307300 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1DSGSDEDFLMEDDDDSDYGSSKKKNKKMVKKUID5507 1

Q9H307 PNN S 66 -0,660071 2 ___1 0,999886 2,83E-06 125,28 112,93 125,28 0,31047 134050000 Pinin GGGRGRGSLLLRRGFSDSGGGPPAKQRDLEGUID5533 1

Q14684 RRP1B S 706 -0,660253 2 ___1 0,992095 0,00022745 85,845 63,124 80,69 0,058317 42709000 Ribosomal RNA processing protein 1 homolog B NMTAEFKKTDKSILVSPTGPSRVAFDPEQKPUID2746 1

Q9Y2K1 ZBTB1 S 355 -0,661956 3 ___2 0,998191 3,59E-15 114,04 108 114,04 -0,52086 74107000 Zinc finger and BTB domain-containing protein 1 KDFNIIKVTDKDCNESTDNDELEDEPEEPFYUID14714 2

Q9Y2K1 ZBTB1 T 356 -0,661956 3 ___2 0,998191 3,59E-15 114,04 108 114,04 -0,52086 74107000 Zinc finger and BTB domain-containing protein 1 DFNIIKVTDKDCNESTDNDELEDEPEEPFYRUID16055 2

Q9H1E3 NUCKS1 S 214 -0,662524 3 ___2 1 3,27E-57 204,71 161,92 102,95 0,018762 1282100000 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1KEKTPSPKEEDEEPESPPEKKTSTSPPPEKSUID13605 1;2;3

Q9H1E3 NUCKS1 S 204 -0,662524 3 ___2 1 2,63E-07 102,95 96,317 102,95 0,018762 154430000 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1VGRPTASKASKEKTPSPKEEDEEPESPPEKKUID13606 2;3

Q96BY7 ATG2B S 497 -0,662746 3 ___1 0,989361 0,00026029 58,159 58,159 53,328 -0,13763 46067000 Autophagy-related protein 2 homolog B HPTPLQKTSLPSRSVSVDESRPELIFRLAVGUID4785 1

P28715 ERCC5 S 382 -0,664709 2 ___2 1 0,00038518 55,815 46,019 55,815 0,39142 19144000 DNA repair protein complementing XP-G cells RQARGRNAPAAVDEGSISPRTLSAIKRALDDUID9374 2

P28715 ERCC5 S 384 -0,664709 2 ___2 1 1,57E-07 107,75 93,064 55,815 0,39142 92045000 DNA repair protein complementing XP-G cells ARGRNAPAAVDEGSISPRTLSAIKRALDDDEUID9375 1;2

Q6JBY9 RCSD1 S 179 -0,665081 2 ___1 1 5,05E-104 270,24 224,94 58,487 -0,62832 651990000 CapZ-interacting protein SIKRRPPSRRFRRSQSDCGELGDFRAVESSQUID3467 1;2

Q2KHR3 QSER1 S 615 -0,666553 3 ___1 0,499999 1,07E-05 54,235 54,235 54,235 -0,22946 3107600 Glutamine and serine-rich protein 1 SKADDRYSQSVIRSNSRLEDQVIGVALQASKUID3031 1

Q96D71 REPS1 S 272 -0,668517 2 ___2 0,993808 6,75E-09 134,49 134,49 134,49 0,0023574 127190000 RalBP1-associated Eps domain-containing protein 1 RTVASATTAIEIRRQSSSYDDPWKITDEQRQUID12908 1;2

P19634 SLC9A1 S 703 -0,669465 2 ___1 0,999879 0,0034393 54,772 44,248 54,772 -0,37242 5257700 Sodium/hydrogen exchanger 1 AHKLDSPTMSRARIGSDPLAYEPKEDLPVITUID1123 1

Q7Z5R6 APBB1IP S 529 -0,670658 2 ___2 0,595858 2,16E-05 84,508 74,277 84,508 -0,31303 22168000 Amyloid beta A4 precursor protein-binding family B member 1-interacting proteinSSLPPPPPVRRSSDTSGSPATPLKAKGTGGGUID11916 2

P09496 CLTA S 105 -0,672945 2 ___1 0,998749 0,0168526 56,936 35,305 56,936 -0,26311 95631000 Clathrin light chain A PTDSYAAISQVDRLQSEPESIRKWREEQMERUID894 1

P12956 XRCC6 S 475 -0,674068 2 ___1 0,56803 5,02E-05 85,554 85,554 85,554 -0,074694 8181000 X-ray repair cross-complementing protein 6 GKMKAIVEKLRFTYRSDSFENPVLQQHFRNLUID972 1

Q6NZY4 ZCCHC8 T 479 -0,676035 2 ___1 1 0,00039343 65,472 65,472 65,472 -0,050284 17995000 Zinc finger CCHC domain-containing protein 8 FQPPLPPDTPPLPRGTPPPVFTPPLPKGTPPUID7497 1;2

P16949 STMN1 S 16 -0,676804 2 ___1 1 1,18E-38 191,06 182,36 58,83 0,52334 1511700000 Stathmin MASSDIQVKELEKRASGQAFELILSPRSKESUID1026 1;2

Q15311 RALBP1 S 11 -0,677426 2 ___1 0,672331 0,00016596 67,449 67,449 46,408 -0,83828 5472200 RalA-binding protein 1 _____MTECFLPPTSSPSEHRRVEHGSGLTRUID2906 1



P16403 HIST1H1C S 2 -0,680272 2 ___1 0,852686 5,48E-07 129,29 14,469 59,513 0,00025093 398300000 Histone H1.2 ______________MSETAPAAPAAAPPAEKUID1023 1

Q5HYJ3 FAM76B S 193 -0,684866 2 ___1 1 3,41E-30 187,97 165,05 187,97 0,26738 43050000 Protein FAM76B HHHRHSSSHHKISNLSPEEEQGLWKQSHKSSUID3156 1

Q58A45 PAN3 S 354 -0,685258 2 ___1 0,855778 2,50E-05 99,283 71,27 99,283 2,2905 30424000 PAB-dependent poly(A)-specific ribonuclease subunit PAN3AGSSPLHSPKITPHTSPAPRRRSHTPNPASYUID3139 1

Q96A57 TMEM230 S 24 -0,693304 2 ___1 0,934453 1,95E-10 147,18 147,18 147,18 0,21921 68263000 Transmembrane protein 230 ATGIPSSKVKYSRLSSTDDGYIDLQFKKTPPUID4755 1

Q15154 PCM1 S 93 -0,698784 2 ___1 0,996259 1,37E-07 102,64 81,241 102,64 0,17826 54720000 Pericentriolar material 1 protein KTPHTFPHSRYMSQMSVPEQAELEKLKQRINUID2897 1

Q4G0J3 LARP7 S 300 -0,699929 2 ___2 0,988847 1,14E-25 188,27 181,37 125,73 0,14675 266630000 La-related protein 7 SSLPEVRTGKRKRSSSEDAESLAPRSKVKKIUID11196 1;2

Q00535 CDK5 Y 15 -0,700873 2 ___1 0,712329 0,0139113 43,282 34,519 43,282 0,77021 4166700 Cyclin-dependent-like kinase 5 _MQKYEKLEKIGEGTYGTVFKAKNRETHEIVUID8041 1

Q9UBB9 TFIP11 S 2 -0,701609 2 ___1 0,997058 0,0209144 64,265 25,302 64,265 0,51748 6508400 Tuftelin-interacting protein 11 ______________MSLSHLYRDGEGRIDDDUID6097 1

Q9Y2K6 USP20 T 377 -0,704603 3 ___2 0,997146 1,44E-05 69,765 55,182 69,765 -0,28951 51571000 Ubiquitin carboxyl-terminal hydrolase 20 AEAQPPSPRSSSPCRTPEPDNDAHLRSSSRPUID16057 2

Q9Y2K6 USP20 S 373 -0,704603 3 ___2 0,952114 1,95E-06 78,088 78,088 69,765 -0,28951 72097000 Ubiquitin carboxyl-terminal hydrolase 20 DDQPAEAQPPSPRSSSPCRTPEPDNDAHLRSUID14719 1;2

P35658 NUP214 S 1023 -0,704606 3 ___1 0,820106 4,54E-05 51,487 51,487 51,487 -0,15927 3742700 Nuclear pore complex protein Nup214 AVVQAPRHAPVVRTPSIQPSLLPHAAPFAKSUID1389 1

Q9Y6G9 DYNC1LI1 S 516 -0,704709 2 ___2 0,894047 1,91E-07 80,488 80,488 71,806 0,15937 273750000 Cytoplasmic dynein 1 light intermediate chain 1 RITRKPVTVSPTTPTSPTEGEAS________UID14924 1;2

O94880 PHF14 T 287 -0,70934 2 ___2 0,984163 0,0271246 57,796 52,517 57,796 -0,50181 14374000 PHD finger protein 14 KSKVLSRNSADDEELTNDSLTLSQSKSNEDSUID15075 2

O94880 PHF14 S 290 -0,70934 2 ___2 0,94797 0,0271246 57,796 52,517 57,796 -0,50181 14374000 PHD finger protein 14 VLSRNSADDEELTNDSLTLSQSKSNEDSLILUID8747 2

Q02078 MEF2A T 108 -0,709841 3 ___2 0,983348 1,87E-06 63,029 61,039 63,029 -0,38703 23387000 Myocyte-specific enhancer factor 2A HRGCDSPDPDTSYVLTPHTEEKYKKINEEFDUID15352 2

Q02078 MEF2A S 98 -0,709841 3 ___2 0,965719 1,87E-06 63,029 61,039 63,029 -0,38703 23387000 Myocyte-specific enhancer factor 2A DIVEALNKKEHRGCDSPDPDTSYVLTPHTEEUID10224 2

A3KN83 SBNO1 S 214 -0,710431 2 ___1 0,999302 0,00249447 111,74 97,753 111,74 -0,059878 28690000 Protein strawberry notch homolog 1 EGARMWINDMKMRSFSPTMKVPVVKEDDEPEUID20 1

P52597 HNRNPF S 187 -0,711514 3 ___1 0,844585 0,00016746 69,729 61,13 69,729 -0,61493 12925000 Heterogeneous nuclear ribonucleoprotein F;Heterogeneous nuclear ribonucleoprotein F, N-terminally processedHKERIGHRYIEVFKSSQEEVRSYSDPPLKFMUID1851 1

P52272 HNRNPM S 452 -0,712238 2 ___1 1 0,0152408 76,1 39,339 72,23 0,085939 17529000 Heterogeneous nuclear ribonucleoprotein M MGLVMDRMGSVERMGSGIERMGPLGLDHMASUID1841 1

Q6F5E8 RLTPR S 1362 -0,712268 3 ___1 1 0,0002706 40,381 40,381 40,381 0,15103 5670000 Leucine-rich repeat-containing protein 16C GQLRPRPLSAGRRAVSVHEDQLQAPAERPLRUID3428 1

O60343 TBC1D4 S 588 -0,715668 2 ___2 1 5,98E-05 133,81 109,72 57,175 0,10431 166750000 TBC1 domain family member 4 NIFSRGANRMRGRLGSVDSFERSNSLASEKDUID8507 1;2

O60343 TBC1D4 S 591 -0,715668 2 ___2 1 0,00365451 60,157 43,525 57,175 0,10431 19008000 TBC1 domain family member 4 SRGANRMRGRLGSVDSFERSNSLASEKDYSPUID8508 2

Q9NS69 TOMM22 S 15 -0,721366 3 ___1 1 1,40E-09 95,347 95,347 52,061 0,020641 73130000 Mitochondrial import receptor subunit TOM22 homolog_MAAAVAAAGAGEPQSPDELLPKGDAEKPEEUID5825 1

Q53H47 SETMAR S 508 -0,722039 2 ___1 1 0,0389584 49,31 49,31 49,31 -0,53918 3840100 Histone-lysine N-methyltransferase SETMAR;Histone-lysine N-methyltransferase;Transposon Hsmar1 transposaseVTCDEKWILYDNRRRSAQWLDQEEAPKHFPKUID3125

P61073 CXCR4 S 324 -0,722563 2 ___2 0,512661 5,62E-06 84,403 84,403 70,451 -0,2248 14249000 C-X-C chemokine receptor type 4 FKTSAQHALTSVSRGSSLKILSKGKRGGHSSUID10053 2

Q14164 IKBKE S 664 -0,722968 2 ___1 0,99957 3,73E-05 50,397 46,793 42,708 -0,88851 10797000 Inhibitor of nuclear factor kappa-B kinase subunit epsilonLSHQLLQDRAKGAQASPPPIAPYPSPTRKDLUID2673 1;2

Q8IWZ3 ANKHD1 S 803 -0,724667 2 ___1 1 1,02E-05 119,45 119,45 119,45 0,355 7075200 Ankyrin repeat and KH domain-containing protein 1 ELGQRISAIEKAQLKSLELIQGEPLNKDKIEUID4071 1

Q9Y2L1 DIS3 S 215 -0,726893 2 ___1 0,99999 1,51E-05 80,534 68,618 80,534 -0,58374 15595000 Exosome complex exonuclease RRP44 SLTANPELIDRLACLSEEGNEIESGKIIFSEUID6625 1

Q15751 HERC1 S 1521 -0,727201 3 ___3 0,999994 2,02E-16 141,84 141,84 141,84 0,11964 67523000 Probable E3 ubiquitin-protein ligase HERC1 RLIKSRSESDLSQPESDEEGYALSGRRNVDLUID19168 2;3

Q15751 HERC1 S 1517 -0,727201 3 ___3 0,96782 9,44E-05 57,496 49,407 57,496 0,52964 12543000 Probable E3 ubiquitin-protein ligase HERC1 SPNYRLIKSRSESDLSQPESDEEGYALSGRRUID19167 3

Q4ADV7 RIC1 S 1017 -0,729149 2 ___1 0,999813 7,23E-15 153,23 153,23 153,23 -0,037837 30756000 RAB6A-GEF complex partner protein 1 PSSSGGFEFFRNRSISLSQSAENVPASKFSLUID3093 1

Q6JBY9 RCSD1 S 177 -0,73459 2 ___1 1 3,77E-05 88,73 55,224 58,487 -0,62832 128600000 CapZ-interacting protein RGSIKRRPPSRRFRRSQSDCGELGDFRAVESUID3466 1;2

P14866 HNRNPL S 52 -0,737179 2 ___1 1 2,92E-07 98,902 94,451 98,902 0,1397 20197000 Heterogeneous nuclear ribonucleoprotein L AAGGGGGGGRYYGGGSEGGRAPKRLKTDNAGUID994 1

P06239 LCK;FYN;YES1;SRCY 394 -0,738272 2 ___1 0,888756 6,81E-06 135,79 123,94 129,1 0,45746 49383000 Tyrosine-protein kinase Lck;Tyrosine-protein kinase Fyn;Tyrosine-protein kinase Yes;Proto-oncogene tyrosine-protein kinase SrcKIADFGLARLIEDNEYTAREGAKFPIKWTAP;KIADFGLARLIEDNEYTARQGAKFPIKWTAPUID8022 1

P52272 HNRNPM S 528 -0,739018 2 ___1 1 0,0139188 63,227 38,237 63,227 0,10709 17460000 Heterogeneous nuclear ribonucleoprotein M SGVERMGPAIERMGLSMERMVPAGMGAGLERUID1840 1

Q9UKV3 ACIN1 S 243 -0,740506 2 ___1 1 5,01E-22 154,84 146,2 154,84 0,46806 210540000 Apoptotic chromatin condensation inducer in the nucleusSSRVRQARAAKLSEGSQPAEEEEDQETPSRNUID6277 1;2

Q9Y2L5 TRAPPC8 S 279 -0,740529 2 ___1 0,998712 0,00313589 49,559 43,239 49,559 0,20097 3899900 Trafficking protein particle complex subunit 8 PCTITSNKNSDNNLLSLDGLDNEVKDGLPNNUID6626

P17544 ATF7 T 51 -0,74089 2 ___2 0,993661 8,83E-05 99,927 99,927 99,927 0,17251 7353700 Cyclic AMP-dependent transcription factor ATF-7 KFGPARTDSVIIADQTPTPTRFLKNCEEVGLUID15149 2

P17544 ATF7 T 53 -0,74089 2 ___2 0,885455 8,83E-05 99,927 99,927 99,927 0,17251 7353700 Cyclic AMP-dependent transcription factor ATF-7 GPARTDSVIIADQTPTPTRFLKNCEEVGLFNUID15150 2

P46087 NOP2 S 58 -0,741639 2 ___1 1 0,0107962 65,719 41,63 46,334 0,73588 16138000 Probable 28S rRNA (cytosine(4447)-C(5))-methyltransferaseLSSRARKRAAKRRLGSVEAPKTNKSPEAKPLUID1569 1

O94763 URI1 S 442 -0,742693 3 ___1 0,969863 4,87E-15 97,047 97,047 97,047 -0,43041 72758000 Unconventional prefoldin RPB5 interactor 1 SAAEFDDRRGVLRSISCEEATCSDTSESILEUID623 1

Q03001 DST S 7510 -0,749935 4 ___2 0,999834 5,13E-22 105,89 105,89 105,89 -0,19607 30746000 Dystonin RAGSKAGSRASSRRGSDASDFDISEIQSVCSUID10244 2

Q03001 DST S 7513 -0,749935 4 ___2 0,995311 5,13E-22 105,89 105,89 105,89 -0,19607 30746000 Dystonin SKAGSRASSRRGSDASDFDISEIQSVCSDVEUID10245 2

Q6ZNJ1 NBEAL2 S 2743 -0,753196 3 ___2 0,562818 6,04E-07 85,387 85,013 85,387 0,30499 47690000 Neurobeachin-like protein 2 ARKLWRSSRRISQVSSGETEYNPTEAR____UID11712 2

Q6ZUT9 DENND5B S 1076 -0,754991 2 ___2 0,96477 0,010486 45,077 36,545 45,077 0,17209 5035800 DENN domain-containing protein 5B RTPPQQKSPTTARRLSITSLTGKNNKPNAGQUID11733 2

Q6ZUT9 DENND5B T 1078 -0,754991 2 ___2 0,865694 0,010486 45,077 36,545 45,077 0,17209 5035800 DENN domain-containing protein 5B PPQQKSPTTARRLSITSLTGKNNKPNAGQIQUID15625 2

P18615 NELFE S 251 -0,755015 2 ___1 0,991654 0,0518584 45,74 38,845 45,74 -0,41581 5735000 Negative elongation factor E RDRDRDREGPFRRSDSFPERRAPRKGNTLYVUID1081 1

Q12802 AKAP13 S 2563 -0,755795 2 ___1 0,921641 3,58E-06 124,07 124,07 124,07 0,76978 16601000 A-kinase anchor protein 13 DQKLVLSERALTRSLSRPSSLIEQEKQRSLEUID2280 1

Q96CW1 AP2M1 T 156 -0,756565 3 ___1 0,872234 0,00018068 48,053 43,503 40,756 0,0037087 7451800 AP-2 complex subunit mu QHQTKEEQSQITSQVTGQIGWRREGIKYRRNUID7702 1

P53367 ARFIP1 S 132 -0,763617 2 ___1 0,977251 0,0151431 52,725 47,187 52,725 -0,0053289 7007600 Arfaptin-1 IKNPAMEKLELVRKWSLNTYKCTRQIISEKLUID1868 1

Q13586 STIM1 S 618 -0,764445 2 ___1 0,879961 6,82E-07 68,034 51,635 68,034 1,142 44504000 Stromal interaction molecule 1 APPGGSPHLDSSRSHSPSSPDPDTPSPVGDSUID2573 1

P04920 SLC4A2 S 113 -0,764672 4 ___1 0,771508 5,14E-21 94,48 94,48 83,185 0,58242 40813000 Anion exchange protein 2 TPQGPGRKPRRRPGASPTGETPTIEEGEEDEUID812 1

A6NC98 CCDC88B S 1473 -0,76545 2 ___1 0,625466 2,45E-25 168,09 152,83 168,09 -0,39604 12341000 Coiled-coil domain-containing protein 88B EGPEVQEPEKRPLTPSLSQ____________UID25 1

P04792 HSPB1 S 82 -0,765934 2 ___1 0,847239 0,00267896 58,172 36,179 45,161 0,23993 7438100 Heat shock protein beta-1 AVAAPAYSRALSRQLSSGVSEIRHTADRWRVUID807 1

Q96PK6 RBM14 S 520 -0,76621 3 ___2 0,532598 2,15E-10 67,864 67,864 49,287 -0,061969 8454600 RNA-binding protein 14 GAQPSATLAAPYRTQSSASLAASYAAQQHPQUID13102 2

Q96PK6 RBM14 S 521 -0,76621 3 ___2 0,532596 2,15E-10 67,864 67,864 49,287 -0,061969 8454600 RNA-binding protein 14 AQPSATLAAPYRTQSSASLAASYAAQQHPQAUID13103 2

Q96PK6 RBM14 S 523 -0,76621 3 ___2 0,532596 1,10E-05 49,287 49,287 49,287 -0,061969 8454600 RNA-binding protein 14 PSATLAAPYRTQSSASLAASYAAQQHPQAAAUID13104 2

P42167 TMPO T 160 -0,776701 2 ___3 0,965165 5,39E-30 181,58 181,58 181,58 0,068448 935470000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinKLLKLREQGTESRSSTPLPTISSSAENTRQNUID23326 1;2;3

P42167 TMPO S 156 -0,776701 3 ___3 0,722089 9,66E-07 58,712 58,712 58,712 -0,25869 35063000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinLYEKKLLKLREQGTESRSSTPLPTISSSAENUID17673 2;3

P42167 TMPO S 159 -0,776701 3 ___3 0,694252 3,32E-07 63,085 63,085 59,038 -0,37802 43684000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinKKLLKLREQGTESRSSTPLPTISSSAENTRQUID17675 2;3

P42167 TMPO S 158 -0,776701 3 ___3 0,634637 1,20E-09 69,054 69,054 58,712 -0,25869 87020000 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinEKKLLKLREQGTESRSSTPLPTISSSAENTRUID17674 2;3

Q8ND30 PPFIBP2 S 329 -0,778087 2 ___1 0,996983 8,75E-05 94,191 82,326 51,875 0,73934 17834000 Liprin-beta-2 KEIVMVTQGPSERTLSINEEEPEGGFSKWNAUID4294 1

P52272 HNRNPM S 432 -0,78503 2 ___1 1 2,54E-09 116,37 59,561 101,54 0,15024 13911000 Heterogeneous nuclear ribonucleoprotein M ERMGAGLGHGMDRVGSEIERMGLVMDRMGSVUID1842 1

P42566 EPS15 S 796 -0,786518 2 ___1 0,999998 0,00014092 83,204 83,204 83,204 0,11252 7500500 Epidermal growth factor receptor substrate 15 PCPLPPGKRSINKLDSPDPFKLNDPFQPFPGUID1498 1

P42345 MTOR T 1162 -0,789836 2 ___1 0,998285 0,0396875 65,157 24,954 65,157 -0,060011 75360000 Serine/threonine-protein kinase mTOR DFTDYASRIIHPIVRTLDQSPELRSTAMDTLUID7136 1

P49736 MCM2 S 13 -0,789885 2 ___2 0,99244 6,13E-186 312,49 312,49 181,97 0,012095 167630000 DNA replication licensing factor MCM2 ___MAESSESFTMASSPAQRRRGNDPLTSSPUID9796 1;2

Q9UKA4 AKAP11 S 1171 -0,791608 2 ___1 0,701373 1,96E-06 63,46 63,46 58,688 0,093654 4686100 A-kinase anchor protein 11 TIEKEEFMLKLMRSLSEEVESSESGELPEVDUID6247 1

Q9NWV8 BABAM1 S 49 -0,794808 2 ___1 0,999665 7,81E-05 59,857 50,789 59,857 1,0952 4899300 BRISC and BRCA1-A complex member 1 AEDRAVGAQASVGSRSEGEGEAASADDGSLNUID5917 1

Q9UBW5 BIN2 S 458 -0,799772 2 ___1 0,538857 0,0029133 59,225 25,35 59,225 0,35364 9264600 Bridging integrator 2 GSPTSPRASLGTGTASPRTSLEVSPNPEPPEUID6115 1

P43243 MATR3 S 188 -0,80079 4 ___2 0,998199 9,15E-17 144,89 144,89 40,456 -1,0239 1603500000 Matrin-3 VPRDDWEEKRHFRRDSFDDRGPSLNPVLDYDUID9625 1;2

Q8NC51 SERBP1 S 330 -0,801221 4 ___1 0,996954 2,59E-07 118,16 118,16 118,16 -0,20043 96652000 Plasminogen activator inhibitor 1 RNA-binding proteinADGQWKKGFVLHKSKSEEAHAEDSVMDHHFRUID4274 1

O00418 EEF2K S 74 -0,811988 2 ___2 0,867879 0,00017069 66,533 66,533 66,533 0,2976 18486000 Eukaryotic elongation factor 2 kinase YYSNLTKSERYSSSGSPANSFHFKEAWKHAIUID8185 2

O00418 EEF2K S 71 -0,811988 2 ___2 0,802146 0,00017069 66,533 66,533 66,533 0,2976 18486000 Eukaryotic elongation factor 2 kinase VNKYYSNLTKSERYSSSGSPANSFHFKEAWKUID8183 2

Q96JZ2 HSH2D S 298 -0,81256 2 ___1 0,996668 5,85E-05 97,463 83,884 97,463 0,36918 24993000 Hematopoietic SH2 domain-containing protein PKDRKVPTRKAERSVSCIEVTPGDRSWHQMVUID4965 1

Q5T1R4 HIVEP3 S 991 -0,815783 3 ___1 0,509637 0,00016508 43,523 43,523 43,523 -0,014062 5421700 Transcription factor HIVEP3 LTVPSHHPHAREMRRSASEQSPNVSHSAHMTUID3226 1

P18615 NELFE S 115 -0,817504 2 ___1 0,994556 5,14E-05 85,909 67,773 85,909 -0,071446 175430000 Negative elongation factor E EKGPVPTFQPFQRSISADDDLQESSRRPQRKUID1082 1

P78347 GTF2I S 517 -0,832242 2 ___1 0,996625 0,00451624 71,349 71,349 71,349 0,00065483 8387800 General transcription factor II-I LYVEGLPENIPFRSPSWYGIPRLEKIIQVGNUID2031 1

P13489 RNH1 S 2 -0,842031 2 ___1 0,999892 2,46E-07 98,507 98,507 98,507 0,49301 6818300 Ribonuclease inhibitor ______________MSLDIQSLDIQCEELSDUID975 1

Q9NUQ3 TXLNG T 102 -0,843759 3 ___1 0,499965 1,86E-10 80,847 74,198 80,847 0,35938 35156000 Gamma-taxilin DFITENRNLVSPAYCTQESREEIPGGEARTDUID7841 1

P09651 HNRNPA1;HNRNPA1L2S 95 -0,844137 2 ___1 1 2,48E-05 102,73 67,208 102,73 0,3609 197560000 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processed;Heterogeneous nuclear ribonucleoprotein A1-like 2DGRVVEPKRAVSREDSQRPGAHLTVKKIFVGUID895 1

P49757 NUMB S 634 -0,846243 2 ___1 0,973738 4,66E-05 85,672 85,672 85,672 -0,12795 15587000 Protein numb homolog QWAALENKSKQRTNPSPTNPFSSDLQKTFEIUID1714 1

Q00613 HSF1 S 303 -0,847099 3 ___1 1 0,00049868 63,037 41,786 44,047 0,039278 136450000 Heat shock factor protein 1 PLSSSPLVRVKEEPPSPPQSPRVEEASPGRPUID2067 1;2

Q6DN90 IQSEC1 S 89 -0,84783 2 ___1 0,88894 0,00533465 67,214 67,214 67,214 -0,036585 10490000 IQ motif and SEC7 domain-containing protein 1 GQQQRTRRPKLQHSTSILRKQAEEEAIKRSRUID3416 1

Q9Y580 RBM7 S 136 -0,851563 2 ___1 0,99334 2,01E-09 156,48 156,48 127,76 -0,15156 44981000 RNA-binding protein 7 MDNMTSSAQIIQRSFSSPENFQRQAVMNSALUID6761 1

Q86YV0 RASAL3 S 831 -0,853085 2 ___1 1 0,00410308 66,595 39,923 66,595 -0,15513 10281000 RAS protein activator like-3 RTQSVPVRRPARRRQSAGPWPRPKGSLSMGPUID4006 1

O14874 BCKDK S 33 -0,855614 2 ___1 0,732669 1,49E-11 119,87 102,92 119,87 1,3834 14724000 [3-methyl-2-oxobutanoate dehydrogenase [lipoamide]] kinase, mitochondrialRPLLGPALALRARSTSATDTHHVEMARERSKUID195 1

Q9H3P2 NELFA S 233 -0,858103 2 ___1 0,90961 7,79E-05 94,551 82,338 94,551 -0,15936 10802000 Negative elongation factor A PKQAPFRSPTAPSVFSPTGNRTPIPPSRTLLUID5541 1

Q15121 PEA15 S 116 -0,860566 2 ___1 1 2,47E-05 88,73 71,224 55,724 -1,8414 39476000 Astrocytic phosphoprotein PEA-15 RIPSAKKYKDIIRQPSEEEIIKLAPPPKKA_UID2880 1

Q6DN90 IQSEC1 T 88 -0,865332 2 ___1 0,552116 0,0210033 78,655 69,067 78,655 0,08004 9711500 IQ motif and SEC7 domain-containing protein 1 PGQQQRTRRPKLQHSTSILRKQAEEEAIKRSUID7488 1

P16402 HIST1H1D S 2 -0,871809 2 ___1 0,898072 3,34E-07 131,24 131,24 131,24 0,014724 35918000 Histone H1.3 ______________MSETAPLAPTIPAPAEKUID1022 1

Q00839 HNRNPU S 59 -0,875528 3 ___1 0,999992 6,19E-23 117,81 117,81 117,81 0,82007 109740000 Heterogeneous nuclear ribonucleoprotein U DEEAGGRPAMEPGNGSLDLGGDSAGRSGAGLUID2070 1

P31943 HNRNPH1 S 23 -0,884466 2 ___1 0,95175 4,86E-05 92,039 72,644 92,039 0,90695 8417600 Heterogeneous nuclear ribonucleoprotein H;Heterogeneous nuclear ribonucleoprotein H, N-terminally processedGEGFVVKVRGLPWSCSADEVQRFFSDCKIQNUID1320 1

P60468 SEC61B S 13 -0,888835 2 ___2 0,657355 2,55E-10 134,04 134,04 63,128 0,24156 28089000 Protein transport protein Sec61 subunit beta ___MPGPTPSGTNVGSSGRSPSKAVAARAAGUID10037 1;2

P60468 SEC61B S 17 -0,888835 2 ___2 0,587426 4,82E-18 153,25 145,85 43,261 -1,6441 131800000 Protein transport protein Sec61 subunit beta PGPTPSGTNVGSSGRSPSKAVAARAAGSTVRUID10039 1;2

Q9NUQ3 TXLNG S 105 -0,893407 3 ___1 0,966637 1,11E-12 128,97 121,11 128,97 0,37458 72761000 Gamma-taxilin TENRNLVSPAYCTQESREEIPGGEARTDPPDUID5871 1

Q86YV0 RASAL3;CCDC144A;CCDC144BS 857 -0,898484 2 ___1 0,989885 0,0108951 82,452 46,057 82,452 -0,013914 19678000 RAS protein activator like-3;Coiled-coil domain-containing protein 144A;Coiled-coil domain-containing protein 144BLSMGPAPRARPWTRDSASLPRKPSVPWQRQMUID4003 1

P42694 HELZ S 1765 -0,901661 3 ___2 0,518612 1,33E-05 47,104 47,104 47,104 0,15738 10669000 Probable helicase with zinc finger domain PRGPGRPLYQRRISSSSVQPCSEEVSTPQDSUID9605 2

Q86VX9 MON1A S 153 -0,91175 2 ___1 0,991541 2,21E-13 111,77 94,487 111,77 -0,69605 8476800 Vacuolar fusion protein MON1 homolog A EPGAGQEGAMFVHARSYEDLTESEDGAASGDUID3926 1

P06748 NPM1 S 260 -0,918232 3 ___1 1 0,00010428 98,156 46,88 49,66 0,55362 344520000 Nucleophosmin EDIKAKMQASIEKGGSLPKVEAKFINYVKNCUID850 1;2

P16401 HIST1H1B S 2 -0,920498 2 ___1 0,920257 3,81E-108 258,03 258,03 174,24 0,2084 797620000 Histone H1.5 ______________MSETAPAETATPAPVEKUID1020 1;2

Q6NT76 HMBOX1 S 148 -0,92782 3 ___1 0,968732 2,97E-10 84,318 81,632 83,362 -0,84047 13731000 Homeobox-containing protein 1 SPTRYHANSMGQRSYSFEASEEDLDVDDKVEUID3483 1

P43243 MATR3 S 195 -0,932018 4 ___2 0,998268 1,20E-38 177,52 177,52 40,456 -1,0239 1032100000 Matrin-3 EKRHFRRDSFDDRGPSLNPVLDYDHGSRSQEUID9626 1;2

P62316 SNRPD2 S 2 -0,951138 2 ___1 1 0,00873285 69,825 59,067 69,825 -0,1918 23390000 Small nuclear ribonucleoprotein Sm D2 ______________MSLLNKPKSEMTPEELQUID1971 1

P40222 TXLNA S 515 -0,95838 3 ___1 0,930383 2,99E-05 81,904 50,676 73,918 0,34007 346620000 Alpha-taxilin GPERRPEGPGAQAPSSPRVTEAPCYPGAPSTUID1443 1

P68363 TUBA1B;TUBA1AS 439 -0,967899 3 ___1 0,963548 0,00050774 53,089 47,059 53,089 1,065 22636000 Tubulin alpha-1B chain;Tubulin alpha-1A chain DMAALEKDYEEVGVDSVEGEGEEEGEEY___UID2001 1

O60664 PLIN3 S 130 -0,969722 2 ___1 0,999999 6,50E-08 83,253 73,803 79,875 -0,30449 31744000 Perilipin-3 EKVLADTKELVSSKVSGAQEMVSSAKDTVATUID433 1

Q8ND56 LSM14A S 178 -0,972665 3 ___2 0,980417 8,16E-06 93,804 93,804 93,804 -0,41262 127550000 Protein LSM14 homolog A GSAFTQDTRSLKTQLSQGRSSPQLDPLRKSPUID12397 2

Q8ND56 LSM14A S 183 -0,972665 3 ___2 0,9446 3,10E-09 94,692 65,734 93,804 -0,41262 687020000 Protein LSM14 homolog A QDTRSLKTQLSQGRSSPQLDPLRKSPTMEQAUID12396 1;2

P18669 PGAM1;PGAM4;PGAM2Y 92 -0,972874 2 ___1 0,999489 0,0398395 71,692 55,152 71,692 -0,51546 4323900 Phosphoglycerate mutase 1;Probable phosphoglycerate mutase 4;Phosphoglycerate mutase 2MWLPVVRTWRLNERHYGGLTGLNKAETAAKHUID8033

Q8NG31 CASC5 S 60 -0,983276 2 ___1 0,993244 0,0112032 62,005 7,9387 62,005 -0,14117 8337400 Protein CASC5 QESNALRNKKNSRRVSFADTIKVFQTESHMKUID4369 1

Q7KZI7 MARK2 S 595 -0,983949 3 ___1 0,5 0,00437952 59,245 45,038 59,245 -0,047508 14550000 Serine/threonine-protein kinase MARK2 GAPDRTNFPRGVSSRSTFHAGQLRQVRDQQNUID3681 1

Q7KZI7 MARK2 T 596 -0,983949 3 ___1 0,5 0,00437952 59,245 45,038 59,245 -0,047508 14550000 Serine/threonine-protein kinase MARK2 APDRTNFPRGVSSRSTFHAGQLRQVRDQQNLUID7542 1

O94806 PRKD3;PRKD1 S 735 -0,984977 2 ___1 0,999999 1,94E-06 120,53 103,16 120,53 0,77546 51242000 Serine/threonine-protein kinase D3;Serine/threonine-protein kinase D1DFGFARIIGEKSFRRSVVGTPAYLAPEVLRSUID639 1

Q9P275 USP36 S 640 -0,993092 3 ___1 0,80134 3,39E-06 53,059 53,059 53,059 -0,014191 3233700 Ubiquitin carboxyl-terminal hydrolase 36 KAPQTPRSGAAHLCDSQETNCSTAGHSKTPPUID6068 1

Q13428 TCOF1 S 171 -0,99646 3 ___2 0,923982 1,79E-18 81,18 81,18 50,499 0,4583 135960000 Treacle protein SPRKSAEPSANTTLVSETEEEGSVPAFGAAAUID10580 1;2

Q13428 TCOF1 T 173 -0,99646 3 ___2 0,923982 1,83E-17 80,664 80,664 50,499 0,4583 32771000 Treacle protein RKSAEPSANTTLVSETEEEGSVPAFGAAAKPUID15415 2

Q9Y6G9 DYNC1LI1 T 513 -1,01427 2 ___2 0,582645 0,00027459 40,725 40,725 40,725 0,51312 6973900 Cytoplasmic dynein 1 light intermediate chain 1 ELDRITRKPVTVSPTTPTSPTEGEAS_____UID16096 2

Q9Y6G9 DYNC1LI1 T 515 -1,01427 2 ___2 0,578409 0,00027459 40,725 40,725 40,725 0,51312 6973900 Cytoplasmic dynein 1 light intermediate chain 1 DRITRKPVTVSPTTPTSPTEGEAS_______UID16097 2

Q96SN8 CDK5RAP2 S 1238 -1,01955 3 ___1 0,990664 2,86E-05 68,187 59,478 68,187 -1,0115 5118600 CDK5 regulatory subunit-associated protein 2 LFSEIHNLQNKFRDLSPPRYDSLVQSQARELUID5068 1

Q7KZ85 SUPT6H T 1523 -1,02779 3 ___2 0,968411 0,00177177 47,32 39,516 47,32 -0,0083211 3184000 Transcription elongation factor SPT6 FRWFKDHYQDPVPGITPSSSSRTRTPASINAUID15635 2

Q9C073 FAM117A S 207 -1,03015 2 ___1 1 0,0206599 51,688 31,406 51,688 0,52914 5494400 Protein FAM117A ASPPSFPSGSPVLRLSPCLHRSLEGLNQELEUID5407 1

P50851 LRBA S 10 -1,03372 3 ___1 0,9934 2,24E-06 53,259 48,821 53,259 1,0679 7794100 Lipopolysaccharide-responsive and beige-like anchor protein______MASEDNRVPSPPPTGDDGGGGGREEUID1792 1

Q14498 RBM39 S 117 -1,03519 2 ___1 1 0,00944338 70,1 56,114 70,1 -0,27532 5946000 RNA-binding protein 39 PKFNSAIRGKIGLPHSIKLSRRRSRSKSPFRUID2695 1

O43399 TPD52L2 S 166 -1,03519 2 ___1 0,999916 9,04E-06 107,17 94,129 107,17 0,85743 16816000 Tumor protein D54 ISRKLGDMRNSATFKSFEDRVGTIKSKVVGDUID303 1

P41236 PPP1R2;PPP1R2P3S 20 -1,03544 2 ___1 0,783783 2,66E-07 126,63 113,31 123,97 -0,096778 27897000 Protein phosphatase inhibitor 2;Protein phosphatase inhibitor 2-like protein 3TASHRPIKGILKNKTSTTSSMVASAEQPRGNUID1474 1

O00418 EEF2K S 72 -1,03815 2 ___2 0,650987 0,00087898 49,35 49,35 49,35 -0,081569 3400400 Eukaryotic elongation factor 2 kinase NKYYSNLTKSERYSSSGSPANSFHFKEAWKHUID8184 2

P61619 SEC61A1 T 407 -1,0583 2 ___1 0,583846 0,0071395 84,476 84,476 84,476 0,04245 24105000 Protein transport protein Sec61 subunit alpha isoform 1KQLKEQQMVMRGHRETSMVHELNRYIPTAAAUID7222 1

O43379 WDR62 S 32 -1,05859 2 ___1 0,5 0,00026706 63,283 53,851 63,283 1,8331 33889000 WD repeat-containing protein 62 KLPSVMAGVPARRGQSSPPPAPPICLRRRTRUID297 1

O43379 WDR62 S 33 -1,05859 2 ___1 0,5 0,00026706 63,283 53,851 63,283 1,8331 33889000 WD repeat-containing protein 62 LPSVMAGVPARRGQSSPPPAPPICLRRRTRLUID298 1

P51991 HNRNPA3 S 116 -1,06803 3 ___1 0,999998 6,15E-05 76,82 66,175 76,82 0,20303 49767000 Heterogeneous nuclear ribonucleoprotein A3 DGRVVEPKRAVSREDSVKPGAHLTVKKIFVGUID1831 1

O75175 CNOT3 S 542 -1,07994 2 ___1 0,630254 0,0195892 45,598 32,507 45,598 -0,6021 2209200 CCR4-NOT transcription complex subunit 3 QFSTAPEIKAPEPLSSLKSMAERAAISSGIEUID516 1

Q92835 INPP5D Y 865 -1,08628 2 ___1 1 0,0144997 79,906 79,906 52,716 0,064692 16861000 Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1EIKLQTSQGKTREKLYDFVKTERDESSGPKTUID8071 1

Q9P107 GMIP S 234 -1,08752 2 ___1 0,909763 1,59E-08 77,39 57,022 77,39 0,91256 6842000 GEM-interacting protein QYVQRSEDLRARSQGSPEDSAPQASPGPSKQUID6030 1

Q99490 AGAP2 S 808 -1,09313 2 ___1 0,978489 1,39E-13 115,31 115,31 109,35 0,38109 16526000 Arf-GAP with GTPase, ANK repeat and PH domain-containing protein 2SKHLLKPDRNLARALSTDCTPSGDLSPLSREUID5137 1

P61073 CXCR4 S 321 -1,10449 2 ___1 0,989203 5,61E-19 174,89 174,89 174,89 0,3948 182370000 C-X-C chemokine receptor type 4 GAKFKTSAQHALTSVSRGSSLKILSKGKRGGUID1955 1

Q6JBY9 RCSD1 T 336 -1,11779 3 ___1 0,562307 8,41E-05 58,914 52,709 58,914 0,10052 25568000 CapZ-interacting protein RVQNEEVGPEHDSQETKKLEEGAAVKETPHSUID7493 1

Q01130 SRSF2 S 2 -1,11845 2 ___1 1 1,14E-15 155,92 155,92 155,92 -0,19835 50400000 Serine/arginine-rich splicing factor 2 ______________MSYGRPPPDVEGMTSLKUID2088 1

Q12770 SCAP S 851 -1,11998 2 ___1 1 5,34E-05 81,494 67,287 81,494 -3,0914 9796900 Sterol regulatory element-binding protein cleavage-activating proteinRLSDGGKAGPEEPGDSPPLRHRPRGPPPPSLUID2250 1

Q53HL2 CDCA8 S 219 -1,12963 2 ___1 0,944598 7,94E-05 65,472 50,781 65,472 0,086985 14560000 Borealin TPAAGERIYNISGNGSPLADSKEIFLTVPVGUID3127 1

O43815 STRN S 239 -1,14267 3 ___1 0,5 2,96E-06 54,637 51,196 54,637 -0,24269 4584800 Striatin LTDSASVLDNFKFLESAAADFSDEDEDDDVDUID354 1

O43303 CCP110 S 641 -1,1582 2 ___1 1 0,00790659 73,248 7,1752 66,351 -0,82249 5156700 Centriolar coiled-coil protein of 110 kDa GFVNKNKMLGTSSKESEELLKSKMLAFEEMRUID287 1

Q9UKV3 ACIN1 S 216 -1,16052 3 ___2 1 7,76E-238 332,37 332,37 247 0,43206 399180000 Apoptotic chromatin condensation inducer in the nucleusHSPRKSSSISEEKGDSDDEKPRKGERRSSRVUID14395 1;2

Q9UKV3 ACIN1 S 208 -1,16052 3 ___2 0,997665 3,34E-23 170,91 164,47 170,91 0,49085 19658000 Apoptotic chromatin condensation inducer in the nucleusRPELELSRHSPRKSSSISEEKGDSDDEKPRKUID14394 2

Q86YS7 C2CD5 S 852 -1,16233 2 ___1 0,9989 0,00017177 72,898 58,207 72,898 -0,61349 3550800 C2 domain-containing protein 5 SHPFPPAKAMTVEKASPVGDGNFRNRSAPPCUID3986 1

Q8IYJ3 SYTL1 S 392 -1,16968 2 ___1 0,997597 0,0117612 44,318 23,797 44,318 0,08816 3800300 Synaptotagmin-like protein 1 GSEPTWLPLQPRVPPSPDDLPSRGLLALSLKUID4159 1

Q9UJU6 DBNL S 275 -1,17369 2 ___1 0,937448 6,05E-06 101,75 89,393 101,75 0,08313 264390000 Drebrin-like protein IFKQKERAMSTTSISSPQPGKLRSPFLQKQLUID6222 1

Q12789 GTF3C1 S 1068 -1,17646 2 ___1 0,979253 8,05E-11 74,838 69,678 68,173 -0,35099 64600000 General transcription factor 3C polypeptide 1 VRCPRVRKNSSTDQGSDEEGSLQKEQESAMDUID2260 1;2

O00443 PIK3C2A S 338 -1,17772 2 ___1 0,985602 0,0184505 72,879 29,11 72,879 0,26442 11089000 Phosphatidylinositol 4-phosphate 3-kinase C2 domain-containing subunit alphaVNGKSLSVATVTRSQSLNIRTTQLAKAQGHIUID90 1

Q96PK6 RBM14 S 280 -1,18331 2 ___1 0,959684 0,00126996 64,121 54,933 64,121 0,013528 2463500 RNA-binding protein 14 PMTAQAASYRAQPSVSLGAPYRGQLASPSSQUID5000 1

Q9H3P2 NELFA S 225 -1,18777 2 ___1 0,810427 0,00580641 46,797 37,227 46,797 0,38159 1741800 Negative elongation factor A TTTPLKGIPKQAPFRSPTAPSVFSPTGNRTPUID5540 1

Q9Y2W1 THRAP3 S 575 -1,19922 3 ___1 0,999995 6,31E-07 67,364 67,364 67,364 -0,095413 24713000 Thyroid hormone receptor-associated protein 3 SFSITREAQVNVRMDSFDEDLARPSGLLAQEUID6661 1

Q7Z2W4 ZC3HAV1 S 280 -1,21374 3 ___2 0,720799 2,17E-14 96,242 96,242 40,404 -0,033894 57262000 Zinc finger CCCH-type antiviral protein 1 SASAERSCTPSPDQISHRASLEDAPVDDLTRUID11820 2;3

P68366 TUBA4A S 48 -1,22044 2 ___1 0,92897 4,20E-07 94,725 81,958 94,725 -0,16153 28382000 Tubulin alpha-4A chain DGQMPSDKTIGGGDDSFTTFFCETGAGKHVPUID2004 1

P17096 HMGA1 S 9 -1,22287 2 ___1 0,967005 1,27E-29 176,43 176,43 176,43 0,18969 54165000 High mobility group protein HMG-I/HMG-Y _______MSESSSKSSQPLASKQEKDGTEKRUID1046 1

Q13428 TCOF1 S 1410 -1,22702 2 ___1 0,80111 4,14E-06 75,239 56,164 75,239 1,4075 7727300 Treacle protein ASGDVKEKKGKGSLGSQGAKDEPEEELQKGMUID2478 1

Q8IYB3 SRRM1 S 450 -1,26906 3 ___2 1 0,00391012 45,992 45,992 45,992 0,45518 17227000 Serine/arginine repetitive matrix protein 1 TSGKVTKHKGTEKRESPSPAPKPRKVELSESUID12231 2

Q8IYB3 SRRM1 S 452 -1,26906 3 ___2 1 0,00391012 45,992 45,992 45,992 0,45518 17227000 Serine/arginine repetitive matrix protein 1 GKVTKHKGTEKRESPSPAPKPRKVELSESEEUID12232 2

Q6PJF5 RHBDF2 S 88 -1,32615 2 ___1 0,609038 0,0100979 67,981 35,198 67,981 0,36618 8447500 Inactive rhomboid protein 2 PPSFLPKRKNPAYLKSVSLQEPRSRWQESSEUID3538 1

Q01433 AMPD2 S 142 -1,338 2 ___1 0,998296 3,74E-09 87,287 74,656 87,287 -0,17478 14525000 AMP deaminase 2 AEELFTRSLAESELRSAPYEFPEESPIEQLEUID2092 1

Q16539 MAPK14 Y 182 -1,33986 3 ___2 0,999885 6,70E-40 202,68 181,23 126,34 0,10565 119840000 Mitogen-activated protein kinase 14 LDFGLARHTDDEMTGYVATRWYRAPEIMLNWUID16155 1;2

Q16539 MAPK14 T 180 -1,33986 3 ___2 0,994328 0,00138014 102,52 98,875 57,52 0,33709 29070000 Mitogen-activated protein kinase 14 KILDFGLARHTDDEMTGYVATRWYRAPEIMLUID15510 2

O75592 MYCBP2 S 3478 -1,37173 3 ___1 0,975434 9,83E-08 79,97 79,97 71,535 0,020808 5281500 E3 ubiquitin-protein ligase MYCBP2 TDTDLAKRTVFQRSYSVVASEYDKQHSILPAUID581 1

P68363 TUBA1B;TUBA1A;TUBA1C;TUBA3ES 48 -1,38457 2 ___1 0,999999 8,41E-58 206,63 190,05 206,63 -0,11464 962680000 Tubulin alpha-1B chain;Tubulin alpha-1A chain;Tubulin alpha-1C chain;Tubulin alpha-3E chainDGQMPSDKTIGGGDDSFNTFFSETGAGKHVPUID2003 1

Q96HP0 DOCK6 S 1230 -1,39346 2 ___1 0,962072 0,0104759 44,616 16,702 44,616 3,6997 2601400 Dedicator of cytokinesis protein 6 AMAIAGGPLAPGSRASISQGPPTASRAGCALUID4907 1

Q6DN90 IQSEC1 S 180 -1,39657 2 ___1 1 0,006279 55,401 50,198 55,401 0,58679 2270600 IQ motif and SEC7 domain-containing protein 1 RMSRRIVLSNMRMQFSFEGPEKVHSSYFEGKUID3417 1

P11387 TOP1 S 2 -1,42027 2 ___2 1 5,62E-06 100,04 62,014 100,04 0,29132 71608000 DNA topoisomerase 1 ______________MSGDHLHNDSQIEADFRUID9029 1;2

P11387 TOP1 S 10 -1,42027 2 ___2 1 2,40E-83 232,01 214,21 100,04 0,29132 704470000 DNA topoisomerase 1 ______MSGDHLHNDSQIEADFRLNDSHKHKUID9030 1;2

Q9UKV3 ACIN1 S 328 -1,45367 2 ___1 1 0,00138044 67,08 44,843 67,08 0,58384 40843000 Apoptotic chromatin condensation inducer in the nucleusRVKPEEMMDERPKTRSQEQEVLERGGRFTRSUID6296 1

P67809 YBX3;YBX1;YBX2S 102 -1,47566 2 ___1 0,999965 5,66E-10 107,5 97,708 107,5 0,71884 11399000 Y-box-binding protein 3;Nuclease-sensitive element-binding protein 1;Y-box-binding protein 2HQTAIKKNNPRKYLRSVGDGETVEFDVVEGEUID1038 1

Q7L591 DOK3 S 483 -1,48815 2 ___1 0,996622 0,018071 73,26 8,0079 73,26 0,037615 2556700 Docking protein 3 PDPQAGFKAKLVTLLSRERRKGPAPCDRP__UID3705 1

Q86YV0 RASAL3 S 51 -1,49309 3 ___1 0,999376 0,00526449 42,172 37,371 42,172 -0,011057 2177800 RAS protein activator like-3 GGFRWGRFAGWGRALSHQEPMVSTQPAPRSIUID3998 1

Q6PJF5 RHBDF2 S 90 -1,50529 2 ___1 0,894585 0,0271482 47,706 26,836 47,706 0,21442 8087700 Inactive rhomboid protein 2 SFLPKRKNPAYLKSVSLQEPRSRWQESSEKRUID3539 1

P52272 HNRNPM S 618 -1,54284 2 ___1 1 6,94E-05 67,275 56,124 67,275 0,17927 3273900 Heterogeneous nuclear ribonucleoprotein M GIERMGLAMGGGGGASFDRAIEMERGNFGGSUID1839 1



Q08999 RBL2 S 662 -1,60053 2 ___1 0,632672 0,00104702 65,842 49,977 49,934 -0,6088 9666700 Retinoblastoma-like protein 2 TEVRADTGGLGRSITSPTTLYDRYSSPPASTUID2236 1

Q9Y3C6 PPIL1 S 149 -1,61317 3 ___1 0,5 0,00039397 43,12 35,223 43,12 -0,063072 4601800 Peptidyl-prolyl cis-trans isomerase-like 1 QGIGMVNRVGMVETNSQDRPVDDVKIIKAYPUID6694 1

Q9Y3C6 PPIL1 T 147 -1,61317 3 ___1 0,5 0,00039397 43,12 35,223 43,12 -0,063072 4601800 Peptidyl-prolyl cis-trans isomerase-like 1 VCQGIGMVNRVGMVETNSQDRPVDDVKIIKAUID7977 1

Q9UK76 HN1 S 88 -1,62171 3 ___2 0,634347 1,12E-05 79,489 68,433 79,489 0,0032952 4906800 Hematological and neurological expressed 1 protein;Hematological and neurological expressed 1 protein, N-terminally processedGREDLESSGLQRRNSSEASSGDFLDLKGEGDUID14339 2

Q9UK76 HN1 S 91 -1,62171 3 ___2 0,546034 1,12E-05 79,489 68,433 79,489 0,0032952 4906800 Hematological and neurological expressed 1 protein;Hematological and neurological expressed 1 protein, N-terminally processedDLESSGLQRRNSSEASSGDFLDLKGEGDIHEUID14340 2

Q13469 NFATC2 S 148 -1,65289 2 ___1 1 1,25E-06 67,655 67,655 67,655 -0,66779 15000000 Nuclear factor of activated T-cells, cytoplasmic 2 AGLLVEQPPLAGVAASPRFTLPVPGFEGYREUID2516 1

Q8IXT5 RBM12B S 710 -1,68929 4 ___1 1 0,0117229 42,123 20,923 42,123 0,017636 25784000 RNA-binding protein 12B PEDDFRRPPEEDFRHSPEEDFRQSPQEHFRRUID4092 1

O14974 PPP1R12A T 696 -1,70058 3 ___1 0,832514 4,90E-41 200,81 200,81 79,143 -0,35207 57498000 Protein phosphatase 1 regulatory subunit 12A QRKARSRQARQSRRSTQGVTLTDLQEAEKTIUID6919 1

Q9UKV3 ACIN1 S 987 -1,71 2 ___1 0,996865 1,73E-06 102,62 57,543 102,62 0,618 4220700 Apoptotic chromatin condensation inducer in the nucleusTLGDTLTRRSISQQKSGVSITIDDPVRTAQVUID6290 1

Q9NRY4 ARHGAP35 Y 1105 -1,76033 2 ___1 0,713257 3,75E-07 98,368 84,689 98,368 -0,29936 5434600 Rho GTPase-activating protein 35 PMDAVVKPRNEEENIYSVPHDSTQGKIITIRUID8086 1

Q9H3C7 GGNBP2 S 360 -1,76393 2 ___1 1 1,20E-11 126,95 87,524 126,95 -0,72291 25208000 Gametogenetin-binding protein 2 KVQGISRLEQLCEEFSEEERVRELKQEKKRQUID5535 1

Q16576 RBBP7 S 3 -1,8019 2 ___1 1 1,40E-05 117,07 117,07 117,07 -0,17458 23175000 Histone-binding protein RBBP7 _____________MASKEMFEDTVEERVINEUID3003 1

O75475 PSIP1 S 129 -1,80687 3 ___2 0,999262 1,18E-14 91,66 78,388 91,66 0,30197 58228000 PC4 and SFRS1-interacting protein ETSVSKEDTDHEEKASNEDVTKAVDITTPKAUID8657 2

O75475 PSIP1 S 118 -1,80687 3 ___2 0,629033 1,18E-14 91,66 78,388 91,66 0,30197 58228000 PC4 and SFRS1-interacting protein NASSDVEVEEKETSVSKEDTDHEEKASNEDVUID8656 2

Q12874 SF3A3 S 295 -1,93058 2 ___1 0,99882 5,59E-05 97,214 97,214 97,214 -0,24205 5652100 Splicing factor 3A subunit 3 ERAQRLFSTKGKSLESLDTSLFAKNPKSKGTUID2306 1

P68363 TUBA1B;TUBA1A;TUBA3E;TUBA4AS 287 -1,94331 3 ___1 0,984851 1,32E-07 62,848 62,848 62,848 0,72139 4112200 Tubulin alpha-1B chain;Tubulin alpha-1A chain;Tubulin alpha-3E chain;Tubulin alpha-4A chainYAPVISAEKAYHEQLSVAEITNACFEPANQMUID2000 1

Q14934 NFATC4 S 213 -1,97262 2 ___2 1 0,00392219 59,227 43,09 43,991 -0,2302 2400900 Nuclear factor of activated T-cells, cytoplasmic 4 VESELNEAASRFGLGSPLPSPRASPRPWTPEUID10893 2

Q14934 NFATC4 S 217 -1,97262 2 ___2 1 0,00392219 59,227 43,09 43,991 -0,2302 2400900 Nuclear factor of activated T-cells, cytoplasmic 4 LNEAASRFGLGSPLPSPRASPRPWTPEDPWSUID10894 2

Q92945 KHSRP S 274 -2,14906 3 ___1 0,5 0,00022626 42,309 42,309 42,309 -0,24507 2613800 Far upstream element-binding protein 2 LQERAGVKMILIQDGSQNTNVDKPLRIIGDPUID4730 1

Q92945 KHSRP T 277 -2,14906 3 ___1 0,5 0,00022626 42,309 42,309 42,309 -0,24507 2613800 Far upstream element-binding protein 2 RAGVKMILIQDGSQNTNVDKPLRIIGDPYKVUID7687 1

O14974 PPP1R12A S 695 -2,15643 2 ___1 0,499938 1,16E-08 106,36 74,529 106,36 -0,036154 12956000 Protein phosphatase 1 regulatory subunit 12A SQRKARSRQARQSRRSTQGVTLTDLQEAEKTUID200 1

Q7Z401 DENND4A S 1256 -2,45241 3 ___2 1 0,00017768 86,479 76,691 86,479 0,23638 641070000 C-myc promoter-binding protein PPLVKACRRSSLPPNSPKPVRLTKSKSYTKSUID11852 2

Q7Z401 DENND4A S 1251 -2,45241 3 ___2 0,915085 0,00017768 86,479 76,691 86,479 0,23638 641070000 C-myc promoter-binding protein LNKKSPPLVKACRRSSLPPNSPKPVRLTKSKUID11851 2

P55327 TPD52 S 176 -2,47028 2 ___1 1 3,97E-30 202,16 173,99 202,16 -0,31235 114060000 Tumor protein D52 ITKKLEDVKNSPTFKSFEEKVENLKSKVGGTUID1918 1

Q9P246 STIM2 S 697 -3,15059 3 ___1 0,816794 2,17E-06 65,801 59,003 65,801 -0,18537 200910000 Stromal interaction molecule 2 NQLSSGIPVPKPRHTSCSSAGNDSKPVQEAPUID6050 1

Q14123 PDE1C S 100 -4,34467 3 ___2 0,999342 0,00014386 41,087 41,087 41,087 0,52852 52489000 Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1CDTEDELSDIQSDAVPSEVRDWLASTFTRQMGUID10723 2



Uniprot IDs Gene names Amino acid Position log2 ratio H/L Charge Multiplicity Localization probPEP Score Delta score Score for localizationMass error [ppm]Intensity Protein namesSequence windowUnique identifierNumber of Phospho (STY)

P68363 TUBA1B;TUBA4A;TUBA1A;TUBA1CY 103 -1,45708 3 ___1 0,999998 1,20E-13 91,926 91,926 91,926 -0,67584 309090000 Tubulin alpha-1B chain;Tubulin alpha-4A chain;Tubulin alpha-1A chain;Tubulin alpha-1C chainHPEQLITGKEDAANNYARGHYTIGKEIIDLV;HPEQLITGKEDAANNYARGHYTIGKEIIDPVUID600 1

P68363 TUBA1B;TUBA4B;TUBA4A;TUBA1A;TUBA3E;TUBA1CY 224 -1,32799 3 ___1 0,905431 1,98E-08 86,288 86,288 86,288 -0,40271 131790000 Tubulin alpha-1B chain;Putative tubulin-like protein alpha-4B;Tubulin alpha-4A chain;Tubulin alpha-1A chain;Tubulin alpha-3E chain;Tubulin alpha-1C chainIYDICRRNLDIERPTYTNLNRLIGQIVSSIT;IYDICRRNLDIERPTYTNLNRLISQIVSSITUID599 1

O15264 MAPK13 Y 182 -1,28821 3 ___1 0,998867 4,26E-23 205,53 192,74 112,43 -0,098063 267310000 Mitogen-activated protein kinase 13LDFGLARHADAEMTGYVVTRWYRAPEVILSWUID151 1

P07437 TUBB;TUBB1;TUBB4B;TUBB2B;TUBB2A;TUBB8Y 159 -1,26702 2 ___1 1 0,0276488 51,854 38,866 51,854 -0,44081 2337100 Tubulin beta chain;Tubulin beta-8 chain-like protein LOC260334;Tubulin beta-1 chain;Tubulin beta-4B chain;Tubulin beta-2B chain;Tubulin beta-2A chain;Tubulin beta-8 chainGSGMGTLLISKIREEYPDRIMNTFSVMPSPK;GSGMGTLLISKIREEYPDRIMNTFSVVPSPK;GSGMGTLLLSKIREEYPDRIINTFSILPSPKUID227 1

P68363 TUBA1B;TUBAL3;TUBA4A;TUBA1A;TUBA3E;TUBA1CY 399 -1,20869 4 ___1 1 1,19E-05 88,942 72,798 46,592 -0,71551 142060000 Tubulin alpha-1B chain;Tubulin alpha chain-like 3;Tubulin alpha-4A chain;Tubulin alpha-1A chain;Tubulin alpha-3E chain;Tubulin alpha-1C chainIAEAWARLDHKFDLMYAKRAFVHWYVGEGME;VAEAWARLDHKFDLMYAKRAFVHWYVGEGMEUID596 1

P62280 RPS11 Y 55 -1,18918 2 ___1 0,959469 2,52E-05 83,998 58,439 83,998 0,4484 17840000 40S ribosomal protein S11IGLGFKTPKEAIEGTYIDKKCPFTGNVSIRGUID572 1

P30291 WEE1 Y 132 -1,10481 2 ___1 0,998908 2,39E-10 84,718 78,477 84,718 -0,23783 48513000 Wee1-like protein kinaseEGFGSSSPVKSPAAPYFLGSSFSPVRCGGPGUID406 1

P07437 TUBB;TUBB4B;TUBB4AY 310 -1,09165 2 ___1 0,99999 1,38E-22 129,4 91,159 129,4 -0,03377 21037000 Tubulin beta chain;Tubulin beta-4B chain;Tubulin beta-4A chainDAKNMMAACDPRHGRYLTVAAVFRGRMSMKEUID232 1

P28482 MAPK1 Y 187 -1,07253 3 ___1 0,991734 2,21E-29 112,82 100,69 109,42 -0,46266 304370000 Mitogen-activated protein kinase 1RVADPDHDHTGFLTEYVATRWYRAPEIMLNSUID395 1

Q92608 DOCK2 Y 209 -1,03002 3 ___1 0,948489 0,000101856 47,09 42,993 47,09 -0,24789 14760000 Dedicator of cytokinesis protein 2ITERIKEEMSKDQPDYAMYSRISSSPTHSLYUID779 1

P07437 TUBB;TUBB4B;TUBB3;TUBB2B;TUBB2AY 106 -1,02177 2 ___1 0,991564 5,77E-06 61,477 58,239 42,556 0,17013 41847000 Tubulin beta chain;Tubulin beta-4B chain;Tubulin beta-3 chain;Tubulin beta-2B chain;Tubulin beta-2A chainIFGQSGAGNNWAKGHYTEGAELVDSVLDVVR;VFGQSGAGNNWAKGHYTEGAELVDSVLDVVRUID226 1

P45984 MAPK9 T 183 -1,01768 2 ___1 0,530821 0,000204216 48,044 36,252 44,612 0,39773 35538000 Mitogen-activated protein kinase 9LDFGLARTACTNFMMTPYVVTRYYRAPEVILUID89 1

P27361 MAPK3 Y 204 -0,864315 3 ___1 0,994731 2,47E-08 75,97 75,97 74,732 -0,10177 245680000 Mitogen-activated protein kinase 3RIADPEHDHTGFLTEYVATRWYRAPEIMLNSUID389 1

P14317 HCLS1 Y 177 -0,846205 3 ___1 0,593983 5,13E-05 48,848 45,243 48,848 0,73973 7298100 Hematopoietic lineage cell-specific proteinGVEKDKWDKAALGYDYKGETEKHESQRDYAKUID316 1

P40763 STAT3 Y 705 -0,823232 3 ___1 0,99886 8,22E-11 69,088 61,096 69,088 0,37646 1227500000 Signal transducer and activator of transcription 3ESQEHPEADPGSAAPYLKTKFICVTPTTCSNUID450 1

P43405 SYK Y 296 -0,814007 2 ___2 0,939435 7,60E-05 124,08 114,09 124,08 0,24863 248590000 Tyrosine-protein kinase SYKPATWSAGGIISRIKSYSFPKPGHRKSSPAQGUID1396 1;2

P43405 SYK S 297 -0,814007 3 ___2 0,899267 0,000857337 43,813 43,813 43,813 0,38559 10216000 Tyrosine-protein kinase SYKATWSAGGIISRIKSYSFPKPGHRKSSPAQGNUID949 2

P43405 SYK S 295 -0,814007 2 ___2 0,522958 7,72E-05 55,567 55,567 55,567 0,58959 14359000 Tyrosine-protein kinase SYKHPATWSAGGIISRIKSYSFPKPGHRKSSPAQUID948 1;2

P27708 CAD Y 1890 -0,808661 3 ___1 0,787998 9,47E-06 44,415 41,271 44,415 -0,06433 27431000 CAD protein;Glutamine-dependent carbamoyl-phosphate synthase;Aspartate carbamoyltransferase;DihydroorotaseKVAEPELMGTPDGTCYPPPPVPRQASPQNLGUID391 1

P43405 SYK Y 630 -0,808308 2 ___1 0,882861 0,000362386 83,005 83,005 83,005 0,073468 152100000 Tyrosine-protein kinase SYKNRPGFAAVELRLRNYYYDVVN__________UID474 1

P68363 TUBA1B;TUBAL3;TUBA4A;TUBA1A;TUBA1CY 312 -0,808165 2 ___1 1 0,000687525 135,87 118,43 135,87 -0,55043 70148000 Tubulin alpha-1B chain;Tubulin alpha chain-like 3;Tubulin alpha-4A chain;Tubulin alpha-1A chain;Tubulin alpha-1C chainEPANQMVKCDPRHGKYMACCLLYRGDVVPKDUID602 1

P07437 TUBB Y 50 -0,788777 2 ___1 0,870898 5,38E-06 67,726 56,363 67,726 -0,43686 150090000 Tubulin beta chainTYHGDSDLQLDRISVYYNEATGGKYVPRAILUID228 1

Q92835 INPP5D Y 1022 -0,766631 4 ___1 0,799498 2,30E-11 53,408 53,408 53,408 -0,42241 3088400000 Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1EDLPLTKPEMFENPLYGSLSSFPKPAPRKDQUID789 1

P07437 TUBB;TUBB4B;TUBB4A;TUBB2B;TUBB2AY 222 -0,763343 3 ___1 0,509496 2,10E-11 69,071 69,071 69,071 -0,2584 246200000 Tubulin beta chain;Tubulin beta-4B chain;Tubulin beta-4A chain;Tubulin beta-2B chain;Tubulin beta-2A chainLYDICFRTLKLTTPTYGDLNHLVSATMSGVTUID230 1

Q16539 MAPK14 T 180 -0,732072 2 ___2 1 5,75E-23 202,29 192,86 202,29 0,048893 297780000 Mitogen-activated protein kinase 14KILDFGLARHTDDEMTGYVATRWYRAPEIMLUID1029 2

Q16539 MAPK14 Y 182 -0,732072 3 ___2 0,999997 5,75E-23 202,29 192,86 131,86 0,059192 7766900000 Mitogen-activated protein kinase 14LDFGLARHTDDEMTGYVATRWYRAPEIMLNWUID1629 1;2

P55196 MLLT4 Y 986 -0,72588 3 ___1 0,918812 1,94E-05 50,425 50,425 50,425 0,20709 21064000 Afadin TRSPGTWTIYFEGADYESHLLRENTELAQPLUID534 1

P68363 TUBA1B;TUBA4A;TUBA1A;TUBA3E;TUBA1CT 271 -0,710511 2 ___1 0,542227 3,57E-06 75,78 75,78 75,78 -0,2208 214160000 Tubulin alpha-1B chain;Tubulin alpha-4A chain;Tubulin alpha-1A chain;Tubulin alpha-3E chain;Tubulin alpha-1C chainQTNLVPYPRIHFPLATYAPVISAEKAYHEQLUID99 1

P23588 EIF4B Y 211 -0,696033 3 ___1 1 7,84E-12 121,76 114,56 121,76 0,090359 232740000 Eukaryotic translation initiation factor 4BDTDWRARPATDSFDDYPPRRGDDSFGDKYRDUID373 1

P68363 TUBA1B;TUBA4A;TUBA1A;TUBA3E;TUBA1CY 272 -0,682898 3 ___1 0,997473 2,16E-07 78,285 78,285 78,285 -0,25257 321810000 Tubulin alpha-1B chain;Tubulin alpha-4A chain;Tubulin alpha-1A chain;Tubulin alpha-3E chain;Tubulin alpha-1C chainTNLVPYPRIHFPLATYAPVISAEKAYHEQLS;TNLVPYPRIHFPLATYAPVISAEKAYHEQLTUID597 1

Q92835 INPP5D Y 865 -0,679628 2 ___1 1 0,00410092 88,819 69,342 71,501 -0,29028 2216400000 Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1EIKLQTSQGKTREKLYDFVKTERDESSGPKTUID788 1

P14317 HCLS1 Y 222 -0,672555 3 ___1 0,992099 1,74E-05 59,513 55,333 59,513 0,011112 106020000 Hematopoietic lineage cell-specific proteinKSAVGFNEMEAPTTAYKKTTPIEAASSGTRGUID317 1

Q05655 PRKCD Y 313 -0,668557 3 ___1 1 5,11E-17 118,72 111,77 104,03 0,5237 215930000 Protein kinase C delta type;Protein kinase C delta type regulatory subunit;Protein kinase C delta type catalytic subunitASRRSDSASSEPVGIYQGFEKKTGVAGEDMQUID630 1

P11387 TOP1;TOP1MTY 723 -0,659356 2 ___1 1 0,0166866 56,026 25,308 50,12 0,3747 11656000 DNA topoisomerase 1;DNA topoisomerase I, mitochondrialREENKQIALGTSKLNYLDPRITVAWCKKWGVUID292 1

Q12965 MYO1E Y 989 -0,652495 2 ___1 0,983211 3,50E-08 122,33 122,33 64,04 0,55158 81711000 Unconventional myosin-IeYPHAPGSQRSNQKSLYTSMARPPLPRQQSTSUID660 1

P09769 FGR Y 412 -0,634416 3 ___1 0,999992 3,27E-05 61,212 50,567 61,212 0,43456 172800000 Tyrosine-protein kinase FgrKIADFGLARLIKDDEYNPCQGSKFPIKWTAPUID276 1

P05023 ATP1A1 Y 260 -0,620577 2 ___1 0,999347 0,000709342 92,439 65,837 92,439 1,4938 6544300 Sodium/potassium-transporting ATPase subunit alpha-1FSTNCVEGTARGIVVYTGDRTVMGRIATLASUID203 1

P42224 STAT1 Y 701 -0,60377 3 ___1 0,889052 3,54E-17 108,49 102,69 41,367 0,32237 289340000 Signal transducer and activator of transcription 1-alpha/betaEAPEPMELDGPKGTGYIKTELISVSEVHPSRUID459 1

Q14152 EIF3A Y 4 -0,600983 3 ___1 1 0,000331604 47,915 36,301 45,257 -0,035256 18734000 Eukaryotic translation initiation factor 3 subunit A____________MPAYFQRPENALKRANEFLUID683 1

P42768 WAS Y 212 -0,595695 3 ___1 1 3,75E-07 77,372 70,935 77,372 0,35694 314610000 Wiskott-Aldrich syndrome proteinLATVDIQNPDITSSRYRGLPAPGPSPADKKRUID465 1

Q9H400 LIME1 Y 200 -0,594892 2 ___1 0,843724 2,95E-11 119,45 105,03 119,45 -0,23823 117280000 Lck-interacting transmembrane adapter 1QGKTEVTPAAQVDVLYSRVCKPKRRDPGPTTUID838 1

Q9H400 LIME1 S 201 -0,591517 2 ___1 0,709282 4,31E-10 113,47 99,053 113,47 -0,28782 124160000 Lck-interacting transmembrane adapter 1GKTEVTPAAQVDVLYSRVCKPKRRDPGPTTDUID59 1

P33778 HIST1H2BB;HIST2H2BE;HIST1H2BO;HIST1H2BJ;HIST3H2BB;HIST2H2BD;HIST2H2BCY 38 -0,589782 2 ___1 0,915593 0,00276178 53,17 29,613 53,17 0,63768 12151000 Histone H2B type 1-B;Histone H2B type 2-E;Histone H2B type 1-O;Histone H2B type 1-J;Histone H2B type 3-B;Putative histone H2B type 2-D;Putative histone H2B type 2-CQKKDGKKRKRSRKESYSIYVYKVLKQVHPDTUID217 1

Q9NWQ8 PAG1 Y 227 -0,583262 2 ___1 0,998906 1,05E-13 116,52 86,351 116,52 -0,76026 830680000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1ELPGPQTEGKAEFAEYASVDRNKKCRQSVNVUID852 1

P43243 MATR3 Y 250 -0,57295 5 ___1 0,860372 1,35E-05 45,395 45,395 42,612 1,1882 23998000 Matrin-3 FFGETSHNYHKFDSEYERMGRGPGPLQERSLUID466 1

P23528 CFL1 Y 68 -0,571076 3 ___1 0,94038 2,76E-10 53,259 53,259 45,611 0,40048 566120000 Cofilin-1 KEILVGDVGQTVDDPYATFVKMLPDKDCRYAUID370 1

Q16543 CDC37 Y 278 -0,557021 2 ___1 1 0,00810118 47,603 47,603 47,603 0,13091 2440400 Hsp90 co-chaperone Cdc37;Hsp90 co-chaperone Cdc37, N-terminally processedVRGRAKLRIEKAMKEYEEEERKKRLGPGGLDUID707 1

Q8NC56 LEMD2 Y 122 -0,552597 2 ___1 1 0,000310163 61,962 41,061 61,962 -0,38961 6763000 LEM domain-containing protein 2IRPSAASWVGSRGLAYPARPAQLRRRASVRGUID768 1

Q92625 ANKS1A Y 834 -0,532432 3 ___1 0,986877 7,34E-06 60,317 60,317 60,317 1,3334 47384000 Ankyrin repeat and SAM domain-containing protein 1ALGHRKRIIASLADRPYEEPPQKPPRFSQLRCUID784 1

Q8N4C8 MINK1 Y 706 -0,530436 2 ___1 0,998004 0,000391817 53,756 47,452 53,756 1,0179 12260000 Misshapen-like kinase 1QAVRARPRSNSAWQIYLQRRAERGTPKPPGPUID761 1

P43405 SYK S 295 -0,529242 2 ___1 0,522958 7,72E-05 55,567 55,567 55,567 0,58959 14359000 Tyrosine-protein kinase SYKHPATWSAGGIISRIKSYSFPKPGHRKSSPAQUID25 1;2

O43707 ACTN4 Y 212 -0,52204 3 ___1 1 3,14E-06 81,431 81,431 52,555 -1,1206 22421000 Alpha-actinin-4AFNALIHRHRPELIEYDKLRKDDPVTNLNNAUID162 1

P68104 EEF1A1;EEF1A1P5;EEF1A2Y 254 -0,51365 2 ___1 1 0,00269752 65,038 31,241 56,011 0,69505 17150000 Elongation factor 1-alpha 1;Putative elongation factor 1-alpha-like 3;Elongation factor 1-alpha 2TRPTDKPLRLPLQDVYKIGGIGTVPVGRVETUID592 1

Q6ZV73 FGD6 Y 760 -0,507362 3 ___1 0,971441 0,000110031 42,813 42,813 42,813 -0,80211 33835000 FYVE, RhoGEF and PH domain-containing protein 6APEYENIRHYEEIPEYENLPFIMAIRKTQELUID732 1

P43405 SYK Y 352 -0,506983 3 ___1 0,754059 6,51E-08 59,469 51,802 59,469 0,26837 283030000 Tyrosine-protein kinase SYKQREALPMDTEVYESPYADPEEIRPKEVYLDRUID471 1

Q9BV38 WDR18 Y 61 -0,506173 2 ___1 0,999992 0,0440834 78,934 78,934 78,934 -2,0359 9180900 WD repeat-containing protein 18LLNGEYLLAAQLGKNYISAWELQRKDQLQQKUID819

Q15052 ARHGEF6 Y 719 -0,50602 3 ___1 0,982759 4,81E-06 66,533 59,952 66,533 0,22314 9565100 Rho guanine nucleotide exchange factor 6NGQTIMEEKSLVDTVYALKDEVRELKQENKRUID697 1

Q00535 CDK5 Y 15 -0,501785 2 ___1 0,995771 3,43E-05 87,913 65,953 87,639 0,22532 812430000 Cyclin-dependent-like kinase 5_MQKYEKLEKIGEGTYGTVFKAKNRETHEIVUID611 1

P46109 CRKL Y 251 -0,498285 3 ___1 0,989656 5,55E-06 58,564 54,536 58,564 -0,44978 40394000 Crk-like proteinGPVFAKAIQKRVPCAYDKTALALEVGDIVKVUID476 1

Q9NXD2 MTMR10 Y 708 -0,488571 2 ___1 0,997872 3,95E-05 63,473 54,583 63,473 0,13564 44859000 Myotubularin-related protein 10SRMLRQQRSGPLEACYGELGQSRMYFNASGPUID860 1

Q00610 CLTC Y 634 -0,488099 3 ___1 1 1,98E-07 151,78 138,64 144,47 0,25274 391490000 Clathrin heavy chain 1KAGLLQRALEHFTDLYDIKRAVVHTHLLNPEUID612 1

P52597 HNRNPF T 215 -0,488035 3 ___1 0,665195 1,37E-05 61,181 61,181 61,181 0,031586 34396000 Heterogeneous nuclear ribonucleoprotein F;Heterogeneous nuclear ribonucleoprotein F, N-terminally processedKFMSVQRPGPYDRPGTARRYIGIVKQAGLERUID90 1

Q6ZV73 FGD6 Y 748 -0,485943 2 ___1 0,994694 0,000105013 58,37 51,482 58,37 0,13371 14071000 FYVE, RhoGEF and PH domain-containing protein 6SQAPYKSVTSLCAPEYENIRHYEEIPEYENLUID733 1

Q8TCU4 ALMS1 Y 3809 -0,479954 2 ___1 0,999973 0,000163734 84,476 65,205 84,476 0,71435 5376600 Alstrom syndrome protein 1FGHERVCLSPRRIKLYSSITNQQRRYLEKRSUID772 1

P29597 TYK2 Y 292 -0,479651 2 ___1 1 1,27E-05 66,435 66,435 66,435 -0,61711 338230000 Non-receptor tyrosine-protein kinase TYK2VCHLRLLAQAEGEPCYIRDSGVAPTDPGPESUID401 1

P43405 SYK T 317 -0,477589 3 ___1 0,564656 1,39E-08 62,67 62,67 62,67 0,50188 740380000 Tyrosine-protein kinase SYKGHRKSSPAQGNRQESTVSFNPYEPELAPWAAUID88 1

Q14197 ICT1 Y 43 -0,477573 3 ___1 0,500935 9,52E-09 78,021 78,021 78,021 0,049362 22075000 Peptidyl-tRNA hydrolase ICT1, mitochondrialRALHKQKDGTEFKSIYSLDKLYPESQGSDTAUID687 1

P16885 PLCG2 Y 759 -0,475964 2 ___1 1 7,62E-11 133,81 133,81 133,81 -0,60802 84173000 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-2NMERDINSLYDVSRMYVDPSEINPSMPQRTVUID335 1

O94921 CDK14;CDK15Y 146 -0,473358 2 ___1 0,996797 4,76E-05 105,4 78,982 105,4 0,30988 148590000 Cyclin-dependent kinase 14;Cyclin-dependent kinase 15KADSYEKLEKLGEGSYATVYKGKSKVNGKLVUID187 1

Q8N5H7 SH2D3C Y 183 -0,471897 2 ___1 0,979874 0,00123204 44,203 36,636 44,203 1,259 3592600 SH2 domain-containing protein 3CVHSERAAGEPEAGSDYVKFSKEKYILDSSPEUID762 1

P36578 RPL4 Y 264 -0,470665 2 ___1 0,983955 7,56E-05 107,57 66,126 107,57 -0,015331 23052000 60S ribosomal protein L4FCIWTESAFRKLDELYGTWRKAASLKSNYNLUID436 1

P07355 ANXA2;ANXA2P2Y 24 -0,469476 2 ___1 0,998384 1,02E-15 128,08 128,08 128,08 -0,19429 2012200000 Annexin A2;Putative annexin A2-like proteinCKLSLEGDHSTPPSAYGSVKAYTNFDAERDAUID224 1

P07437 TUBB Y 51 -0,460945 2 ___1 0,771686 6,68E-06 77,533 61,871 77,533 3,293 17799000 Tubulin beta chainYHGDSDLQLDRISVYYNEATGGKYVPRAILVUID229 1

Q9NWQ8 PAG1 Y 359 -0,449344 3 ___1 0,998737 2,63E-12 115,56 115,56 115,56 -0,61063 841340000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1IQGDPQRSPSSCNDLYATVKDFEKTPNSTLPUID855 1

P37268 FDFT1 Y 339 -0,442197 3 ___1 0,927034 5,83E-07 73,624 64,573 62,258 -0,42788 13016000 Squalene synthaseLMMDATNMPAVKAIIYQYMEEIYHRIPDSDPUID438 1

P30566 ADSL Y 21 -0,428996 2 ___1 0,871335 0,00577896 41,54 28,187 41,54 2,1433 2990300 Adenylosuccinate lyaseDHGSPDSYRSPLASRYASPEMCFVFSDRYKFUID407

P23246 SFPQ Y 527 -0,423832 4 ___1 0,987994 8,97E-06 59,585 56,899 59,585 0,28938 9317300 Splicing factor, proline- and glutamine-richMKDAKDKLESEMEDAYHEHQANLLRQDLMRRUID361 1

P09429 HMGB1;HMGB2Y 162 -0,423747 2 ___1 0,99997 0,00883931 53,17 37,016 53,17 0,41906 4638200 High mobility group protein B1;High mobility group protein B2KAAKLKEKYEKDIAAYRAKGKPDAAKKGVVK;KAAKLKEKYEKDIAAYRAKGKSEAGKKGPGRUID271 1

Q9Y5Y0 FLVCR1 Y 22 -0,422727 2 ___1 1 0,00258107 85,061 59,503 72,021 -0,48158 19778000 Feline leukemia virus subgroup C receptor-related protein 1EEGAAVAPGHPLAKGYLPLPRGAPVGKESVEUID920 1

P07948 LYN;HCK Y 397 -0,415117 2 ___1 0,889669 0,000195498 109,21 80,816 109,21 0,11845 54571000 Tyrosine-protein kinase Lyn;Tyrosine-protein kinase HCKKIADFGLARVIEDNEYTAREGAKFPIKWTAPUID248 1

O00459 PIK3R2 Y 464 -0,410601 3 ___1 0,984153 5,79E-05 57,804 50,602 57,804 0,10966 6286300 Phosphatidylinositol 3-kinase regulatory subunit betaYHQQYQDKSREYDQLYEEYTRTSQELQMKRTUID130 1

P13796 LCP1 Y 48 -0,406439 2 ___1 1 0,000144917 77,058 65,464 77,058 -0,96761 57259000 Plastin-2 ELNDLFKAACLPLPGYRVREITENLMATGDLUID307 1

P15880 RPS2 Y 266 -0,40567 2 ___1 0,933883 0,000174625 57,492 39,267 57,492 -0,087688 7254900 40S ribosomal protein S2LTPDLWKETVFTKSPYQEFTDHLVKTHTRVSUID330 1

P06239 LCK;SRC Y 394 -0,401589 2 ___1 0,999246 1,30E-08 190,26 167,19 190,26 -0,34433 1959700000 Tyrosine-protein kinase Lck;Proto-oncogene tyrosine-protein kinase SrcKIADFGLARLIEDNEYTAREGAKFPIKWTAPUID209 1

P20936 RASA1 Y 460 -0,395437 2 ___1 0,999999 0,0011111 113,25 48,387 113,25 -0,01274 3655300 Ras GTPase-activating protein 1DQEQVLNDTVDGKEIYNTIRRKTKDAFYKNIUID352 1

P53778 MAPK12 Y 185 -0,394164 2 ___1 0,975597 1,33E-07 113,69 88,065 103,31 -0,17873 250120000 Mitogen-activated protein kinase 12LDFGLARQADSEMTGYVVTRWYRAPEVILNWUID524 1

P06239 LCK Y 263 -0,390198 3 ___1 0,916074 9,60E-06 58,864 58,864 58,864 -0,48161 302740000 Tyrosine-protein kinase LckVERLGAGQFGEVWMGYYNGHTKVAVKSLKQGUID208 1

Q9GZY6 LAT2 Y 58 -0,38902 3 ___1 0,852937 2,02E-09 79,511 70,91 79,511 -0,28912 43492000 Linker for activation of T-cells family member 2RSLREDQQSFTGSRTYSLVGQAWPGPLADMAUID830 1

P16885 PLCG2 Y 371 -0,38838 3 ___1 0,98352 4,30E-08 63,454 63,454 63,454 -0,37563 129680000 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-2IELDCWDGPDGKPVIYHGWTRTTKIKFDDVVUID333 1

P29353 SHC1 S 426 -0,387794 2 ___1 0,590763 2,68E-10 113,22 113,22 113,22 0,55698 364200000 SHC-transforming protein 1PPPPPCPGRELFDDPSYVNVQNLDKARQAVGUID24 1

Q9NRY4 ARHGAP35 Y 1087 -0,385608 4 ___1 0,65396 2,65E-11 64,583 62,5 64,583 -0,42077 201710000 Rho GTPase-activating protein 35SSSPWLPQDGFDPSDYAEPMDAVVKPRNEEEUID848 1

P84103 SRSF3 Y 13 -0,385242 2 ___1 1 0,00248152 40,002 40,002 40,002 1,3127 3979500 Serine/arginine-rich splicing factor 3___MHRDSCPLDCKVYVGNLGNNGNKTELERUID609 1

Q96PK6 RBM14 Y 226 -0,380642 2 ___1 0,935017 0,000483084 45,973 38,844 45,973 0,08613 3187300 RNA-binding protein 14GRDRSPLRRSPPRASYVAPLTAQPATYRAQPUID804 1

P08708 RPS17 Y 53 -0,376581 2 ___1 0,999889 0,000156344 88,948 70,962 88,948 0,015924 18314000 40S ribosomal protein S17IAIIPSKKLRNKIAGYVTHLMKRIQRGPVRGUID260 1

Q6NYC8 PPP1R18 Y 230 -0,373438 2 ___1 0,987451 0,00484331 40,882 26,886 40,882 0,72101 4045200 Phostensin RRKEVESRLSPGESAYQKLGLTEAHKWRPDSUID721 1

P40227 CCT6A;CCT6BY 250 -0,373317 2 ___1 0,999038 0,0014977 50,607 34,945 50,607 -1,7795 3681700 T-complex protein 1 subunit zeta;T-complex protein 1 subunit zeta-2VSLEYEKTEVNSGFFYKSAEEREKLVKAERK;VSLEYEKTEVNSGFFYKTAEEKEKLVKAERKUID447 1

Q9NWQ8 PAG1 Y 317 -0,372705 3 ___1 0,875732 4,50E-31 129,24 129,24 97,691 0,15176 10613000000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1REEDPTLTEEEISAMYSSVNKPGQLVNKSGQUID856 1

Q9H400 LIME1 Y 254 -0,370316 2 ___1 0,992835 9,37E-11 86,814 75,888 86,814 -0,095584 78229000 Lck-interacting transmembrane adapter 1PLRALDVDSGPLENVYESIRELGDPAGRSSTUID837 1

P63173 RPL38 Y 41 -0,364573 2 ___1 0,990115 0,00379736 47,198 40,345 45,997 1,4282 8952000 60S ribosomal protein L38KKNKDNVKFKVRCSRYLYTLVITDKEKAEKLUID583 1

Q86UX7 FERMT3 Y 11 -0,351296 2 ___1 0,98977 6,21E-07 78,653 64,883 78,653 -0,10683 30266000 Fermitin family homolog 3_____MAGMKTASGDYIDSSWELRVFVGEEDUID743 1

Q9UH65 SWAP70 Y 517 -0,347961 3 ___1 1 0,000859192 42,843 30,575 42,843 0,90587 3163200 Switch-associated protein 70QLEQLELERKQALEQYEEVKKKLEMATNKTKUID872 1

Q9NWQ8 PAG1 Y 387 -0,346902 4 ___1 0,915654 1,58E-17 68,733 68,733 68,733 0,62757 152340000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1TLPPAGRPSEEPEPDYEAIQTLNREEEKATLUID857 1

Q9Y5K6 CD2AP Y 361 -0,34119 2 ___1 0,999749 1,53E-06 126,07 126,07 98,458 -0,13963 181870000 CD2-associated proteinKAPAPKPELIAAEKKYFSLKPEEKDEKSTLEUID919 1

P29350 PTPN6 S 534 -0,338504 2 ___1 0,504342 0,00490357 49,5 49,5 49,5 -0,55391 52091000 Tyrosine-protein phosphatase non-receptor type 6TKKKLEVLQSQKGQESEYGNITYPPAMKNAHUID23 1

P13796 LCP1 Y 276 -0,337337 3 ___1 1 0,000193245 50,675 50,675 50,675 -0,54029 33820000 Plastin-2 LMKLSPEELLLRWANYHLENAGCNKIGNFSTUID312 1

P63244 GNB2L1 Y 140 -0,335397 3 ___1 0,732451 0,00317955 40,242 30,184 40,242 0,18047 9448300 Guanine nucleotide-binding protein subunit beta-2-like 1;Guanine nucleotide-binding protein subunit beta-2-like 1, N-terminally processedRDKTIKLWNTLGVCKYTVQDESHSEWVSCVRUID587

P43405 SYK Y 296 -0,334651 2 ___1 0,939435 7,60E-05 124,08 114,09 124,08 0,24863 248590000 Tyrosine-protein kinase SYKPATWSAGGIISRIKSYSFPKPGHRKSSPAQGUID473 1;2

Q9Y2Z0 SUGT1 Y 277 -0,333792 2 ___1 0,99999 3,44E-05 88,948 56,107 88,948 -0,99302 28550000 Suppressor of G2 allele of SKP1 homologDVPTPKQFVADVKNLYPSSSPYTRNWDKLVGUID901 1

P40926 MDH2 Y 80 -0,332632 2 ___1 1 0,00489426 44,863 35,351 44,863 -0,21553 6146000 Malate dehydrogenase, mitochondrialAADLSHIETKAAVKGYLGPEQLPDCLKGCDVUID451

Q9BPW8 NIPSNAP1 Y 148 -0,326637 3 ___1 1 0,00110167 44,299 33,087 44,299 -0,11873 14968000 Protein NipSnap homolog 1PALMDCMNKLKNNKEYLEFRRERSQMLLSRRUID812 1

Q06187 BTK Y 334 -0,325469 3 ___1 0,999873 1,64E-05 60,918 56,48 60,918 -1,5142 45956000 Tyrosine-protein kinase BTKVFAKSTGDPQGVIRHYVVCSTPQSQYYLAEKUID635 1

Q92615 LARP4B Y 470 -0,324879 2 ___1 0,990672 0,00407225 49,423 24,604 49,423 0,86955 10544000 La-related protein 4BRQAGQTRTRIQNPSAYAKREAGPGRVEPGSLUID783 1

P49792 RANBP2 Y 903 -0,319796 2 ___1 1 0,00241016 75,311 75,311 75,311 0,74251 2549500 E3 SUMO-protein ligase RanBP2LLRPAANVTPTKGPVYGMNRLPPQQHIYAYPUID499 1

P29350 PTPN6 Y 276 -0,313747 3 ___1 1 1,18E-05 68,536 51,324 68,536 -0,20867 9744800 Tyrosine-protein phosphatase non-receptor type 6QRLEGQRPENKGKNRYKNILPFDHSRVILQGUID397 1

P68431 HIST1H3A;H3F3A;HIST2H3A;HIST3H3;H3F3CY 42 -0,308419 2 ___1 1 0,000342834 176,6 136,5 176,6 -0,58942 57414000 Histone H3.1;Histone H3.3;Histone H3.2;Histone H3.1t;Histone H3.3CRKSAPATGGVKKPHRYRPGTVALREIRRYQKUID603 1

P07355 ANXA2;ANXA2P2Y 30 -0,304955 2 ___1 0,999896 0,000604544 70,919 58,726 70,919 0,01586 12749000 Annexin A2;Putative annexin A2-like proteinGDHSTPPSAYGSVKAYTNFDAERDALNIETAUID223 1

P09211 GSTP1 Y 8 -0,302999 2 ___1 1 2,94E-07 179,37 179,37 176,6 0,32746 504850000 Glutathione S-transferase P________MPPYTVVYFPVRGRCAALRMLLAUID266 1

Q06187 BTK Y 134 -0,300637 2 ___1 0,997942 0,00820348 52,683 26,857 52,683 -0,21665 1778800 Tyrosine-protein kinase BTKELRKRWIHQLKNVIRYNSDLVQKYHPCFWIDUID641 1

Q06187 BTK Y 223 -0,297805 3 ___1 0,5 8,55E-13 91,657 91,657 91,657 -1,1908 169920000 Tyrosine-protein kinase BTKAAPVSTSELKKVVALYDYMPMNANDLQLRKGUID638 1

Q06187 BTK Y 225 -0,297805 3 ___1 0,5 8,55E-13 91,657 91,657 91,657 -1,1908 169920000 Tyrosine-protein kinase BTKPVSTSELKKVVALYDYMPMNANDLQLRKGDEUID639 1

Q9BZK7 TBL1XR1 Y 446 -0,295875 3 ___1 0,979417 2,96E-05 61,097 50,153 61,097 -0,38418 14107000 F-box-like/WD repeat-containing protein TBL1XR1RGICIHTLTKHQEPVYSVAFSPDGRYLASGSUID825 1

P07910 HNRNPC Y 139 -0,291953 2 ___1 0,991403 0,00267067 83,801 60,865 83,801 0,34815 2709400 Heterogeneous nuclear ribonucleoproteins C1/C2LDYDFQRDYYDRMYSYPARVPPPPPIARAVVUID242 1

P38919 EIF4A3 Y 155 -0,291556 3 ___1 0,999945 0,000108113 50,155 50,155 50,155 0,19341 3685600 Eukaryotic initiation factor 4A-III;Eukaryotic initiation factor 4A-III, N-terminally processedCIGGTNVGEDIRKLDYGQHVVAGTPGRVFDMUID445 1

P54578 USP14 Y 285 -0,290435 2 ___1 0,999865 0,0188014 52,683 26,857 52,683 -0,41516 3301100 Ubiquitin carboxyl-terminal hydrolase 14ENQLQLSCFINQEVKYLFTGLKLRLQEEITKUID528 1

Q9NWQ8 PAG1 Y 341 -0,285507 3 ___1 0,609374 3,37E-06 54,271 54,271 54,271 0,47875 170200000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1LVNKSGQSLTVPESTYTSIQGDPQRSPSSCNUID854 1
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P68363 TUBA1B;TUBA4A;TUBA1A;TUBA3E;TUBA1CY 357 -0,28155 2 ___1 0,992984 0,000233289 42,809 29,829 42,809 -0,33326 57665000 Tubulin alpha-1B chain;Tubulin alpha-4A chain;Tubulin alpha-1A chain;Tubulin alpha-3E chain;Tubulin alpha-1C chainQFVDWCPTGFKVGINYQPPTVVPGGDLAKVQUID601 1

P26640 VARS Y 428 -0,278187 3 ___1 1 0,00209378 48,091 35,301 48,091 -0,12504 7108700 Valine--tRNA ligaseLQEVWKWKEEKGDRIYHQLKKLGSSLDWDRAUID388 1

Q13123 IK Y 114 -0,275289 3 ___1 0,943697 2,46E-06 57,009 48,3 57,009 0,33858 39123000 Protein Red YRDRAKERRDGVNKDYEETELISTTANYRAVUID662 1

P31942 HNRNPH3 Y 100 -0,275253 2 ___1 1 0,000186414 72,021 42,683 72,021 -1,8896 3343400 Heterogeneous nuclear ribonucleoprotein H3YIEIFRSSRSEIKGFYDPPRRLLGQRPGPYDUID416 1

P08559 PDHA1;PDHA2Y 301 -0,273849 3 ___1 0,920974 9,29E-07 70,563 63,019 70,563 -0,37633 37519000 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial;Pyruvate dehydrogenase E1 component subunit alpha, testis-specific form, mitochondrialTYRYHGHSMSDPGVSYRTREEIQEVRSKSDPUID256 1

P07948 LYN Y 265 -0,270839 2 ___1 0,856933 8,99E-08 71,548 71,548 71,548 0,28669 477760000 Tyrosine-protein kinase LynVKRLGAGQFGEVWMGYYNNSTKVAVKTLKPGUID243 1

O00401 WASL Y 256 -0,266973 2 ___1 1 0,00166981 82,452 46,959 71,379 0,90257 74321000 Neural Wiskott-Aldrich syndrome proteinISEAQLKDRETSKVIYDFIEKTGGVEAVKNEUID129 1

P41250 GARS Y 467 -0,262135 2 ___1 0,994906 0,000165156 81,594 68,541 81,594 -0,86612 5395400 Glycine--tRNA ligaseSYGWIEIVGCADRSCYDLSCHARATKVPLVAUID456 1

P23469 PTPRE Y 696 -0,260984 2 ___1 0,936833 0,000137809 51,727 43,762 51,727 0,11705 35953000 Receptor-type tyrosine-protein phosphatase epsilonFCYKVVQDFIDIFSDYANFK___________UID367 1

P35606 COPB2 Y 434 -0,259339 3 ___1 0,969198 2,94E-05 48,112 39,015 48,112 0,0066848 19860000 Coatomer subunit beta'KEKKSFKPDFGAESIYGGFLLGVRSVNGLAFUID434 1

P11274 BCR Y 177 -0,25769 5 ___1 1 7,11E-08 60,635 60,635 49,902 0,37362 136900000 Breakpoint cluster region proteinRKGHGQPGADAEKPFYVNVEFHHERGLVKVNUID288 1

Q9NY12 GAR1 Y 149 -0,25682 2 ___1 0,996169 0,00184279 49,368 39,68 49,368 -0,67222 3941300 H/ACA ribonucleoprotein complex subunit 1KASSFKKLQKFYIDPYKLLPLQRFLPRPPGEUID861 1

P62136 PPP1CA Y 306 -0,256751 3 ___1 0,999997 2,48E-19 90,714 79,609 90,714 -0,88409 166750000 Serine/threonine-protein phosphatase PP1-alpha catalytic subunitCSFQILKPADKNKGKYGQFSGLNPGGRPITPUID563 1

P53621 COPA Y 579 -0,245948 2 ___1 1 0,000787215 79,906 60,429 57,59 0,57256 18030000 Coatomer subunit alpha;Xenin;ProxeninLDLPIYVTRVKGNNVYCLDRECRPRVLTIDPUID522 1

Q07912 TNK2;ERRFI1Y 859 -0,245536 3 ___1 0,969463 4,88E-17 108,75 108,75 98,165 -0,34132 3934800000 Activated CDC42 kinase 1;ERBB receptor feedback inhibitor 1ILPIVRDGKKVSSTHYYLLPERPSYLERYQRUID645 1;2

P16333 NCK1 Y 105 -0,243726 2 ___1 1 3,43E-05 107,15 82,378 107,15 -0,35557 52246000 Cytoplasmic protein NCK1ASPADDSFVDPGERLYDLNMPAYVKFNYMAEUID331 1

P46778 RPL21 Y 65 -0,242408 3 ___1 0,999744 4,49E-05 57,804 57,804 48,112 1,2087 13809000 60S ribosomal protein L21KGMPHKCYHGKTGRVYNVTQHAVGIVVNKQVUID477 1

Q14157 UBAP2L Y 858 -0,241044 2 ___1 0,781587 2,45E-06 68,536 68,536 68,536 0,37212 13973000 Ubiquitin-associated protein 2-likeTTPLTGRDGSLASNPYSGDLTKFGRGDASSPUID686 1

Q00610 CLTCL1;CLTCY 1096 -0,239506 2 ___1 1 0,0018359 95,541 32,699 95,541 0,40023 12048000 Clathrin heavy chain 2;Clathrin heavy chain 1AIQVLIEHIGNLDRAYEFAERCNEPAVWSQL;AVQVLIEHIGNLDRAYEFAERCNEPAVWSQLUID523 1

Q13480 GAB1 Y 659 -0,235545 2 ___1 1 0,00408611 43,083 22,181 43,083 0,68995 3378600 GRB2-associated-binding protein 1KSSGSGSSVADERVDYVVVDQQKTLALKSTRUID673 1

P55327 TPD52 Y 136 -0,235219 2 ___1 0,998026 7,75E-07 66,498 55,71 46,891 1,5691 14211000 Tumor protein D52QNIAKGWQDVTATSAYKKTSETLSQAGQKASUID535 1

P42768 WAS Y 291 -0,232266 3 ___1 1 1,29E-12 159,99 159,99 91,076 0,069985 1977300000 Wiskott-Aldrich syndrome proteinISEAQLTDAETSKLIYDFIEDQGGLEAVRQEUID464 1

Q9GZY6 LAT2 Y 136 -0,226519 3 ___1 0,940098 4,48E-07 66,606 60,004 58,024 0,61982 211690000 Linker for activation of T-cells family member 2WGRFSKPPEDDDANSYENVLICKQKTTETGAUID828 1

P09651 HNRNPA1;HNRNPA1L2Y 341 -0,226223 2 ___1 0,936186 7,97E-07 67,358 67,358 43,308 0,018935 144820000 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processed;Heterogeneous nuclear ribonucleoprotein A1-like 2GPMKGGNFGGRSSGPYGGGGQYFAKPRNQGGUID272 1

P11171 EPB41 Y 660 -0,224407 2 ___1 1 2,28E-05 156,48 109,29 66,429 -1,1635 84366000 Protein 4.1 RMRKKKRERLDGENIYIRHSNLMLEDLDKSQUID284 1

P61088 UBE2N Y 34 -0,22439 3 ___1 0,999845 4,00E-05 46,159 46,159 46,159 0,95623 10008000 Ubiquitin-conjugating enzyme E2 NPVPGIKAEPDESNARYFHVVIAGPQDSPFEGUID553 1

P13796 LCP1 Y 374 -0,221507 3 ___1 1 2,99E-11 77,391 59,852 77,391 0,15167 349900000 Plastin-2 NPKLNLAFIANLFNRYPALHKPENQDIDWGAUID314 1

P10747 CD28 Y 191 -0,22043 3 ___1 0,99568 3,44E-06 129,85 112,62 83,045 -0,30085 71498000 T-cell-specific surface glycoprotein CD28IFWVRSKRSRLLHSDYMNMTPRRPGPTRKHYUID279 1

Q9BUJ2 HNRNPUL1 Y 510 -0,218035 2 ___1 0,879541 2,01E-06 70,977 70,977 70,977 -0,33837 69920000 Heterogeneous nuclear ribonucleoprotein U-like protein 1AARKKRNYILDQTNVYGSAQRRKMRPFEGFQUID818 1

P43405 SYK Y 203 -0,213893 3 ___1 0,869547 5,19E-05 56,29 56,29 45,33 0,30793 14793000 Tyrosine-protein kinase SYKTNGKFLIRARDNNGSYALCLLHEGKVLHYRIUID470 1

P13929 ENO3 Y 44 -0,21157 2 ___1 0,994414 1,02E-16 109,18 107,45 109,18 -0,38003 3674300000 Beta-enolase GRFRAAVPSGASTGIYEALELRDGDKGRYLGUID315 1

P18124 RPL7 Y 195 -0,211342 3 ___1 0,819589 4,62E-05 47,09 47,09 47,09 0,62407 14501000 60S ribosomal protein L7GKYGIICMEDLIHEIYTVGKRFKEANNFLWPUID341 1

Q06187 BTK Y 551 -0,210462 2 ___1 0,951229 0,00117656 40,715 29,564 40,715 0,51866 11754000 Tyrosine-protein kinase BTKKVSDFGLSRYVLDDEYTSSVGSKFPVRWSPPUID642 1

P50995 ANXA11 Y 279 -0,210402 3 ___1 0,999934 6,01E-05 53,995 53,995 53,995 0,085139 52573000 Annexin A11 KTILALMKTPVLFDIYEIKEAIKGVGTDEACUID510 1

P23381 WARS Y 316 -0,207817 3 ___1 0,999979 3,28E-05 47,397 39,864 47,397 0,73448 12410000 Tryptophan--tRNA ligase, cytoplasmic;T1-TrpRS;T2-TrpRSTDIQCLIPCAIDQDPYFRMTRDVAPRIGYPKUID363 1

Q86UX7 FERMT3 Y 504 -0,205685 4 ___1 0,998306 9,95E-22 83,362 83,362 67,832 -0,027481 196230000 Fermitin family homolog 3NHPHGPDASAEGLNPYGLVAPRFQRKFKAKQUID744 1

P46940 IQGAP1 Y 855 -0,205545 3 ___1 0,797722 2,31E-08 71,742 62,696 60,764 0,56426 91293000 Ras GTPase-activating-like protein IQGAP1IKIQAFIRANKARDDYKTLINAEDPPMVVVRUID485 1

Q9UKB1 FBXW11;BTRCY 539 -0,205156 2 ___1 0,85144 0,0181712 53,679 23,26 53,679 0,078917 6044700 F-box/WD repeat-containing protein 11;F-box/WD repeat-containing protein 1APSAQNETRSPSRTYTYISR____________UID878 1

Q07912 TNK2;ERRFI1Y 859 -0,204532 3 ___2 0,969463 4,88E-17 108,75 108,75 98,165 -0,34132 3934800000 Activated CDC42 kinase 1;ERBB receptor feedback inhibitor 1ILPIVRDGKKVSSTHYYLLPERPSYLERYQRUID1568 1;2

Q07912 TNK2;ERRFI1Y 860 -0,204532 3 ___2 0,907538 6,60E-08 70,091 70,091 70,091 0,29002 149480000 Activated CDC42 kinase 1;ERBB receptor feedback inhibitor 1LPIVRDGKKVSSTHYYLLPERPSYLERYQRFUID1569 1;2

P68104 EEF1A1;EEF1A1P5Y 177 -0,200944 2 ___1 0,989618 0,000941181 94,262 47,891 94,262 0,62436 88967000 Elongation factor 1-alpha 1;Putative elongation factor 1-alpha-like 3YSQKRYEEIVKEVSTYIKKIGYNPDTVAFVPUID589 1

P62826 RAN Y 39 -0,200655 3 ___1 0,999846 4,58E-16 125,52 125,52 125,52 -0,2308 104270000 GTP-binding nuclear protein RanTTFVKRHLTGEFEKKYVATLGVEVHPLVFHTUID579 1

Q9BSW2 CRACR2A Y 141 -0,200575 3 ___1 0,995696 1,05E-07 57,989 49,675 57,989 -0,31869 18166000 EF-hand calcium-binding domain-containing protein 4BEDAGEQVAQRHEEKVYLSRGDEDLGDMGEDEUID816 1

P09769 FGR Y 208 -0,200186 3 ___1 0,982497 1,79E-05 151,15 111,15 62,14 -1,3644 49265000 Tyrosine-protein kinase FgrDHVKHYKIRKLDMGGYYITTRVQFNSVQELVUID275 1

O60711 LPXN Y 22 -0,198711 3 ___1 0,661744 1,21E-05 45,047 36,657 45,047 0,16033 17953000 Leupaxin LLEELERSTLQDSDEYSNPAPLPLDQHSRKEUID169 1

P07437 TUBB;TUBB4B;TUBB4A;TUBB3;TUBB2B;TUBB2A;TUBB6Y 340 -0,198602 2 ___1 0,826767 2,00E-06 70,363 70,363 56,359 0,65596 104150000 Tubulin beta chain;Tubulin beta-4B chain;Tubulin beta-4A chain;Tubulin beta-3 chain;Tubulin beta-2B chain;Tubulin beta-2A chain;Tubulin beta-6 chainEVDEQMLAIQSKNSSYFVEWIPNNVKVAVCD;EVDEQMLNVQNKNSSYFVEWIPNNVKTAVCDUID231 1

Q9NZ32 ACTR10 Y 4 -0,198465 2 ___1 1 3,48E-19 110,14 75,328 110,14 0,52708 26654000 Actin-related protein 10____________MPLYEGLGSGGEKTAVVIDUID863 1

Q00610 CLTC Y 1487 -0,196058 2 ___1 0,98218 3,35E-07 76,655 61,116 76,655 0,84197 33620000 Clathrin heavy chain 1ITEEDYQALRTSIDAYDNFDNISLAQRLEKHUID614 1

P43405 SYK Y 364 -0,195468 2 ___1 1 0,0065769 68,7 18,661 68,7 0,072733 5963100 Tyrosine-protein kinase SYKESPYADPEEIRPKEVYLDRKLLTLEDKELGSUID472 1

Q10567 AP1B1;AP2B1Y 136 -0,192827 3 ___1 1 0,0013972 41,704 23,965 40,883 -0,13455 30429000 AP-1 complex subunit beta-1;AP-2 complex subunit betaYLCEPLRKCLKDEDPYVRKTAAVCVAKLHDIUID653 1

Q06187 BTK Y 345 -0,192047 3 ___1 0,526728 1,08E-05 63,134 56,972 63,134 -0,22384 96134000 Tyrosine-protein kinase BTKVIRHYVVCSTPQSQYYLAEKHLFSTIPELINUID637 1

O00329 PIK3CD Y 524 -0,191682 3 ___1 0,998236 4,33E-06 66,533 66,533 66,533 -0,20507 24814000 Phosphatidylinositol 4,5-bisphosphate 3-kinase catalytic subunit delta isoformLQLREILERRGSGELYEHEKDLVWKLRHEVQUID128 1

P08243 ASNS Y 40 -0,188403 3 ___1 0,8331 5,02E-05 53,3 48,819 53,3 -0,37957 13586000 Asparagine synthetase [glutamine-hydrolyzing]AHRGPDAFRFENVNGYTNCCFGFHRLAVVDPUID255 1

O15550 KDM6A;UTY Y 944 -0,184863 3 ___1 0,994666 1,23E-10 82,259 74,941 82,259 1,4301 20684000 Lysine-specific demethylase 6A;Histone demethylase UTYPPLPKDKLNPPTPSIYLENKRDAFFPPLHQFUID136 1

P35579 MYH9 Y 11 -0,183929 3 ___1 0,869084 2,31E-06 57,989 57,989 57,989 -0,58722 131360000 Myosin-9 _____MAQQAADKYLYVDKNFINNPLAQADWUID433 1

Q9NZM3 ITSN2 Y 968 -0,179742 3 ___1 1 7,01E-17 175,33 145,66 47,532 -2,3663 4852100000 Intersectin-2 IIPGSEVKREEPEALYAAVNKKPTSAAYSVGUID866 1

Q5VYS8 ZCCHC6 Y 77 -0,179351 2 ___1 0,93615 0,000866837 40,715 40,715 40,715 -0,71313 17334000 Terminal uridylyltransferase 7GNTPRKGPCAVSSNPYAFKNPIYSQPAWMNDUID719 1

Q8IWX8 CHERP Y 894 -0,177758 3 ___1 0,864373 5,23E-05 54,524 54,524 54,524 0,76435 23979000 Calcium homeostasis endoplasmic reticulum proteinKWDQYKGVGVALDDPYENYRRNKSYSFIARMUID753 1

Q12965 MYO1E Y 971 -0,176377 3 ___1 0,499993 0,000252758 48,14 48,14 48,14 0,17107 4471800 Unconventional myosin-IePPPPGYHQNGVIRNQYVPYPHAPGSQRSNQKUID658 1

Q12965 MYO1E Y 974 -0,176377 3 ___1 0,499993 0,000252758 48,14 48,14 48,14 0,17107 4471800 Unconventional myosin-IePGYHQNGVIRNQYVPYPHAPGSQRSNQKSLYUID659 1

P04075 ALDOA Y 223 -0,174986 5 ___1 0,99787 1,13E-21 86,519 86,519 86,519 -0,23202 243390000 Fructose-bisphosphate aldolase AKVLAAVYKALSDHHIYLEGTLLKPNMVTPGHUID200 1

Q13315 ATM Y 2969 -0,174561 4 ___1 0,982962 4,83E-06 42,106 31,103 42,106 -4,0764 31487000 Serine-protein kinase ATMYDPLFDWTMNPLKALYLQQRPEDETELHPTLUID668 1

P09651 HNRNPA1;HNRNPA1L2Y 347 -0,171048 3 ___1 0,999511 7,10E-07 68,972 68,972 68,972 0,36942 233690000 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processed;Heterogeneous nuclear ribonucleoprotein A1-like 2NFGGRSSGPYGGGGQYFAKPRNQGGYGGSSSUID273 1

Q13303 KCNAB2 Y 2 -0,168512 2 ___1 0,999987 6,03E-06 72,643 60,116 72,643 0,17876 10283000 Voltage-gated potassium channel subunit beta-2______________MYPESTTGSPARLSLRQUID666 1

P00338 LDHA Y 239 -0,16677 2 ___1 0,987101 5,39E-05 109,44 75,35 109,44 -0,36921 1242600000 L-lactate dehydrogenase A chainKEQWKEVHKQVVESAYEVIKLKGYTSWAIGLUID191 1

P46940 IQGAP1 Y 1510 -0,165394 2 ___1 0,846984 0,00208173 46,001 37,42 46,001 -0,79446 17289000 Ras GTPase-activating-like protein IQGAP1YRQRRKAELVKLQQTYAALNSKATFYGEQVDUID486 1

P62140 PPP1CB Y 306 -0,163805 3 ___1 0,976279 6,65E-12 98,676 98,676 98,676 -0,238 267290000 Serine/threonine-protein phosphatase PP1-beta catalytic subunitSFQILKPSEKKAKYQYGGLNSGRPVTPPRTAUID564 1

Q7KZF4 SND1 Y 109 -0,162492 2 ___1 0,999987 0,00077115 79,116 55,144 79,116 0,67132 356170000 Staphylococcal nuclease domain-containing protein 1EVCFTIENKTPQGREYGMIYLGKDTNGENIAUID737 1

Q7KZF4 SND1 Y 908 -0,162173 2 ___1 0,827014 2,30E-05 71,349 61,362 64,654 -0,093788 17360000 Staphylococcal nuclease domain-containing protein 1WRYGDFRADDADEFGYSR_____________UID735 1

P0DP25 Y 100 -0,159429 3 ___1 0,999532 9,46E-08 80,387 62,8 80,387 -0,18375 1054200000 EIREAFRVFDKDGNGYISAAELRHVMTNLGEUID278 1

P52272 HNRNPM Y 64 -0,15918 2 ___1 1 1,87E-08 124,23 109,7 124,23 0,96725 131030000 Heterogeneous nuclear ribonucleoprotein MRKEKNIKRGGNRFEPYANPTKRYRAFITNIPUID515 1

O75533 SF3B1 Y 84 -0,158105 5 ___1 0,999188 8,00E-07 50,144 48,113 50,144 0,96261 38893000 Splicing factor 3B subunit 1DYSSSTSLLGQKKPGYHAPVALLNDIPQSTEUID179 1

P27986 PIK3R1;PIK3R3Y 467 -0,157808 2 ___1 1 5,39E-08 124,34 109,12 124,34 0,17283 376450000 Phosphatidylinositol 3-kinase regulatory subunit alpha;Phosphatidylinositol 3-kinase regulatory subunit gammaYNTQFQEKSREYDRLYEEYTRTSQEIQMKRTUID394 1

P11940 PABPC1;PABPC3Y 364 -0,151834 2 ___1 0,999771 1,49E-07 93,111 93,111 90,15 0,43316 407450000 Polyadenylate-binding protein 1;Polyadenylate-binding protein 3AVTEMNGRIVATKPLYVALAQRKEERQAHLTUID298 1

P60842 EIF4A1 Y 197 -0,151183 3 ___1 1 0,000697104 45,257 35,136 45,257 0,18687 38503000 Eukaryotic initiation factor 4A-IDEADEMLSRGFKDQIYDIFQKLNSNTQVVLLUID548 1

P37108 SRP14 Y 27 -0,14858 2 ___1 0,996668 2,53E-05 93,649 93,649 85,731 0,36117 174500000 Signal recognition particle 14 kDa proteinELTRLFQKCRTSGSVYITLKKYDGRTKPIPKUID437 1

P61313 RPL15 Y 81 -0,146536 3 ___1 0,939726 0,000261177 40,941 30,87 40,941 -1,442 7603600 60S ribosomal protein L15VRRGGRKRPVPKGATYGKPVHHGVNQLKFARUID557 1

P42226 STAT6 Y 641 -0,144906 2 ___1 0,999997 0,00394422 65,252 22,252 65,252 0,073204 18167000 Signal transducer and activator of transcription 6RSHYKPEQMGKDGRGYVPATIKMTVERDQPLUID460 1

Q13523 PRPF4B T 847 -0,140929 2 ___1 0,56154 4,67E-22 114,69 114,69 114,69 -0,064145 9370100000 Serine/threonine-protein kinase PRP4 homologLCDFGSASHVADNDITPYLVSRFYRAPEIIIUID103 1

P06733 ENO1;ENO2 Y 44 -0,139976 2 ___1 0,994414 1,02E-16 109,18 107,45 109,18 -0,38003 3786700000 Alpha-enolase;Gamma-enolaseGLFRAAVPSGASTGIYEALELRDNDKTRYMGUID214 1

P43243 MATR3 Y 219 -0,139094 2 ___1 1 0,00213083 73,931 60,878 50,703 -0,091726 10608000 Matrin-3 HGSRSQESGYYDRMDYEDDRLRDGERCRDDSUID467 1

P18669 PGAM1 S 23 -0,138571 3 ___1 0,528025 1,33E-05 54,288 50,191 54,288 -0,73575 30062000 Phosphoglycerate mutase 1LIRHGESAWNLENRFSGWYDADLSPAGHEEAUID16 1

P23246 SFPQ Y 488 -0,133781 3 ___1 0,989165 6,26E-05 55,98 55,98 55,98 -0,69297 46068000 Splicing factor, proline- and glutamine-richERETPPRFAQHGTFEYEYSQRWKSLDEMEKQUID362 1

Q13576 IQGAP2 Y 770 -0,129625 3 ___1 0,770045 6,54E-06 57,009 51,799 57,009 1,4039 65629000 Ras GTPase-activating-like protein IQGAP2VKIQSLLRANKARDDYKTLVGSENPPLTVIRUID676 1

Q01082 SPTBN1 Y 777 -0,127593 3 ___1 0,839017 2,55E-05 51,089 42,588 51,089 -0,66424 70307000 Spectrin beta chain, non-erythrocytic 1DILKIVSSSDVGHDEYSTQSLVKKHKDVAEEUID617 1

P41567 EIF1 Y 30 -0,126947 4 ___1 0,734587 1,82E-06 46,464 46,464 46,464 0,032946 56441000 Eukaryotic translation initiation factor 1DASKGDDLLPAGTEDYIHIRIQQRNGRKTLTUID458 1

P62424 RPL7A Y 181 -0,124971 2 ___1 1 0,00239123 55,504 39,301 55,504 0,087584 21274000 60S ribosomal protein L7aLVVFLPALCRKMGVPYCIIKGKARLGRLVHRUID574 1

P35579 MYH9 Y 151 -0,123481 3 ___1 0,999997 5,13E-13 161,82 161,82 161,82 0,020775 136360000 Myosin-9 EMYKGKKRHEMPPHIYAITDTAYRSMMQDREUID430 1

Q13838 DDX39A;DDX39BY 39 -0,122557 3 ___1 0,99866 2,58E-12 105,25 105,25 105,25 -0,065338 45488000 ATP-dependent RNA helicase DDX39A;Spliceosome RNA helicase DDX39BGDGAEAPAKKDVKGSYVSIHSSGFRDFLLKP;QESTPAPPKKDIKGSYVSIHSSGFRDFLLKPUID123 1

Q5UIP0 RIF1 Y 404 -0,120272 2 ___1 0,759537 0,00131984 43,512 31,286 43,512 0,95157 2317000 Telomere-associated protein RIF1GLNPMTPVHKGASSPYGAPGTPRMNLSSNLGUID718 1

P16885 PLCG2 Y 1217 -0,119985 3 ___1 0,995072 4,82E-17 130,01 130,01 104,03 0,06928 493080000 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-2QLRRRQEELNNQLFLYDTHQNLRNANRDALVUID336 1

P06493 CDK1 T 14 -0,119869 2 ___2 0,999996 1,18E-07 72,652 28,353 72,652 0,13781 4926200000 Cyclin-dependent kinase 1__MEDYTKIEKIGEGTYGVVYKGRHKTTGQVUID995 1;2

P24941 CDK2;CDK3 T 14 -0,119869 2 ___2 0,999996 1,18E-07 72,652 28,353 72,652 0,13781 4926200000 Cyclin-dependent kinase 2;Cyclin-dependent kinase 3__MENFQKVEKIGEGTYGVVYKARNKLTGEVUID1005 1;2

P06493 CDK1 Y 15 -0,119869 2 ___2 0,999797 1,06E-11 105,78 29,244 66,262 0,22122 6457800000 Cyclin-dependent kinase 1_MEDYTKIEKIGEGTYGVVYKGRHKTTGQVVUID1134 1;2

P24941 CDK2;CDK3 Y 15 -0,119869 2 ___2 0,999797 1,06E-11 105,78 29,244 66,262 0,22122 6457800000 Cyclin-dependent kinase 2;Cyclin-dependent kinase 3_MENFQKVEKIGEGTYGVVYKARNKLTGEVVUID1298 1;2

P20273 CD22 Y 796 -0,118781 4 ___1 0,698766 5,64E-16 77,641 72,273 76,691 -0,092352 155800000 B-cell receptor CD22SEMQRPPPDCDDTVTYSALHKRQVGDYENVIUID350 1

O75131 CPNE3 Y 203 -0,116837 2 ___1 0,918546 0,00100719 45,973 37,737 45,973 0,55634 3818700 Copine-3 NPVWRPFKISLNSLCYGDMDKTIKVECYDYDUID176 1

P27708 CAD Y 459 -0,116765 3 ___1 0,917268 0,000216915 43,791 40,504 43,791 0,85376 8993800 CAD protein;Glutamine-dependent carbamoyl-phosphate synthase;Aspartate carbamoyltransferase;DihydroorotaseQGLADKVYFLPITPHYVTQVIRNERPDGVLLUID392 1

P22314 UBA1 S 56 -0,114443 2 ___1 0,613196 0,00265171 56,783 46,829 56,783 0,98327 9712100 Ubiquitin-like modifier-activating enzyme 1MAKNGSEADIDEGLYSRQLYVLGHEAMKRLQUID18 1

P11413 G6PD Y 401 -0,11335 2 ___1 0,974342 0,000144635 105,52 86,982 96,034 0,6009 180390000 Glucose-6-phosphate 1-dehydrogenaseKRNELVIRVQPNEAVYTKMMTKKPGMFFNPEUID295 1

Q38SD2 LRRK1 Y 12 -0,112436 3 ___1 0,811552 1,35E-06 50,029 44,146 50,029 -0,1886 32209000 Leucine-rich repeat serine/threonine-protein kinase 1____MAGMSQRPPSMYWCVGPEESAVCPERAUID712 1

P23526 AHCY Y 193 -0,112285 2 ___1 1 4,50E-11 130,96 130,96 124,37 0,16809 190040000 AdenosylhomocysteinaseINVNDSVTKSKFDNLYGCRESLIDGIKRATDUID368 1

P25787 PSMA2 S 77 -0,111522 2 ___1 0,561765 0,00324001 54,416 54,416 54,416 -0,60308 30880000 Proteasome subunit alpha type-2VHKVEPITKHIGLVYSGMGPDYRVLVHRARKUID20 1

Q9Y5S9 RBM8A S 56 -0,110428 3 ___1 0,527909 0,000107342 48,053 48,053 48,053 0,22255 16678000 RNA-binding protein 8AGSEEGSRARMREDYDSVEQDGDEPGPQRSVEUID66 1

P26599 PTBP1 Y 127 -0,110203 2 ___1 1 9,44E-19 102,07 80,604 102,07 0,71093 83037000 Polypyrimidine tract-binding protein 1NYYTSVTPVLRGQPIYIQFSNHKELKTDSSPUID386 1

Q13085 ACACA Y 1370 -0,10917 2 ___1 1 7,29E-05 82,417 82,417 42,599 -0,036985 23364000 Acetyl-CoA carboxylase 1;Biotin carboxylaseFFTFRARDKFEEDRIYRHLEPALAFQLELNRUID661 1

P14618 PKM Y 390 -0,106441 3 ___1 1 3,06E-12 136,39 136,39 117 -0,1705 115210000 Pyruvate kinase PKMVRMQHLIAREAEAAIYHLQLFEELRRLAPITUID320 1

P47756 CAPZB Y 232 -0,104751 2 ___1 0,99989 0,0026705 47,198 40,885 47,198 0,45535 57030000 F-actin-capping protein subunit betaVEDMENKIRSTLNEIYFGKTKDIVNGLRSIDUID488 1

P07900 HSP90AA1;HSP90AA2P;HSP90AB1;HSP90AB2PY 284 -0,103934 2 ___1 1 1,16E-13 100,45 55,37 47,849 -0,30543 35851000 Heat shock protein HSP 90-alpha;Heat shock protein HSP 90-alpha A2;Heat shock protein HSP 90-beta;Putative heat shock protein HSP 90-beta 2KKDGDKKKKKKIKEKYIDQEELNKTKPIWTR;SGKDKKKKTKKIKEKYIDQEELNKTKPIWTRUID240 1

P37802 TAGLN2 Y 8 -0,102956 2 ___1 1 6,17E-05 151,29 108,23 151,29 0,38256 10533000 Transgelin-2 ________MANRGPAYGLSREVQQKIEKQYDUID439 1

Q14152 EIF3A Y 772 -0,102657 2 ___1 0,996937 0,0169253 46,426 18,252 46,426 -0,16458 4281300 Eukaryotic translation initiation factor 3 subunit ARDLFVMRLKAARQSVYEEKLKQFEERLAEERUID684 1

P14618 PKM Y 175 -0,10103 2 ___1 1 1,03E-07 87,913 74,144 87,913 -0,64109 61275000 Pyruvate kinase PKMDYKNICKVVEVGSKIYVDDGLISLQVKQKGAUID322 1

P25787 PSMA2 Y 57 -0,100975 2 ___1 0,999992 0,00237005 88,029 14,675 88,029 -0,34552 54414000 Proteasome subunit alpha type-2NGVVLATEKKQKSILYDERSVHKVEPITKHIUID381 1

Q92900 UPF1 Y 488 -0,0992589 3 ___1 0,999273 7,26E-17 97,284 97,284 97,284 0,36515 155380000 Regulator of nonsense transcripts 1RFTAQGLPDLNHSQVYAVKTVLQRPLSLIQGUID791 1

Q96C90 PPP1R14B Y 29 -0,0983261 3 ___1 0,999833 1,03E-08 63,184 47,061 63,184 1,2088 24535000 Protein phosphatase 1 regulatory subunit 14BAPAPGPGSGGPGPRVYFQSPPGAAGEGPGGAUID797 1

P07108 DBI Y 29 -0,0952019 3 ___1 0,97111 0,000201084 44,294 40,574 44,294 -0,52095 67499000 Acyl-CoA-binding proteinRHLKTKPSDEEMLFIYGHYKQATVGDINTERUID220 1

Q14103 HNRNPD Y 244 -0,0946579 2 ___1 1 0,00125105 113,7 70,696 113,7 0,88726 3224400 Heterogeneous nuclear ribonucleoprotein D0TFKEEEPVKKIMEKKYHNVGLSKCEIKVAMSUID680 1

Q8IY67 RAVER1 Y 92 -0,0932808 4 ___1 0,775821 8,86E-06 43,099 43,099 43,099 0,088647 14985000 Ribonucleoprotein PTB-binding 1DLLSDYELKYCFVDKYKGTAFVTLLNGEQAEUID755 1

P68104 EEF1A1;EEF1A1P5;EEF1A2Y 141 -0,0921039 2 ___1 0,979112 7,10E-06 133,23 123 133,23 -0,18768 464950000 Elongation factor 1-alpha 1;Putative elongation factor 1-alpha-like 3;Elongation factor 1-alpha 2GISKNGQTREHALLAYTLGVKQLIVGVNKMDUID588 1

Q9BSJ8 ESYT1 Y 822 -0,0908957 3 ___1 0,994867 7,09E-12 97,2 97,2 97,2 -0,050968 424360000 Extended synaptotagmin-1AEDLPLRKGTKHLSPYATLTVGDSSHKTKTIUID815 1

P78406 RAE1 Y 274 -0,0908233 4 ___1 0,829513 8,01E-07 48,085 43,98 48,085 -0,48114 38655000 mRNA export factorCHRSNGTNTSAPQDIYAVNGIAFHPVHGTLAUID605 1

P04040 CAT Y 231 -0,0906313 2 ___1 1 0,00248152 40,002 40,002 40,002 0,62124 4320600 Catalase GSHTFKLVNANGEAVYCKFHYKTDQGIKNLSUID199 1

P00338 LDHA Y 10 -0,0901185 2 ___1 1 1,38E-17 116,9 92,701 74,255 0,25782 1169300000 L-lactate dehydrogenase A chain______MATLKDQLIYNLLKEEQTPQNKITVUID190 1

P60709 ACTB;ACTG1 Y 294 -0,0901103 3 ___1 0,999813 5,36E-27 157,01 157,01 154,65 0,13169 1261500000 Actin, cytoplasmic 1;Actin, cytoplasmic 1, N-terminally processed;Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processedFNSIMKCDVDIRKDLYANTVLSGGTTMYPGIUID541 1

Q9HBG7 LY9 Y 626 -0,0876951 3 ___1 0,995197 3,66E-05 50,787 50,787 50,787 0,45245 239460000 T-lymphocyte surface antigen Ly-9GKTPVSQKEESSATIYCSIRKPQVVPPPQQNUID843 1

Q86YV5 SGK223 Y 413 -0,0874595 3 ___1 0,998642 3,74E-12 79,614 68,168 79,614 0,83565 2931800000 Tyrosine-protein kinase SgK223QPPAHPREATQPEPIYAESTKRKKAAPVPSKUID747 1



Q12959 DLG1 Y 399 -0,0872096 2 ___1 0,999496 0,00657812 43,246 33,259 43,246 0,29967 8466600 Disks large homolog 1HEEAVTALKNTSDFVYLKVAKPTSMYMNDGYUID657 1

O60927 PPP1R11 Y 64 -0,0868733 2 ___1 1 0,0043531 61,999 61,999 61,999 -0,78438 6444600 Protein phosphatase 1 regulatory subunit 11DNEHMGRRSSKCCCIYEKPRAFGESSTESDEUID174 1

O43776 NARS Y 539 -0,0863772 2 ___1 1 0,00138746 121,68 103,92 91,584 -0,27058 43488000 Asparagine--tRNA ligase, cytoplasmicLTWILNRYHIRDVCLYPRFVQRCTP______UID163 1

Q93052 LPP Y 300 -0,0837084 2 ___1 0,901267 4,30E-10 82,749 69,396 82,749 0,95133 10429000 Lipoma-preferred partnerPGYGYAPNQGRYYEGYYAAGPGYGGRNDSDPUID795 1

Q13480 GAB1 Y 242 -0,0810791 3 ___1 0,979648 0,000100497 40,179 40,179 40,179 1,5216 4532600 GRB2-associated-binding protein 1QSKHGMNGFFQQQMIYDSPPSRAPSASVDSSUID672 1

P08865 RPSA Y 139 -0,0805391 3 ___1 0,871995 7,72E-30 100,29 100,29 100,29 0,47897 562850000 40S ribosomal protein SAVTDPRADHQPLTEASYVNLPTIALCNTDSPLUID261 1

Q16881 TXNRD1 Y 281 -0,0792322 2 ___1 0,99837 2,17E-11 117,7 106,49 114,5 -0,31016 461590000 Thioredoxin reductase 1, cytoplasmicYRVALREKKVVYENAYGQFIGPHRIKATNNKUID711 1

P55010 EIF5 Y 313 -0,0786787 3 ___1 0,999997 8,23E-06 55,33 47,043 55,33 -0,92706 15654000 Eukaryotic translation initiation factor 5RHFLRFCHNNKKAQRYLLHGLECVVAMHQAQUID530 1

Q9GZY6 LAT2 Y 118 -0,0768674 3 ___1 0,8888 5,22E-09 79,97 76,731 79,97 -0,55267 50472000 Linker for activation of T-cells family member 2RHGSEEAYIDPIAMEYYNWGRFSKPPEDDDAUID829 1

P31943 HNRNPH1;HNRNPFT 301 -0,0767542 2 ___1 0,535539 0,000303173 55,426 55,426 55,426 -0,13173 12135000 Heterogeneous nuclear ribonucleoprotein H;Heterogeneous nuclear ribonucleoprotein H, N-terminally processed;Heterogeneous nuclear ribonucleoprotein F;Heterogeneous nuclear ribonucleoprotein F, N-terminally processedTTGHCVHMRGLPYKATENDIYNFFSPLNPVR;TTGHCVHMRGLPYRATENDIYNFFSPLNPVRUID83 1

P09769 FGR Y 180 -0,076098 2 ___1 0,999267 0,00262253 73,324 34,518 73,324 0,055538 32127000 Tyrosine-protein kinase FgrQGAFLIRESETTKGAYSLSIRDWDQTRGDHVUID274 1

Q9H0A0 NAT10 Y 820 -0,075392 2 ___1 1 4,39E-05 62,303 52,87 51,092 -0,87147 21278000 N-acetyltransferase 10QPALSREELEALFLPYDLKRLEMYSRNMVDYUID833 1

Q14247 CTTN Y 421 -0,075199 2 ___1 0,775327 0,00109117 41,704 33,123 41,704 -0,020915 35318000 Src substrate cortactinPAPQPTEERLPSSPVYEDAASFKAELSYRGPUID689 1

Q13561 DCTN2 Y 313 -0,0750851 3 ___1 0,999687 4,43E-06 71,349 54,324 71,349 -1,5277 38180000 Dynactin subunit 2ASVEDADTQSKVHQLYETIQRWSPIASTLPEUID675 1

O14964 HGS Y 216 -0,075031 2 ___1 1 0,000309489 56,729 51,731 56,729 -0,26613 43733000 Hepatocyte growth factor-regulated tyrosine kinase substratePKFGIEKEVRVCEPCYEQLNRKAEGKATSTTUID143 1

P07948 LYN Y 306 -0,0748846 2 ___1 1 0,00131804 119,57 22,495 119,57 0,42804 46186000 Tyrosine-protein kinase LynANLMKTLQHDKLVRLYAVVTREEPIYIITEYUID244 1

Q96C19 EFHD2 Y 83 -0,0746577 2 ___1 0,982143 9,42E-05 65,252 65,252 65,252 -0,2069 40489000 EF-hand domain-containing protein D2GIGEPQSPSRRVFNPYTEFKEFSRKQIKDMEUID796 1

O75391 SPAG7 Y 189 -0,0742325 2 ___1 0,934935 1,78E-05 72,547 72,547 72,547 -0,33156 8816900 Sperm-associated antigen 7GAAKDAAHMLQANKTYGCVPVANKRDTRSIEUID178 1

P18433 PTPRA Y 798 -0,0738534 3 ___1 0,999367 3,49E-07 78,548 78,548 66,331 0,53145 1154100000 Receptor-type tyrosine-protein phosphatase alphaFCYKVVQEYIDAFSDYANFK___________UID342 1

Q12874 SF3A3 Y 414 -0,0702345 3 ___1 0,620278 9,93E-05 40,349 37,062 40,349 0,72922 13962000 Splicing factor 3A subunit 3LHGLNINYNCEICGNYTYRGPKAFQRHFAEWUID654 1

O00170 AIP Y 202 -0,0688819 2 ___1 0,5 0,000689712 75,109 69,361 75,109 -0,12405 14908000 AH receptor-interacting proteinNRLYREGHVKEAAAKYYDAIACLKNLQMKEQUID125 1

O00170 AIP Y 203 -0,0688819 2 ___1 0,5 0,000689712 75,109 69,361 75,109 -0,12405 14908000 AH receptor-interacting proteinRLYREGHVKEAAAKYYDAIACLKNLQMKEQPUID126 1

O60674 JAK2 Y 570 -0,0662982 3 ___1 1 1,08E-14 171,09 171,09 171,09 0,47972 192010000 Tyrosine-protein kinase JAK2TFTKIFKGVRREVGDYGQLHETEVLLKVLDKUID168 1

P22059 OSBP Y 767 -0,0655015 3 ___1 0,822168 6,77E-05 47,204 38,495 47,09 0,35418 25515000 Oxysterol-binding protein 1AEAMKATEDGTPYDPYKALWFERKKDPVTKEUID355 1

P08621 SNRNP70 Y 126 -0,0643949 3 ___1 1 1,50E-05 110,86 87,939 110,86 -0,40227 772910000 U1 small nuclear ribonucleoprotein 70 kDaNYDTTESKLRREFEVYGPIKRIHMVYSKRSGUID257 1

P17987 TCP1 S 544 -0,0643682 3 ___1 0,873855 3,29E-05 58,49 58,49 58,49 0,70901 183150000 T-complex protein 1 subunit alphaDLIKLHPESKDDKHGSYEDAVHSGALND___UID15 1

Q06187 BTK Y 344 -0,0634332 3 ___1 0,68651 1,35E-11 94,487 94,487 94,487 -0,40305 75184000 Tyrosine-protein kinase BTKGVIRHYVVCSTPQSQYYLAEKHLFSTIPELIUID636 1

Q5JSL3 DOCK11 Y 1830 -0,0606936 4 ___1 0,99438 8,84E-07 63,488 60,726 63,488 0,89472 29285000 Dedicator of cytokinesis protein 11IQDSDKVNAKELDPKYAHIQVTYVKPYFDDKUID715 1

Q06124 PTPN11 Y 279 -0,0598842 3 ___1 1 1,55E-05 82,494 82,494 82,494 0,22309 81531000 Tyrosine-protein phosphatase non-receptor type 11SRKEGQRQENKNKNRYKNILPFDHTRVVLHDUID633 1

P25788 PSMA3 Y 199 -0,0596512 2 ___1 1 0,00402989 43,246 21,16 43,246 0,68466 4466200 Proteasome subunit alpha type-3EMTCRDIVKEVAKIIYIVHDEVKDKAFELELUID382 1

P50995 ANXA11 Y 482 -0,0594273 3 ___1 0,913018 0,000163417 45,33 33,354 44,807 0,2185 13927000 Annexin A11 LDIRSEYKRMYGKSLYHDISGDTSGDYRKILUID509 1

P35573 AGL Y 584 -0,0590888 2 ___1 0,99849 4,40E-08 103,22 86,195 103,22 -0,409 61160000 Glycogen debranching enzyme;4-alpha-glucanotransferase;Amylo-alpha-1,6-glucosidaseTRLGISSLIREAMSAYNSHEEGRLVYRYGGEUID428 1

P13796 LCP1 Y 28 -0,0586591 2 ___1 0,942355 1,75E-12 89,629 89,629 83,769 0,23765 1389800000 Plastin-2 ELREAFAKVDTDGNGYISFNELNDLFKAACLUID310 1

P35568 IRS1 Y 612 -0,0578537 4 ___1 0,959939 2,76E-22 82,157 82,157 82,157 0,028589 523990000 Insulin receptor substrate 1GHHRPDSSTLHTDDGYMPMSPGVAPVPSGRKUID426 1

Q9Y4F3 KIAA0430 Y 699 -0,0577238 2 ___1 0,999975 0,00238221 48,036 35,459 48,036 0,49831 2167600 Meiosis arrest female protein 1AAVSTPKNSGVAEPVYKTSQKKENLSARSVTUID909 1

P55072 VCP Y 173 -0,0571475 4 ___1 0,989381 1,42E-15 71,54 65,834 71,54 0,19317 20353000 Transitional endoplasmic reticulum ATPaseMRAVEFKVVETDPSPYCIVAPDTVIHCEGEPUID532 1

P55196 MLLT4 Y 1230 -0,0559985 2 ___1 0,998286 0,000975722 64,42 55,508 64,42 0,0041845 58353000 Afadin RPEAYPIPTQTYTREYFTFPASKSQDRMAPPUID533 1

P68104 EEF1A1;EEF1A1P5;EEF1A2Y 29 -0,0559069 2 ___1 0,999989 0,000140391 80,219 53,835 80,219 0,099262 460010000 Elongation factor 1-alpha 1;Putative elongation factor 1-alpha-like 3;Elongation factor 1-alpha 2GHVDSGKSTTTGHLIYKCGGIDKRTIEKFEKUID593 1

P52597 HNRNPF Y 276 -0,0551427 3 ___1 0,963444 1,79E-06 65,716 55,52 65,716 0,53391 6774000 Heterogeneous nuclear ribonucleoprotein F;Heterogeneous nuclear ribonucleoprotein F, N-terminally processedGRDLSYCLSGMYDHRYGDSEFTVQSTTGHCVUID517 1

Q8IXI2 RHOT1 Y 465 -0,0543414 2 ___1 0,962412 8,91E-06 66,595 66,595 66,595 -0,12728 24681000 Mitochondrial Rho GTPase 1REDHKSYYAINTVYVYGQEKYLLLHDISESEUID754 1

Q9NYB9 ABI2 Y 213 -0,0533856 3 ___1 0,991556 5,82E-06 58,49 58,49 58,49 -0,18376 40951000 Abl interactor 2YRTLEPVRPPVVPNDYVPSPTRNMAPSQQSPUID862 1

P19838 NFKB1 Y 240 -0,0527749 2 ___1 0,998415 7,15E-11 73,499 50,858 64,439 0,57507 39773000 Nuclear factor NF-kappa-B p105 subunit;Nuclear factor NF-kappa-B p50 subunitGSFTRRLEPVVSDAIYDSKAPNASNLKIVRMUID348 1

P37802 TAGLN2;TAGLN3Y 192 -0,0524668 2 ___1 0,987472 5,37E-08 134,57 134,57 98,943 -0,079619 133790000 Transgelin-2;Transgelin-3QMGTNRGASQAGMTGYGMPRQIL________UID440 1

Q05655 PRKCD Y 374 -0,0524058 2 ___1 1 0,000274321 89,673 25,111 86,67 -0,45624 523900000 Protein kinase C delta type;Protein kinase C delta type regulatory subunit;Protein kinase C delta type catalytic subunitSFGKVLLGELKGRGEYFAIKALKKDVVLIDDUID629 1

P23528 CFL1;CFL2 Y 89 -0,0519578 2 ___1 0,968583 1,82E-26 116,3 100,01 116,3 -0,015027 92226000 Cofilin-1;Cofilin-2MLPDKDCRYALYDATYETKESKKEDLVFIFWUID372 1

P51451 BLK Y 188 -0,0519276 2 ___1 0,814887 7,30E-06 83,883 83,883 77,379 0,15416 75964000 Tyrosine-protein kinase BlkLIKHYKIRCLDEGGYYISPRITFPSLQALVQUID512 1

P09429 HMGB1 Y 109 -0,0513546 3 ___1 0,989334 8,19E-11 87,519 87,519 79,346 -1,0128 72413000 High mobility group protein B1APKRPPSAFFLFCSEYRPKIKGEHPGLSIGDUID270 1

P14550 AKR1A1 Y 50 -0,0466294 3 ___1 1 2,14E-09 56,298 53,649 56,298 0,11012 25632000 Alcohol dehydrogenase [NADP(+)]YALSVGYRHIDCAAIYGNEPEIGEALKEDVGUID319 1

P07737 PFN1 Y 129 -0,0447839 2 ___1 1 6,25E-05 131,06 118,44 131,06 -0,69055 54703000 Profilin-1 MGKEGVHGGLINKKCYEMASHLRRSQY____UID233 1

P06748 NPM1 Y 29 -0,0433575 4 ___1 0,999964 2,14E-05 45,423 45,423 45,423 -0,44266 183310000 NucleophosminPQNYLFGCELKADKDYHFKVDNDENEHQLSLUID215 1

Q06187 BTK Y 361 -0,0430494 4 ___1 0,999987 2,10E-23 128,67 128,67 128,67 -0,20236 497580000 Tyrosine-protein kinase BTKLAEKHLFSTIPELINYHQHNSAGLISRLKYPUID634 1

Q6IBS0 TWF2 Y 309 -0,0426703 3 ___1 0,99919 8,08E-11 67,979 63,951 67,979 0,26004 101870000 Twinfilin-2 KIEIGDGAELTAEFLYDEVHPKQHAFKQAFAUID720 1

P12081 HARS Y 115 -0,0416291 3 ___1 1 1,28E-07 79,771 70,022 79,771 0,41447 27040000 Histidine--tRNA ligase, cytoplasmicKETLMGKYGEDSKLIYDLKDQGGELLSLRYDUID302 1

Q99426 TBCB Y 98 -0,0411237 2 ___1 0,999992 0,000787215 79,906 63,704 79,906 0,86573 9030700 Tubulin-folding cofactor BCRIHVIDHSGARLGEYEDVSRVEKYTISQEAUID807 1

P04075 ALDOA Y 3 -0,0396391 2 ___1 0,9998 1,09E-05 120,99 105,37 120,99 -0,54386 174160000 Fructose-bisphosphate aldolase A_____________MPYQYPALTPEQKKELSDUID201 1

P42229 STAT5A;STAT5BY 694 -0,0396154 2 ___1 1 0,000817994 58,676 39,573 49,423 -1,6184 16482000 Signal transducer and activator of transcription 5A;Signal transducer and activator of transcription 5BFSKYYTPVLAKAVDGYVKPQIKQVVPEFVNAUID461 1

P23528 CFL1 Y 140 -0,0385449 3 ___1 1 2,07E-08 88,73 88,73 88,73 -0,0612 149210000 Cofilin-1 KKKLTGIKHELQANCYEEVKDRCTLAEKLGGUID369 1

O00231 PSMD11 Y 415 -0,0369344 2 ___1 0,999814 0,00274922 72,138 37,314 72,138 -0,59155 6372000 26S proteasome non-ATPase regulatory subunit 11ALETIQNMSKVVDSLYNKAKKLT________UID127 1

Q13310 PABPC4 Y 364 -0,0355161 2 ___1 0,984476 5,88E-06 71,349 64,221 71,349 1,0404 45184000 Polyadenylate-binding protein 4AVTEMNGRIVGSKPLYVALAQRKEERKAHLTUID667 1

P30876 POLR2B Y 845 -0,0347898 3 ___1 1 0,000104995 42,913 39,072 42,913 -0,10537 16234000 DNA-directed RNA polymerase II subunit RPB2EKPTRETCQGMRHAIYDKLDDDGLIAPGVRVUID408 1

Q7Z2W4 ZC3HAV1 Y 410 -0,0343774 2 ___1 0,999794 2,94E-05 115,78 101,57 100,48 0,36876 23565000 Zinc finger CCCH-type antiviral protein 1EAVTTRKGTGLLSSDYRIINGKSGTQDIQPGUID740 1

P10809 HSPD1 Y 385 -0,0341858 3 ___1 0,82386 4,33E-06 63,337 63,337 63,337 0,31055 28075000 60 kDa heat shock protein, mitochondrialRIQEIIEQLDVTTSEYEKEKLNERLAKLSDGUID281 1

Q9Y2Z0 SUGT1 T 284 -0,0330781 2 ___1 0,574553 0,000128417 78,934 61,838 75,378 0,034738 30602000 Suppressor of G2 allele of SKP1 homologFVADVKNLYPSSSPYTRNWDKLVGEIKEEEKUID119 1

P08865 RPSA Y 156 -0,0314991 2 ___1 1 0,000157995 62,2 54,275 41,029 -0,30232 11195000 40S ribosomal protein SANLPTIALCNTDSPLRYVDIAIPCNNKGAHSVUID262 1

Q9Y490 TLN1 Y 1116 -0,0296325 3 ___1 0,950031 6,31E-06 41,208 35,367 41,208 -1,1891 31763000 Talin-1 AIAQLLGEVAQGNENYAGIAARDVAGGLRSLUID907 1

Q14692 BMS1 Y 283 -0,0268786 2 ___1 0,92947 0,00228789 60,76 37,741 60,76 -0,16095 20948000 Ribosome biogenesis protein BMS1 homologEDIRTNIKCDRKVSLYGYLRGAHLKNKSQIHUID694 1

P60174 TPI1 Y 246 -0,0263656 2 ___1 0,992429 2,72E-05 65,347 46,076 65,347 0,69437 6589300 Triosephosphate isomeraseKSNVSDAVAQSTRIIYGGSVTGATCKELASQUID539 1

O00154 ACOT7 Y 194 -0,0248274 2 ___1 1 0,00395372 95,531 77,495 95,531 -0,0036524 2117600 Cytosolic acyl coenzyme A thioester hydrolaseVVYSRQEQEEEGRKRYEAQKLERMETKWRNGUID124 1

P20042 EIF2S2 Y 298 -0,0246155 3 ___1 1 2,52E-06 106,49 96,734 106,49 -0,025267 54855000 Eukaryotic translation initiation factor 2 subunit 2TCRSPDTILQKDTRLYFLQCETCHSRCSVASUID349 1

P05198 EIF2S1 Y 150 -0,024251 2 ___1 0,999343 2,48E-05 106,2 75,695 106,2 -0,076982 74242000 Eukaryotic translation initiation factor 2 subunit 1AWVFDDKYKRPGYGAYDAFKHAVSDPSILDSUID206 1

P31948 STIP1 Y 354 -0,0220274 2 ___1 1 1,27E-05 66,435 66,435 66,435 0,61468 4969300 Stress-induced-phosphoprotein 1CQQAEKILKEQERLAYINPDLALEEKNKGNEUID420 1

P11049 CD37 Y 274 -0,0217675 2 ___1 1 0,00345969 66,682 28,444 49,59 -0,33818 16387000 Leukocyte antigen CD37FMTLSIFLCRNLDHVYNRLARYR________UID282 1

P61158 ACTR3 Y 109 -0,0186805 3 ___1 0,884476 2,39E-05 45,369 42,271 45,369 -0,56443 8917600 Actin-related protein 3EQVIFKYLRAEPEDHYFLLTEPPLNTPENREUID554 1

P25705 ATP5A1 Y 243 -0,0178379 3 ___1 0,99165 1,42E-05 58,172 50,261 58,172 -0,89779 22623000 ATP synthase subunit alpha, mitochondrialNQKRFNDGSDEKKKLYCIYVAIGQKRSTVAQUID377 1

P51451 BLK Y 187 -0,0172141 2 ___1 0,885429 6,98E-06 121,83 121,83 121,83 0,65167 64617000 Tyrosine-protein kinase BlkELIKHYKIRCLDEGGYYISPRITFPSLQALVUID511 1

Q02790 FKBP4 Y 220 -0,0166383 3 ___1 0,997578 5,03E-08 69,081 69,081 69,081 0,32577 40928000 Peptidyl-prolyl cis-trans isomerase FKBP4;Peptidyl-prolyl cis-trans isomerase FKBP4, N-terminally processedERAIQRMEKGEHSIVYLKPSYAFGSVGKEKFUID623 1

P31943 HNRNPH1;HNRNPFY 306 -0,0158952 2 ___1 0,942033 5,95E-06 66,289 61,097 66,289 0,83138 24203000 Heterogeneous nuclear ribonucleoprotein H;Heterogeneous nuclear ribonucleoprotein H, N-terminally processed;Heterogeneous nuclear ribonucleoprotein F;Heterogeneous nuclear ribonucleoprotein F, N-terminally processedVHMRGLPYKATENDIYNFFSPLNPVRVHIEI;VHMRGLPYRATENDIYNFFSPLNPVRVHIEIUID417 1

P15311 EZR;MSN Y 270 -0,0134162 2 ___1 1 0,00011265 76,478 67,074 76,478 0,67385 19974000 Ezrin;Moesin FVIKPIDKKAPDFVFYAPRLRINKRILALCM;FVIKPIDKKAPDFVFYAPRLRINKRILQLCMUID326 1

Q9ULW0 TPX2 Y 519 -0,0133885 3 ___1 1 1,00E-05 58,158 58,158 58,158 1,2218 34688000 Targeting protein for Xklp2EEDEPVVIKAQPVPHYGVPFKPQIPEARTVEUID885 1

P22102 GART Y 348 -0,0129179 2 ___1 0,958849 0,0104861 49,097 15,739 49,097 0,18604 12919000 Trifunctional purine biosynthetic protein adenosine-3;Phosphoribosylamine--glycine ligase;Phosphoribosylformylglycinamidine cyclo-ligase;Phosphoribosylglycinamide formyltransferaseTALTVVMASKGYPGDYTKGVEITGFPEAQALUID356 1

Q96F07 CYFIP2;CYFIP1Y 108 -0,0121275 3 ___1 1 6,01E-06 66,393 57,198 66,393 0,063313 88372000 Cytoplasmic FMR1-interacting protein 2;Cytoplasmic FMR1-interacting protein 1IPQVKCNEQPNRVEIYEKTVEVLEPEVTKLMUID802 1

P34897 SHMT2 Y 228 -0,0110074 2 ___1 0,989427 1,86E-26 116,05 89,089 110,87 0,19199 38860000 Serine hydroxymethyltransferase, mitochondrialARLFRPRLIIAGTSAYARLIDYARMREVCDEUID424 1

P29401 TKT Y 275 -0,0105677 3 ___1 0,947461 2,11E-12 116,35 116,35 79,393 0,092442 208790000 Transketolase KPLPKNMAEQIIQEIYSQIQSKKKILATPPQUID398 1

P61978 HNRNPK Y 280 -0,0095027 2 ___1 1 0,000594697 107,66 87,852 107,66 0,43573 5279700 Heterogeneous nuclear ribonucleoprotein KPPGRGGRPMPPSRRDYDDMSPRRGPPPPPPGUID562 1

P19338 NCL S 522 -0,00624949 3 ___1 0,590576 0,000516901 43,454 39,138 43,454 -0,36061 12165000 Nucleolin EKATFIKVPQNQNGKSKGYAFIEFASFEDAKUID17 1

P00387 CYB5R3 S 82 -0,00476644 4 ___1 0,586079 9,25E-06 44,415 42,249 44,415 0,44525 6401200 NADH-cytochrome b5 reductase 3;NADH-cytochrome b5 reductase 3 membrane-bound form;NADH-cytochrome b5 reductase 3 soluble formPQHILGLPVGQHIYLSARIDGNLVVRPYTPIUID6 1

Q99880 HIST1H2BL;HIST1H2BH;HIST1H2BN;HIST1H2BC;HIST1H2BD;HIST1H2BK;HIST2H2BF;HIST1H2BM;H2BFSY 43 -0,00457194 2 ___1 0,997036 0,000112804 90,906 74,366 88,496 0,46819 115990000 Histone H2B type 1-L;Histone H2B type 1-H;Histone H2B type 1-N;Histone H2B type 1-C/E/F/G/I;Histone H2B type 1-D;Histone H2B type 1-K;Histone H2B type 2-F;Histone H2B type 1-M;Histone H2B type F-SKKRKRSRKESYSVYVYKVLKQVHPDTGISSKUID173 1

P13796 LCP1 Y 598 -0,00313384 2 ___1 1 5,06E-05 63,076 63,076 54,066 1,3188 58548000 Plastin-2 AKYAISMARKIGARVYALPEDLVEVNPKMVMUID311 1

P68104 EEF1A1;EEF1A1P5Y 86 -0,00288999 3 ___1 0,815092 3,37E-12 118,18 118,18 117 0,26209 472680000 Elongation factor 1-alpha 1;Putative elongation factor 1-alpha-like 3ITIDISLWKFETSKYYVTIIDAPGHRDFIKNUID591 1

P14317 HCLS1 Y 103 -0,00239963 3 ___1 0,999957 8,07E-08 121,83 121,83 59,77 -0,088146 63736000 Hematopoietic lineage cell-specific proteinGVERDRMDKSAVGHEYVAEVEKHSSQTDAAKUID318 1

Q9Y490 TLN1 Y 70 -0,00124159 2 ___1 0,998079 0,00120446 122,78 94,264 122,78 0,36544 67188000 Talin-1 DPKKGIWLEAGKALDYYMLRNGDTMEYRKKQUID906 1

Q13442 PDAP1 Y 17 -0,00093841 3 ___1 0,722417 2,01E-05 54,368 48,658 54,368 1,0683 17338000 28 kDa heat- and acid-stable phosphoproteinPKGGRKGGHKGRARQYTSPEEIDAQLQAEKQUID670 1

Q9Y520 PRRC2C Y 1971 -7,70E-05 2 ___1 0,988285 0,000366064 42,556 29,355 42,556 -0,34366 16287000 Protein PRRC2CPSIRLPSAQTPNGTDYVASGKSIQTPQSHGTUID913 1

Q9NRY4 ARHGAP35 S 1106 0,00138627 2 ___1 0,56446 1,09E-09 91,858 91,858 91,858 -0,47566 256590000 Rho GTPase-activating protein 35MDAVVKPRNEEENIYSVPHDSTQGKIITIRNUID61 1

Q9NWQ8 PAG1 Y 417 0,00379571 2 ___1 1 2,04E-10 148,91 129,15 148,91 0,38086 613660000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1LGTNGHHGLVPKENDYESISDLQQGRDITRLUID853 1

P10809 HSPD1 Y 227 0,00531721 2 ___1 0,999899 5,49E-06 112,11 99,296 112,11 -0,48348 85546000 60 kDa heat shock protein, mitochondrialEIIEGMKFDRGYISPYFINTSKGQKCEFQDAUID280 1

Q9C0B5 ZDHHC5 Y 630 0,00539304 2 ___1 0,967963 4,34E-07 78,488 68,18 60,691 1,0048 58271000 Palmitoyltransferase ZDHHC5RGRGVGSPEPGPTAPYLGRSMSYSSQKAQPGUID827 1

P46783 RPS10 Y 12 0,00809797 2 ___1 1 0,0006975 114,5 114,5 114,5 0,20914 178700000 40S ribosomal protein S10____MLMPKKNRIAIYELLFKEGVMVAKKDVUID479 1

P07355 ANXA2;ANXA2P2Y 238 0,00972937 2 ___1 0,995751 1,89E-06 83 65,564 72,006 0,076718 55696000 Annexin A2;Putative annexin A2-like proteinPHLQKVFDRYKSYSPYDMLESIRKEVKGDLEUID225 1

P25787 PSMA2 Y 76 0,0102414 3 ___1 0,983057 1,03E-05 65,563 59,667 65,563 2,074 12882000 Proteasome subunit alpha type-2SVHKVEPITKHIGLVYSGMGPDYRVLVHRARUID378 1

P50990 CCT8 Y 30 0,0118129 2 ___1 1 7,82E-05 135,79 115,27 135,79 0,82423 64632000 T-complex protein 1 subunit thetaLKEGAKHFSGLEEAVYRNIQACKELAQTTRTUID507 1

O00571 DDX3X;DDX3YY 69 0,0120494 2 ___1 0,9624 0,000109986 88,681 76,324 88,681 -0,40331 6512700 ATP-dependent RNA helicase DDX3X;ATP-dependent RNA helicase DDX3YDKDSSGWSSSKDKDAYSSFGSRSDSRGKSSFUID131 1

P19174 PLCG1 Y 783 0,0120497 2 ___1 0,999396 0,000353168 48,44 40,794 48,44 -1,1196 32113000 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-1EPDYGALYEGRNPGFYVEANPMPTFKCAVKAUID346 1

Q9NZB2 FAM120A;C9orf129Y 431 0,0123975 2 ___1 1 0,00172783 97,068 87,318 97,068 0,16114 15101000 Constitutive coactivator of PPAR-gamma-like protein 1;Putative uncharacterized protein C9orf129NSYSNIPHEGKHTPLYERSSPINPAQSGSPNUID865 1

P68104 EEF1A1;EEF1A1P5Y 85 0,0134282 2 ___1 0,5 1,59E-07 118,18 118,18 118,18 -0,14225 361520000 Elongation factor 1-alpha 1;Putative elongation factor 1-alpha-like 3GITIDISLWKFETSKYYVTIIDAPGHRDFIKUID590 1

P42677 RPS27;RPS27LY 31 0,0146644 2 ___1 0,842682 9,93E-08 91,937 91,937 85,958 -0,25166 263560000 40S ribosomal protein S27;40S ribosomal protein S27-likeKRKHKKKRLVQSPNSYFMDVKCPGCYKITTVUID463 1

Q07912 TNK2 Y 827 0,0150612 2 ___1 0,999613 1,08E-15 149,82 143,21 149,82 -0,15556 6493700000 Activated CDC42 kinase 1GKTMPTTQSFASDPKYATPQVIQAPGPRAGPUID647 1

P07195 LDHB Y 84 0,0152005 3 ___1 0,904764 7,19E-05 53,754 53,754 46,318 -0,25432 16066000 L-lactate dehydrogenase B chainGSLFLQTPKIVADKDYSVTANSKIVVVTAGVUID221 1

P00505 GOT2 Y 284 0,0165454 2 ___1 1 0,00188448 80,229 64,79 68,383 0,42805 11731000 Aspartate aminotransferase, mitochondrialINVCLCQSYAKNMGLYGERVGAFTMVCKDADUID194 1

O15066 KIF3B Y 175 0,0185396 2 ___1 0,999982 0,000481926 92,439 67,517 92,439 0,21079 6705300 Kinesin-like protein KIF3B;Kinesin-like protein KIF3B, N-terminally processedQTKRLELKERPDTGVYVKDLSSFVTKSVKEIUID147 1

Q9NZM3 ITSN2 Y 553 0,0195296 2 ___1 1 0,00143123 128,57 61,573 117,16 -0,098014 376740000 Intersectin-2 KQLQQELQEYQNKLIYLVPEKQLLNERIKNMUID867 1

Q92830 KAT2A Y 734 0,0195723 2 ___1 0,954121 0,00245411 44,203 30,434 44,203 0,77015 6323300 Histone acetyltransferase KAT2ALGKEKGKELKDPDQLYTTLKNLLAQIKSHPSUID787

Q13627 DYRK1A;DYRK1BY 321 0,019639 1 ___1 0,999125 2,79E-81 191,63 65,383 70,912 -0,27039 2618400000 Dual specificity tyrosine-phosphorylation-regulated kinase 1A;Dual specificity tyrosine-phosphorylation-regulated kinase 1BVDFGSSCQLGQRIYQYIQSRFYRSPEVLLGMUID678 1

P34932 HSPA4 Y 336 0,0199751 3 ___1 1 2,88E-12 113,22 100,61 99,569 0,16529 1308900000 Heat shock 70 kDa protein 4LRSVLEQTKLKKEDIYAVEIVGGATRIPAVKUID425 1

P00505 GOT2 Y 96 0,0201489 3 ___1 1 2,14E-07 74,428 74,428 74,141 -0,3061 165400000 Aspartate aminotransferase, mitochondrialRKAEAQIAAKNLDKEYLPIGGLAEFCKASAEUID193 1

P09211 GSTP1 Y 64 0,02029 3 ___1 0,996118 1,23E-11 107,85 101,81 78,069 0,31078 94292000 Glutathione S-transferase PLYGQLPKFQDGDLTLYQSNTILRHLGRTLGLUID264 1

Q9Y2X7 GIT1 Y 598 0,0205086 3 ___1 0,810333 5,80E-06 44,258 39,303 44,258 0,51608 10207000 ARF GTPase-activating protein GIT1HTSKLSRHGSGADSDYENTQSGDPLLGLEGKUID898 1

Q13813 SPTAN1 Y 2423 0,0214515 3 ___1 0,985406 6,58E-18 109,5 109,5 109,5 -0,28034 168870000 Spectrin alpha chain, non-erythrocytic 1EIESAFRALSSEGKPYVTKEELYQNLTREQAUID679 1

O43353 RIPK2 Y 381 0,0218147 2 ___1 1 0,00191931 54,157 39,382 54,157 -0,12862 6475800 Receptor-interacting serine/threonine-protein kinase 2APQDNDFLSRKAQDCYFMKLHHCPGNHSWDSUID158 1

O43399 TPD52L2 Y 106 0,0268183 3 ___1 0,995547 9,30E-05 52,576 45,374 49,31 -0,17177 30208000 Tumor protein D54QNLSRSWHDVQVSSAYVKTSEKLGEWNEKVTUID161 1

P16885 PLCG2 Y 680 0,0284848 2 ___1 0,995804 4,09E-08 89,247 56,127 89,247 -0,1336 123780000 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-2RDGAFLIRKREGSDSYAITFRARGKVKHCRIUID334 1

P39023 RPL3 Y 307 0,0286836 2 ___1 0,966223 0,000107495 61,353 57,943 61,353 0,49053 7785600 60S ribosomal protein L3LIKDGKLIKNNASTDYDLSDKSINPLGGFVHUID446 1

P11940 PABPC1;PABPC1LY 297 0,0289767 2 ___1 1 0,000692441 75,854 49,252 75,854 0,79785 29745000 Polyadenylate-binding protein 1;Polyadenylate-binding protein 1-likeQMKQDRITRYQGVNLYVKNLDDGIDDERLRKUID301 1

Q00839 HNRNPU Y 473 0,0298635 3 ___1 0,799124 6,68E-11 71,527 63,906 71,527 0,2767 60160000 Heterogeneous nuclear ribonucleoprotein UNFGQKEKPYFPIPEEYTFIQNVPLEDRVRGPUID616 1

Q07912 TNK2 T 517 0,0304097 3 ___1 0,554652 1,46E-17 110,6 110,6 110,6 0,30166 4404000000 Activated CDC42 kinase 1STSRPPQHLGGVKKPTYDPVSEDQDPLSSDFUID101 1

P07900 HSP90AA1 Y 627 0,0309608 2 ___1 0,948778 0,00313823 41,956 31,264 41,956 -0,20428 5356600 Heat shock protein HSP 90-alphaRIMKAQALRDNSTMGYMAAKKHLEINPDHSIUID235 1



O15371 EIF3D T 317 0,0312327 3 ___1 0,540204 1,40E-12 82,707 82,707 82,707 0,13837 407520000 Eukaryotic translation initiation factor 3 subunit DEGNSFNSPRNLAMEATYINHNFSQQCLRMGKUID69 1

P13807 GYS1 S 407 0,0318739 3 ___1 0,53387 0,000151717 46,319 35,684 46,319 -0,49143 6342900 Glycogen [starch] synthase, muscleTANTVKEKFGRKLYESLLVGSLPDMNKMLDKUID14 1

O94868 FCHSD2 Y 677 0,0319588 2 ___1 0,984034 0,00694547 73,039 33,496 73,039 0,35332 25258000 F-BAR and double SH3 domains protein 2PPSSPYPSPDKRSSLYFPRSPSANEKSLHAEUID186 1

Q8WWM7 ATXN2L Y 202 0,0326821 2 ___1 0,95944 0,00580134 45,161 45,161 45,161 -0,059156 9210100 Ataxin-2-like proteinPSDVMLVHFRNVDFNYATKDKFTDSAIAMNSUID774 1

P29597 TYK2 Y 433 0,0349695 3 ___1 0,744437 7,18E-08 79,652 75,034 79,652 1,2582 15278000 Non-receptor tyrosine-protein kinase TYK2SLVDGYFRLTADSSHYLCHEVAPPRLVMSIRUID402 1

P07948 LYN Y 194 0,0361044 2 ___1 0,849131 7,38E-06 94,692 94,692 94,692 0,82198 32100000 Tyrosine-protein kinase LynVIKHYKIRSLDNGGYYISPRITFPCISDMIKUID246 1

P31323 PRKAR2B Y 202 0,0381669 2 ___1 0,999996 0,00482311 62,659 34,552 62,659 0,1793 22103000 cAMP-dependent protein kinase type II-beta regulatory subunitDGDNFYVIDRGTFDIYVKCDGVGRCVGNYDNUID409 1

P18669 PGAM1;PGAM2;PGAM4Y 92 0,0382044 2 ___1 1 2,85E-06 182,39 139,26 182,39 0,046442 475900000 Phosphoglycerate mutase 1;Phosphoglycerate mutase 2;Probable phosphoglycerate mutase 4MWLPVVRTWRLNERHYGGLTGLNKAETAAKHUID344 1

P13639 EEF2 Y 443 0,0393506 3 ___1 1 5,47E-31 133,6 101,38 90,653 0,25568 164290000 Elongation factor 2RIMGPNYTPGKKEDLYLKPIQRTILMMGRYVUID304 1

P31943 HNRNPH1;HNRNPH2Y 266 0,042231 3 ___1 0,995802 0,000179967 50,897 44,419 50,897 0,035163 14072000 Heterogeneous nuclear ribonucleoprotein H;Heterogeneous nuclear ribonucleoprotein H, N-terminally processed;Heterogeneous nuclear ribonucleoprotein H2DGYGFGSDRFGRDLNYCFSGMSDHRYGDGGSUID418 1

P00813 ADA Y 29 0,0426745 4 ___1 0,88101 3,39E-05 46,702 46,702 46,702 0,057088 20372000 Adenosine deaminaseLHVHLDGSIKPETILYYGRRRGIALPANTAEUID197 1

P19338 NCL Y 462 0,0441796 2 ___1 0,840213 0,000164624 102,07 59,958 102,07 0,05667 19816000 Nucleolin EEKQGTEIDGRSISLYYTGEKGQNQDYRGGKUID347 1

Q9UJY4 GGA2 Y 269 0,0455098 3 ___1 1 1,68E-05 55,33 45,673 55,33 0,76748 6702300 ADP-ribosylation factor-binding protein GGA2RPGQAPPDQEALQVVYERCEKLRPTLFRLASUID875 1

Q7L591 DOK3 S 389 0,0456653 5 ___1 0,544571 2,98E-18 68,619 68,619 61,283 0,10769 764000000 Docking protein 3NDLASGLYASVCKRASGPPGNEHLYENLCVLUID48 1

P30086 PEBP1 Y 181 0,0457206 2 ___1 0,99999 0,00329451 67,169 29,524 67,169 -0,7493 6522500 Phosphatidylethanolamine-binding protein 1;Hippocampal cholinergic neurostimulating peptideGTCYQAEWDDYVPKLYEQLSGK_________UID404 1

Q04637 EIF4G1 Y 596 0,0458015 3 ___1 0,524458 0,000169056 42,338 32,807 42,338 1,6417 16889000 Eukaryotic translation initiation factor 4 gamma 1IHNAENIQPGEQKYEYKSDQWKPLNLEEKKRUID626 1

Q14152 EIF3A Y 32 0,0482637 2 ___1 1 0,00124606 40,589 34,326 40,589 0,51557 24022000 Eukaryotic translation initiation factor 3 subunit AEFLEVGKKQPALDVLYDVMKSKKHRTWQKIHUID682 1

O00571 DDX3X Y 104 0,0486197 2 ___1 0,94478 0,000109448 82,287 82,287 82,287 1,5944 3685800 ATP-dependent RNA helicase DDX3XGSGSRGRFDDRGRSDYDGIGSRGDRSGFGKFUID133 1

Q9UN86 G3BP2 Y 56 0,0496452 4 ___1 0,999119 2,24E-10 60,79 60,79 60,79 0,31088 243870000 Ras GTPase-activating protein-binding protein 2VHGGVDASGKPQEAVYGQNDIHHKVLSLNFSUID887 1

P18669 PGAM1 Y 26 0,0501671 3 ___1 0,852846 6,14E-06 61,102 54,835 61,102 -0,60898 22166000 Phosphoglycerate mutase 1HGESAWNLENRFSGWYDADLSPAGHEEAKRGUID343 1

Q9H9T3 ELP3 Y 202 0,0507079 3 ___1 0,999986 2,60E-17 111,09 111,09 111,09 0,27609 253560000 Elongator complex protein 3RNLHDALSGHTSNNIYEAVKYSERSLTKCIGUID840 1

O60664 PLIN3 Y 95 0,0509784 3 ___1 0,999601 3,08E-08 112,44 100,46 109 0,22722 77124000 Perilipin-3 PILSKLEPQIASASEYAHRGLDKLEENLPILUID167 1

P50395 GDI2 Y 203 0,052577 3 ___1 0,995388 2,15E-11 102,53 91,269 60,55 1,0071 168630000 Rab GDP dissociation inhibitor betaALALYRTDDYLDQPCYETINRIKLYSESLARUID504 1

Q00341 HDLBP Y 437 0,0544981 2 ___1 1 0,000403705 53,327 44,864 53,327 -1,2324 5644800 Vigilin EQIEGMVKDLINRMDYVEINIDHKFHRHLIGUID610 1

P38159 RBMX;RBMXL1Y 134 0,0552393 3 ___1 0,878385 3,84E-06 63,918 57,036 63,918 0,60589 6878100 RNA-binding motif protein, X chromosome;RNA-binding motif protein, X chromosome, N-terminally processed;RNA binding motif protein, X-linked-like-1TRGPPSRGGHMDDGGYSMNFNMSSSRGPLPVUID442 1

Q07912 TNK2;ERRFI1Y 860 0,0553775 3 ___1 0,907538 6,60E-08 70,091 70,091 70,091 0,29002 149480000 Activated CDC42 kinase 1;ERBB receptor feedback inhibitor 1LPIVRDGKKVSSTHYYLLPERPSYLERYQRFUID646 1;2

P61978 HNRNPK Y 323 0,0555492 2 ___1 1 0,000121526 81,548 59,417 81,548 0,13834 6778000 Heterogeneous nuclear ribonucleoprotein KPLPPPPPPRGGDLMAYDRRGRPGDRYDGMVGUID560 1

Q8WWM7 ATXN2L Y 349 0,0567261 2 ___1 1 0,00421051 79,027 51,711 79,027 1,8052 20241000 Ataxin-2-like proteinGSGRESPSLASREGKYIPLPQRVREGPRGGVUID775 1

Q07912 TNK2 Y 284 0,0573167 3 ___1 1 3,32E-07 75,316 75,316 64,244 0,19364 363650000 Activated CDC42 kinase 1GDFGLMRALPQNDDHYVMQEHRKVPFAWCAPUID643 1

Q99873 PRMT1 Y 309 0,0573871 3 ___1 0,802829 0,000140742 49,482 49,482 49,482 0,31794 105010000 Protein arginine N-methyltransferase 1RCHKRTGFSTSPESPYTHWKQTVFYMEDYLTUID811 1

Q99880 HIST1H2BL;HIST1H2BH;HIST1H2BN;HIST1H2BC;HIST1H2BD;HIST1H2BK;HIST2H2BF;HIST1H2BM;H2BFSY 41 0,0578886 2 ___1 0,974208 0,00212559 57,177 38,395 57,177 -0,59759 123560000 Histone H2B type 1-L;Histone H2B type 1-H;Histone H2B type 1-N;Histone H2B type 1-C/E/F/G/I;Histone H2B type 1-D;Histone H2B type 1-K;Histone H2B type 2-F;Histone H2B type 1-M;Histone H2B type F-SDGKKRKRSRKESYSVYVYKVLKQVHPDTGISUID172 1

Q96PU8 QKI Y 87 0,0582972 3 ___1 0,999028 6,13E-07 55,885 37,747 55,173 -0,3644 13122000 Protein quakingLPDAVGPIVQLQEKLYVPVKEYPDFNFVGRIUID806 1

Q9Y617 PSAT1 Y 346 0,0588759 2 ___1 0,795887 0,0011851 40,616 27,263 40,616 0,12489 19658000 Phosphoserine aminotransferaseSLKGHRSVGGIRASLYNAVTIEDVQKLAAFMUID921 1

Q9HB71 CACYBP Y 90 0,059872 4 ___1 0,99008 6,84E-06 48,229 48,229 48,229 0,38705 17786000 Calcyclin-binding proteinISNYGWDQSDKFVKIYITLTGVHQVPTENVQUID841 1

Q13813 SPTAN1 T 1258 0,0600594 3 ___1 0,531935 2,27E-08 67,43 67,43 67,43 1,3795 43690000 Spectrin alpha chain, non-erythrocytic 1DETKEWIEEKNQALNTDNYGHDLASVQALQRUID105 1

Q07912 TNK2 Y 518 0,0609859 4 ___1 0,842623 1,91E-06 64,2 64,2 64,2 -0,0097707 233830000 Activated CDC42 kinase 1TSRPPQHLGGVKKPTYDPVSEDQDPLSSDFKUID644 1

P11908 PRPS2;PRPS1L1;PRPS1Y 245 0,0638664 3 ___1 0,999996 3,48E-12 96,993 96,993 96,993 0,47555 25740000 Ribose-phosphate pyrophosphokinase 2;Ribose-phosphate pyrophosphokinase 3;Ribose-phosphate pyrophosphokinase 1CHAADKLLSAGATKVYAILTHGIFSGPAISR;CHAADKLLSAGATRVYAILTHGIFSGPAISRUID296 1

P13796 LCP1;PLS3 Y 124 0,0643772 2 ___1 1 0,000774394 108,09 108,09 105,39 -0,14508 24506000 Plastin-2;Plastin-3QSSVGTQHSYSEEEKYAFVNWINKALENDPDUID313 1

Q8IY95 TMEM192 Y 213 0,065849 2 ___1 0,98701 2,21E-15 68,689 68,689 42,001 -0,92054 2278900000 Transmembrane protein 192NKAKPEPDILEEEKIYAYPSNITSETGFRTIUID756 1

Q9HB71 CACYBP Y 199 0,0660504 3 ___1 1 3,58E-06 108,72 108,72 108,72 0,66934 21325000 Calcyclin-binding proteinETDPSEGLMNVLKKIYEDGDDDMKRTINKAWUID842 1

P78347 GTF2I Y 920 0,0680889 2 ___1 0,98997 0,000508639 64,297 51,709 64,297 -1,3021 6294000 General transcription factor II-IVVDGMPPGVSFKAPSYLEISSMRRILDSAEFUID604

P05388 RPLP0;RPLP0P6Y 24 0,0681757 2 ___1 1 0,00014618 101,64 89,796 95,099 -0,52035 69749000 60S acidic ribosomal protein P0;60S acidic ribosomal protein P0-likeWKSNYFLKIIQLLDDYPKCFIVGADNVGSKQUID207 1

Q9BXJ9 NAA15;NAA16Y 86 0,0690397 3 ___1 0,999986 4,93E-07 75,045 68,358 75,045 0,12839 57947000 N-alpha-acetyltransferase 15, NatA auxiliary subunit;N-alpha-acetyltransferase 16, NatA auxiliary subunitRGLRNDLKSHVCWHVYGLLQRSDKKYDEAIKUID822 1

Q9UG63 ABCF2 Y 145 0,0702171 3 ___1 0,967716 2,67E-05 61,732 61,732 61,732 0,20192 40021000 ATP-binding cassette sub-family F member 2AIGKREVPIPEHIDIYHLTREMPPSDKTPLHUID871 1

Q9NWU5 MRPL22 Y 165 0,0711368 2 ___1 0,998503 0,0118605 47,045 47,045 47,045 0,11668 3044000 39S ribosomal protein L22, mitochondrialIRYHGRGRFGIMEKVYCHYFVKLVEGPPPPPUID858 1

Q7KZF4 SND1 Y 533 0,0716563 2 ___1 0,994288 1,25E-06 73,499 59,747 59,542 0,28652 18592000 Staphylococcal nuclease domain-containing protein 1LPFLQRAGRSEAVVEYVFSGSRLKLYLPKETUID738 1

O15037 KHNYN Y 456 0,0719453 4 ___1 0,822747 5,80E-11 74,776 71,561 74,776 -0,32243 39841000 Protein KHNYNVIDGSNVAMVHGLQHYFSSRGIAIAVQYFWDUID146 1

Q8NI27 THOC2 Y 1163 0,0733771 3 ___1 0,999832 1,75E-05 55,589 50,16 47,568 -0,073003 25880000 THO complex subunit 2VHKICQEEKEKRPDLYALAMGYSGQLKSRKSUID770 1

P78527 PRKDC Y 1086 0,0743216 2 ___1 1 6,93E-06 79,474 66,947 79,474 0,53847 17187000 DNA-dependent protein kinase catalytic subunitNAFKRLGASLAFNNIYREFREEESLVEQFVFUID606 1

Q05655 PRKCD Y 64 0,075286 2 ___1 0,999965 2,01E-05 68,557 52,676 68,557 -0,38711 39884000 Protein kinase C delta type;Protein kinase C delta type regulatory subunit;Protein kinase C delta type catalytic subunitPTMYPEWKSTFDAHIYEGRVIQIVLMRAAEEUID631 1

Q8NE71 ABCF1 Y 416 0,0757776 2 ___1 1 0,00262935 81,594 81,594 80,239 -0,1729 35423000 ATP-binding cassette sub-family F member 1LEQGDDTAAERLEKVYEELRATGAAAAEAKAUID769 1

P27635 RPL10 Y 57 0,0770873 3 ___1 0,824618 2,07E-06 48,115 41,82 48,115 -0,10985 12116000 60S ribosomal protein L10KVDEFPLCGHMVSDEYEQLSSEALEAARICAUID390 1

Q08378 GOLGA3 Y 329 0,0788015 2 ___1 0,951455 0,0048522 62,573 19,359 62,573 -0,21553 9028900 Golgin subfamily A member 3DSDSSSYSSASTRGTYGILSKTVGTQDTPYMUID650 1

P06493 CDK1 Y 15 0,0789533 2 ___1 0,999797 1,06E-11 105,78 29,244 66,262 0,22122 6457800000 Cyclin-dependent kinase 1_MEDYTKIEKIGEGTYGVVYKGRHKTTGQVVUID211 1;2

P24941 CDK2;CDK3 Y 15 0,0789533 2 ___1 0,999797 1,06E-11 105,78 29,244 66,262 0,22122 6457800000 Cyclin-dependent kinase 2;Cyclin-dependent kinase 3_MENFQKVEKIGEGTYGVVYKARNKLTGEVVUID375 1;2

Q9C0B5 ZDHHC5 Y 91 0,079013 3 ___1 1 0,000133578 44,601 44,601 44,601 -1,1015 13031000 Palmitoyltransferase ZDHHC5AEEDEDKEDDFRAPLYKTVEIKGIQVRMKWCUID826 1

O14744 PRMT5 Y 342 0,0823818 2 ___1 0,998303 0,00480713 40,987 29,139 40,987 0,62997 5081100 Protein arginine N-methyltransferase 5;Protein arginine N-methyltransferase 5, N-terminally processedFEKDPIKYSQYQQAIYKCLLDRVPEEEKDTNUID138 1

P46821 MAP1B Y 1410 0,0849273 3 ___1 0,723457 4,87E-08 58,457 50,066 58,457 2,0108 20229000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1LSPLRSPPLIGSESAYESFLSADDKASGRGAUID481 1

Q9Y276 BCS1L Y 181 0,0850698 3 ___1 0,999287 5,03E-13 93,754 88,753 88,427 0,31258 793080000 Mitochondrial chaperone BCS1TVMYTAVGSEWRPFGYPRRRRPLNSVVLQQGUID895 1

Q9UKB1 FBXW11;BTRCY 537 0,0869322 2 ___1 0,998784 0,00152535 101,64 38,929 101,64 -0,98507 13443000 F-box/WD repeat-containing protein 11;F-box/WD repeat-containing protein 1AVPPSAQNETRSPSRTYTYISR__________UID877 1

O00571 DDX3X;DDX3YY 266 0,0869335 3 ___1 0,998363 4,14E-05 59,542 52,414 59,248 0,75899 40267000 ATP-dependent RNA helicase DDX3X;ATP-dependent RNA helicase DDX3YLRAMKENGRYGRRKQYPISLVLAPTRELAVQUID135 1

P35579 MYH9 Y 193 0,0870574 3 ___1 0,988542 1,86E-06 69,01 69,01 41,87 0,11829 67328000 Myosin-9 AGKTENTKKVIQYLAYVASSHKSKKDQGELEUID432 1

P23458 JAK1 Y 1035 0,0871635 3 ___1 0,531491 3,03E-06 66,797 66,797 66,797 0,051624 42605000 Tyrosine-protein kinase JAK1GDFGLTKAIETDKEYYTVKDDRDSPVFWYAPUID366 1

Q5T9S5 CCDC18 Y 765 0,0882418 2 ___1 0,999988 0,00322374 54,408 30,851 54,408 -0,20416 4857200 Coiled-coil domain-containing protein 18KEKFEKQLKKKSEEVYCLQKELKIKNHSLQEUID716 1

P14618 PKM Y 148 0,0888961 2 ___1 1 2,68E-06 72,643 62,378 71,614 0,83357 183880000 Pyruvate kinase PKMELKKGATLKITLDNAYMEKCDENILWLDYKNUID321 1

P62805 HIST1H4A Y 89 0,0898944 2 ___1 0,999997 6,03E-06 72,643 59,687 72,643 0,82911 54619000 Histone H4 TEHAKRKTVTAMDVVYALKRQGRTLYGFGG_UID576 1

P13639 EEF2 Y 730 0,0899654 2 ___1 0,999202 0,00137354 46,158 46,158 46,158 0,069576 3548400 Elongation factor 2HRGGGQIIPTARRCLYASVLTAQPRLMEPIYUID303 1

O95758 PTBP3 Y 127 0,0913244 2 ___1 0,997083 2,17E-05 63,283 42,954 63,283 1,1698 26501000 Polypyrimidine tract-binding protein 3NYYTPITPHLRSQPVYIQYSNHRELKTDNLPUID189 1

P61158 ACTR3 Y 231 0,0929334 2 ___1 0,753887 0,000301167 63,534 63,534 63,534 -0,23028 12347000 Actin-related protein 3PPEQSLETAKAVKERYSYVCPDLVKEFNKYDUID556 1

P26639 TARS Y 298 0,0937463 2 ___1 1 0,000127976 94,302 75,52 94,302 0,72363 79095000 Threonine--tRNA ligase, cytoplasmicTYWEGKADMETLQRIYGISFPDPKMLKEWEKUID387 1

Q9P2J5 LARS Y 939 0,0941563 3 ___1 0,993035 0,000102878 50,843 42,309 50,843 0,42961 28674000 Leucine--tRNA ligase, cytoplasmicKTDKQPLQKPSHCTIYVAKNYPPWQHTTLSVUID868 1

P46821 MAP1B Y 1921 0,0946273 2 ___1 0,715402 0,00106558 42,001 42,001 42,001 -0,41906 11812000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1YEKIERTTKSPSDSGYSYETIGKTTKTPEDGUID482 1

Q9H2X6 HIPK2;HIPK1 Y 361 0,0949921 2 ___1 0,999606 3,63E-05 175,44 161,44 175,44 -0,14441 1278900000 Homeodomain-interacting protein kinase 2;Homeodomain-interacting protein kinase 1DFGSASHVSKAVCSTYLQSRYYRAPEIILGLUID749 1

P07195 LDHB S 85 0,0952757 2 ___1 0,50722 0,000729842 51,445 51,445 51,445 -0,59743 16761000 L-lactate dehydrogenase B chainSLFLQTPKIVADKDYSVTANSKIVVVTAGVRUID8 1

O00116 AGPS Y 387 0,0971052 2 ___1 1 9,30E-05 85,212 63,912 85,212 0,098644 9251500 Alkyldihydroxyacetonephosphate synthase, peroxisomalGVITEATIKIRPVPEYQKYGSVAFPNFEQGVUID122 1

P49841 GSK3B;GSK3AY 216 0,0987826 2 ___1 0,959571 1,24E-19 114,5 97,256 68,557 -1,0634 9749900000 Glycogen synthase kinase-3 beta;Glycogen synthase kinase-3 alphaFGSAKQLVRGEPNVSYICSRYYRAPELIFGAUID501 1

O75886 STAM2 S 375 0,103151 2 ___1 0,599377 0,00538578 51,927 37,841 51,927 0,051533 14066000 Signal transducing adapter molecule 2LYNKLVNEAPVYSVYSKLHPPAHYPPASSGVUID5 1

Q9UKY7 CDV3 Y 190 0,103367 3 ___1 0,780073 8,23E-08 56,404 56,404 55,734 0,50348 555170000 Protein CDV3 homologRLTTTRKTPQGPPEIYSDTQFPSLQSTAKHVUID883 1

P11413 G6PD Y 503 0,103625 2 ___1 0,999989 0,00015352 90,657 74,459 90,657 0,26369 73569000 Glucose-6-phosphate 1-dehydrogenaseGPTEADELMKRVGFQYEGTYKWVNPHKL___UID294 1

Q08211 DHX9 Y 748 0,104415 3 ___1 0,834926 0,000118167 41,912 41,912 41,912 -0,10616 37284000 ATP-dependent RNA helicase AKQKVKLFTAHNNMTNYATVWASKTNLEQRKGUID649 1

Q5TKA1 LIN9 S 375 0,104655 2 ___1 0,545134 0,000115275 67,563 57,332 67,563 0,91854 3883800 Protein lin-9 homologIKKLREMNTEAEKLKSYSMPISIEFQRRYATUID46 1

O14777 NDC80 Y 458 0,104736 2 ___1 1 0,0107146 48,756 37,882 48,756 -0,032983 11460000 Kinetochore protein NDC80 homologPEAGANCLVKYRAQVYVPLKELLNETEEEINUID140 1

Q7L591 DOK3 Y 398 0,105619 5 ___1 0,989169 4,29E-19 78,22 73,904 78,22 0,27355 66602000 Docking protein 3SVCKRASGPPGNEHLYENLCVLEASPTLHGGUID739 1

O94868 FCHSD2 Y 659 0,10644 4 ___1 0,53406 2,79E-07 50,583 50,583 43,15 0,25579 413760000 F-BAR and double SH3 domains protein 2SPSPKPHASLPPLPLYDQPPSSPYPSPDKRSUID185 1

P07737 PFN1 Y 60 0,106875 2 ___1 0,98442 4,48E-07 79,693 79,693 79,693 -0,82009 22874000 Profilin-1 PAEVGVLVGKDRSSFYVNGLTLGGQKCSVIRUID234 1

P50552 VASP Y 39 0,109214 3 ___1 1 5,16E-08 97,463 78,641 97,463 -0,5839 67605000 Vasodilator-stimulated phosphoproteinLPAGTGPQAFSRVQIYHNPTANSFRVVGRKMUID506 1

O43781 DYRK3 Y 369 0,109217 2 ___1 0,972859 0,00118836 98,523 71,561 98,523 0,41358 36361000 Dual specificity tyrosine-phosphorylation-regulated kinase 3IDFGSSCFEYQKLYTYIQSRFYRAPEIILGSUID164 1

Q8IZP0 ABI1 Y 213 0,11108 3 ___1 0,942767 1,23E-05 51,819 51,819 51,819 0,016065 72201000 Abl interactor 1YKTLEPVKPPTVPNDYMTSPARLGSQHSPGRUID760 1

P08069 IGF1R;INSR Y 1165 0,114016 3 ___1 0,906012 0,000429226 51,927 47,078 51,927 -1,2521 17711000 Insulin-like growth factor 1 receptor;Insulin-like growth factor 1 receptor alpha chain;Insulin-like growth factor 1 receptor beta chain;Insulin receptor;Insulin receptor subunit alpha;Insulin receptor subunit betaKIGDFGMTRDIYETDYYRKGGKGLLPVRWMSUID249 1

P11142 HSPA1A;HSPA1B;HSPA8;HSPA2;HSPA6;HSPA7Y 41 0,114475 2 ___1 0,990893 1,30E-07 81,865 64,925 81,865 0,0017887 46952000 Heat shock 70 kDa protein 1A;Heat shock 70 kDa protein 1B;Heat shock cognate 71 kDa protein;Heat shock-related 70 kDa protein 2;Heat shock 70 kDa protein 6;Putative heat shock 70 kDa protein 7VEIIANDQGNRTTPSYVAFTDTERLIGDAAK;VEILANDQGNRTTPSYVAFTDTERLVGDAAKUID277 1

P23458 JAK1 Y 1034 0,115097 3 ___1 0,839173 3,03E-06 66,797 57,974 66,797 0,49795 48003000 Tyrosine-protein kinase JAK1IGDFGLTKAIETDKEYYTVKDDRDSPVFWYAUID365 1

P60709 ACTB;ACTG1 Y 198 0,115634 2 ___1 0,999997 0,000178146 122,13 109,08 122,13 0,77539 30151000 Actin, cytoplasmic 1;Actin, cytoplasmic 1, N-terminally processed;Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processedRDLTDYLMKILTERGYSFTTTAEREIVRDIKUID542 1

Q15849 SLC14A2 Y 899 0,11649 2 ___1 0,921292 0,00599333 59,205 9,1658 59,205 -0,76062 15386000 Urea transporter 2LPLSKVTYPEANRIYYLSQERNRRASIITKYUID704 1

Q99623 PHB2 Y 121 0,118052 3 ___1 0,975393 0,000180357 45,33 45,33 45,33 -0,4966 6875600 Prohibitin-2 LRVLSRPNAQELPSMYQRLGLDYEERVLPSIUID809 1

P33778 HIST1H2BB;HIST2H2BE;HIST1H2BO;HIST1H2BJ;HIST3H2BB;HIST2H2BD;HIST2H2BCY 41 0,1191 2 ___1 0,985148 8,91E-05 78,149 78,149 78,149 -0,69113 47882000 Histone H2B type 1-B;Histone H2B type 2-E;Histone H2B type 1-O;Histone H2B type 1-J;Histone H2B type 3-B;Putative histone H2B type 2-D;Putative histone H2B type 2-CDGKKRKRSRKESYSIYVYKVLKQVHPDTGISUID218 1

Q15181 PPA1 Y 193 0,119561 3 ___1 1 1,53E-05 52,784 48,075 52,784 -0,97453 133560000 Inorganic pyrophosphataseLKPGYLEATVDWFRRYKVPDGKPENEFAFNAUID702 1

P63241 EIF5A Y 98 0,12023 3 ___1 0,96584 4,41E-08 58,457 52,553 58,457 -0,74104 19468000 Eukaryotic translation initiation factor 5A-1NIKRNDFQLIGIQDGYLSLLQDSGEVREDLRUID584 1

O15027 SEC16A Y 991 0,120318 3 ___1 0,762463 4,45E-06 60,826 54,567 60,826 -0,41488 50912000 Protein transport protein Sec16APDGNKANHSSHQEDTYGALDFTLSRTLENPVUID145 1

Q16539 MAPK14 Y 182 0,120875 3 ___1 0,999997 5,75E-23 202,29 192,86 131,86 0,059192 7766900000 Mitogen-activated protein kinase 14LDFGLARHTDDEMTGYVATRWYRAPEIMLNWUID706 1;2

P07900 HSP90AA1;HSP90AB1;HSP90AB3P;HSP90AB4PY 197 0,12208 3 ___1 0,999582 5,48E-12 108,58 108,58 108,58 -0,29449 160380000 Heat shock protein HSP 90-alpha;Heat shock protein HSP 90-beta;Putative heat shock protein HSP 90-beta-3;Putative heat shock protein HSP 90-beta 4RDTKVILHLKEDQTEYLEERWVKEVVKKHPQ;RGTKVILHLKEDQTEYLEERRIKEIVKKHSQ;RGTKVILHLKEDQTEYLEERRVKEVVKKHSQUID236 1

Q6P2Q9 PRPF8 Y 2062 0,122651 3 ___1 0,577871 1,03E-08 70,414 70,414 70,414 0,086699 34536000 Pre-mRNA-processing-splicing factor 8VNKHGDEIITSTTSNYETQTFSSKTEWRVRAUID723 1

Q02878 RPL6 Y 282 0,123809 3 ___1 0,99892 0,000256092 49,627 49,627 49,627 0,07552 11498000 60S ribosomal protein L6LQGYLRSVFALTNGIYPHKLVF_________UID625 1

Q99829 CPNE1 Y 386 0,126906 3 ___1 0,998662 1,03E-10 85,837 85,837 58,071 1,8746 22487000 Copine-1 GIVDAYRQALPQVRLYGPTNFAPIINHVARFUID810 1

Q5JSL3 DOCK11 Y 1188 0,127724 2 ___1 0,888693 1,16E-06 75,695 61,577 75,695 -0,54951 25197000 Dedicator of cytokinesis protein 11LLLENIQRLAGRDTLYSCAAMPNSASRDEFPUID714 1

Q9H9T3 ELP3 Y 329 0,128879 2 ___1 0,994932 0,0054722 45,972 27,648 45,972 0,90864 21862000 Elongator complex protein 3GLKLYPTLVIRGTGLYELWKSGRYKSYSPSDUID839 1

Q9H3P7 ACBD3 Y 492 0,130519 3 ___1 0,998738 7,07E-06 65,472 65,472 65,472 0,63193 8024900 Golgi resident protein GCP60DEIVPVYRRDCHEEVYAGSHQYPGRGVYLLKUID836 1

P60709 ACTB;ACTG1;POTEE;POTEF;POTEI;POTEJ;POTEKP;ACTA1;ACTC1Y 91 0,130863 3 ___1 0,999792 2,06E-05 117,52 117,52 117,52 0,0064127 404480000 Actin, cytoplasmic 1;Actin, cytoplasmic 1, N-terminally processed;Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processed;POTE ankyrin domain family member E;POTE ankyrin domain family member F;POTE ankyrin domain family member I;POTE ankyrin domain family member J;Putative beta-actin-like protein 3;Putative beta-actin-like protein 3, N-terminally processed;Actin, alpha skeletal muscle;Actin, alpha cardiac muscle 1ITNWDDMEKIWHHTFYNELRVAPEEHPTLLT;VTNWDDMEKIWHHTFYNELRVAPEEHPVLLTUID543 1

P11216 PYGB Y 197 0,131365 3 ___1 1 2,04E-08 88,075 88,075 81,904 -0,27049 51272000 Glycogen phosphorylase, brain formDWLRYGNPWEKARPEYMLPVHFYGRVEHTPDUID286 1

O00571 DDX3X;DDX3YY 462 0,134045 4 ___1 0,997697 1,19E-11 77,053 77,053 77,053 0,46398 55314000 ATP-dependent RNA helicase DDX3X;ATP-dependent RNA helicase DDX3YFVETKKGADSLEDFLYHEGYACTSIHGDRSQUID134 1

P63244 GNB2L1 Y 228 0,136109 3 ___1 0,901419 2,78E-17 106,16 97,336 106,16 0,56077 37353000 Guanine nucleotide-binding protein subunit beta-2-like 1;Guanine nucleotide-binding protein subunit beta-2-like 1, N-terminally processedDGQAMLWDLNEGKHLYTLDGGDIINALCFSPUID586 1

P08238 HSP90AB1;HSP90AB2PY 484 0,137509 2 ___1 0,996322 0,000246945 136,21 95,221 136,21 0,33144 136150000 Heat shock protein HSP 90-beta;Putative heat shock protein HSP 90-beta 2LSEYVSRMKETQKSIYYITGESKEQVANSAF;VEEYVSRMKEIQKSIYYITGESKEQVANSAFUID252 1

P17844 DDX5;DDX17 Y 202 0,13758 2 ___1 0,999999 0,000153994 90,37 58,242 90,37 -0,35339 109310000 Probable ATP-dependent RNA helicase DDX5;Probable ATP-dependent RNA helicase DDX17AAEYCRACRLKSTCIYGGAPKGPQIRDLERG;ADDYGKCSRLKSTCIYGGAPKGPQIRDLERGUID340 1

P53396 ACLY Y 682 0,138199 2 ___1 0,998433 6,92E-22 113,22 110,86 113,22 0,87114 1717800000 ATP-citrate synthaseSNELNNIISRTTDGVYEGVAIGGDRYPGSTFUID520 1

P00558 PGK1 Y 196 0,138749 2 ___1 1 0,00211725 91,584 46,973 68,915 0,3881 37796000 Phosphoglycerate kinase 1LPQKAGGFLMKKELNYFAKALESPERPFLAIUID196 1

Q8IWV1 LAX1 Y 294 0,142054 2 ___1 0,999988 3,61E-05 52,344 52,344 52,344 0,28392 30343000 Lymphocyte transmembrane adapter 1IQERQLWVAFQCCRDYENVPAADPSGSQQQAUID750 1

Q06124 PTPN11 Y 584 0,142346 2 ___1 1 7,38E-06 121,09 121,09 99,442 0,81218 201550000 Tyrosine-protein phosphatase non-receptor type 11PTPPCAEMREDSARVYENVGLMQQQKSFR__UID632 1

P07195 LDHB Y 240 0,142635 2 ___1 0,973655 5,45E-05 63,816 63,816 54,982 -0,23077 130560000 L-lactate dehydrogenase B chainSENWKEVHKMVVESAYEVIKLKGYTNWAIGLUID222 1

P35579 MYH9 Y 1408 0,143 2 ___1 1 0,00240902 123,72 82,068 123,72 0,63125 28070000 Myosin-9 DLEGLSQRHEEKVAAYDKLEKTKTRLQQELDUID431 1

P33992 MCM5 Y 248 0,144764 2 ___1 1 0,00158305 85,064 85,064 85,064 -0,13484 29642000 DNA replication licensing factor MCM5PDAVPHGEMPRHMQLYCDRYLCDKVVPGNRVUID423 1

Q9Y5J1 UTP18 Y 292 0,144766 2 ___1 0,995206 0,00897938 51,346 22,834 51,346 1,4906 12630000 U3 small nucleolar RNA-associated protein 18 homologLFQVDGKTNPKIQSIYLERFPIFKACFSANGUID918 1

Q15020 SART3 Y 295 0,145229 3 ___1 0,5 1,73E-06 67,115 59,524 67,115 -0,092203 18882000 Squamous cell carcinoma antigen recognized by T-cells 3SVIQNYNKALQQLEKYKPYEEALLQAEAPRLUID695 1

Q15020 SART3 Y 298 0,145229 3 ___1 0,5 1,73E-06 67,115 59,524 67,115 -0,092203 18882000 Squamous cell carcinoma antigen recognized by T-cells 3QNYNKALQQLEKYKPYEEALLQAEAPRLAEYUID696 1

Q6ZUJ8 PIK3AP1 S 421 0,145321 4 ___1 0,524142 6,01E-16 71,085 71,085 71,085 -0,1302 127720000 Phosphoinositide 3-kinase adapter protein 1KEELMHGEEADAVYESMAHLSTDLLMKCSLNUID47 1

P49815 TSC2 Y 1736 0,145678 2 ___1 0,99638 0,000164607 83,948 72,588 83,948 0,37172 18700000 Tuberin MASQVHHSRSNPTDIYPSKWIARLRHIKRLRUID500 1

Q99613 EIF3C;EIF3CLY 881 0,145955 2 ___1 0,984143 0,00210916 57,281 46,408 57,281 0,37063 37648000 Eukaryotic translation initiation factor 3 subunit C;Eukaryotic translation initiation factor 3 subunit C-like proteinLVENNERVFDHKQGTYGGYFRDQKDGYRKNEUID121 1

P07900 HSP90AA1 Y 438 0,146316 2 ___1 0,999999 0,00910408 68,312 35,842 68,312 -0,0030704 13186000 Heat shock protein HSP 90-alphaLFTELAEDKENYKKFYEQFSKNIKLGIHEDSUID237 1



P07948 LYN Y 473 0,14658 2 ___1 1 0,000159528 55,401 47,596 49,5 -0,66598 39093000 Tyrosine-protein kinase LynQGYRMPRVENCPDELYDIMKMCWKEKAEERPUID247 1

P12236 SLC25A5;SLC25A31;SLC25A6;SLC25A4Y 81 0,147272 2 ___1 0,996323 7,29E-06 83,005 83,005 83,005 -0,58121 7766200 ADP/ATP translocase 2;ADP/ATP translocase 2, N-terminally processed;ADP/ATP translocase 4;ADP/ATP translocase 4, N-terminally processed;ADP/ATP translocase 3;ADP/ATP translocase 3, N-terminally processed;ADP/ATP translocase 1GVLSFWRGNLANVIRYFPTQALNFAFKDKYKUID205 1

Q6P2Q9 PRPF8 Y 1741 0,147333 2 ___1 1 0,00635033 43,808 23,287 41,84 0,27928 16606000 Pre-mRNA-processing-splicing factor 8IQQAMAKIMKANPALYVLRERIRKGLQLYSSUID722 1

Q8WXI9 GATAD2B Y 317 0,148045 3 ___1 0,60412 8,01E-06 50,883 46,53 50,883 -0,1892 41069000 Transcriptional repressor p66-betaSSSSVPCQRTTSSAIYMNLASHIQPGTVNRVUID778 1

P11172 UMPS Y 37 0,151395 2 ___1 0,988219 7,10E-06 121,6 98,863 105,86 2,1109 78591000 Uridine 5'-monophosphate synthase;Orotate phosphoribosyltransferase;Orotidine 5'-phosphate decarboxylaseKFGDFVLKSGLSSPIYIDLRGIVSRPRLLSQUID285 1

Q12906 ILF3 Y 22 0,152325 3 ___1 0,855177 1,74E-23 109,05 105,77 102,45 -0,9649 111300000 Interleukin enhancer-binding factor 3FVNDDRHVMAKHSSVYPTQEELEAVQNMVSHUID655 1

P00505 GOT2 Y 401 0,156034 2 ___1 0,992538 0,00871821 51,736 51,736 51,736 1,3673 21604000 Aspartate aminotransferase, mitochondrialLKPEQVERLIKEFSIYMTKDGRISVAGVTSSUID192 1

Q9UNZ2 NSFL1C Y 167 0,156997 3 ___1 0,955954 1,15E-07 77,562 66,903 67,646 0,56869 41909000 NSFL1 cofactor p47GGGYRLGAAPEEESAYVAGEKRQHSSQDVHVUID889 1

P61158 ACTR3 Y 16 0,15765 2 ___1 0,84248 5,81E-08 103,34 103,34 103,34 0,14298 90505000 Actin-related protein 3MAGRLPACVVDCGTGYTKLGYAGNTEPQFIIUID555 1

Q13283 G3BP1 Y 125 0,158547 2 ___1 1 1,59E-05 164,53 164,53 164,53 -0,7176 244520000 Ras GTPase-activating protein-binding protein 1QTFVLAPEGSVANKFYVHNDIFRYQDEVFGGUID664 1

Q9Y2Z0 SUGT1 Y 317 0,159547 3 ___1 0,977706 1,98E-05 58,071 48,283 54,598 -0,83681 24841000 Suppressor of G2 allele of SKP1 homologKLEGDAALNRLFQQIYSDGSDEVKRAMNKSFUID900 1

P22234 PAICS Y 22 0,159683 2 ___1 0,978827 0,0011415 51,092 37,688 51,092 0,66814 8619900 Multifunctional protein ADE2;Phosphoribosylaminoimidazole-succinocarboxamide synthase;Phosphoribosylaminoimidazole carboxylaseLNIGKKLYEGKTKEVYELLDSPGKVLLQSKDUID357 1

Q9BXJ9 NAA15 Y 280 0,159742 2 ___1 0,999554 0,0156755 40,724 27,145 40,724 1,0553 6233500 N-alpha-acetyltransferase 15, NatA auxiliary subunitEKALKPANMLERLKIYEEAWTKYPRGLVPRRUID821 1

Q9UJU6 DBNL Y 162 0,160056 2 ___1 0,994116 1,67E-06 68,069 62,223 54,776 -0,52268 40592000 Drebrin-like proteinGRFQDVGPQAPVGSVYQKTNAVSEIKRVGKDUID874 1

P60842 EIF4A3;EIF4A1;EIF4A2Y 50 0,160494 2 ___1 0,932765 3,95E-05 55,885 55,885 43,084 0,12649 40511000 Eukaryotic initiation factor 4A-III;Eukaryotic initiation factor 4A-III, N-terminally processed;Eukaryotic initiation factor 4A-I;Eukaryotic initiation factor 4A-II;Eukaryotic initiation factor 4A-II, N-terminally processedDDMNLSESLLRGIYAYGFEKPSAIQQRAILP;DTMGLREDLLRGIYAYGFEKPSAIQQRAIKQUID444 1

Q13151 HNRNPA0 Y 180 0,161456 3 ___1 0,97082 8,67E-05 48,547 48,547 48,547 0,47058 12927000 Heterogeneous nuclear ribonucleoprotein A0GHRVEVKKAVPKEDIYSGGGGGGSRSSRGGRUID663 1

P31943 HNRNPH1 Y 276 0,161952 3 ___1 0,962909 3,21E-08 74,12 74,12 74,12 -0,33982 30193000 Heterogeneous nuclear ribonucleoprotein H;Heterogeneous nuclear ribonucleoprotein H, N-terminally processedGRDLNYCFSGMSDHRYGDGGSTFQSTTGHCVUID419 1

Q9BQ70 TCF25 Y 179 0,164043 3 ___1 1 0,00239009 45,137 34,307 45,137 0,33167 2206600 Transcription factor 25NRPGPAPLSSRKHVLYVEHRHLNPDTELKRYUID813 1

Q8N6F7 GCSAM Y 148 0,166049 3 ___1 0,999718 5,65E-08 97,439 85,825 77,597 0,58323 62691000 Germinal center-associated signaling and motility proteinMPSTDPRHARSPEDEYELLMPHRISSHFLQQUID764 1

O94933 SLITRK3 Y 131 0,168389 2 ___1 1 0,029258 44,116 13,398 44,116 0,055041 10868000 SLIT and NTRK-like protein 3IQTGAFNGLKILKRLYLHENKLDVFRNDTFLUID188 1

P61604 HSPE1 Y 76 0,170166 2 ___1 0,967347 0,000143227 76,679 55,379 76,679 -0,64511 46257000 10 kDa heat shock protein, mitochondrialQPVSVKVGDKVLLPEYGGTKVVLDDKDYFLFUID559 1

Q14289 PTK2B Y 579 0,17164 3 ___1 0,839112 0,000561109 41,399 31,028 40,025 -0,3256 8513600 Protein-tyrosine kinase 2-betaKLGDFGLSRYIEDEDYYKASVTRLPIKWMSPUID690 1

O60716 CTNND1 Y 96 0,172143 3 ___1 0,834194 4,19E-07 67,605 67,605 67,605 -0,43391 33712000 Catenin delta-1SDLKLNGPQDHSHLLYSTIPRMQEPGQIVETUID170 1

P07910 HNRNPC Y 137 0,172171 2 ___1 0,999999 0,000734811 148,28 118,44 148,28 -0,62646 13786000 Heterogeneous nuclear ribonucleoproteins C1/C2FDLDYDFQRDYYDRMYSYPARVPPPPPIARAUID241 1

P31939 ATIC Y 290 0,173903 2 ___1 0,967553 0,00287104 52,482 48,031 50,04 0,53609 28754000 Bifunctional purine biosynthesis protein PURH;Phosphoribosylaminoimidazolecarboxamide formyltransferase;IMP cyclohydrolaseVGIPLSEDEAKVCMVYDLYKTLTPISAAYARUID412 1

P11387 TOP1;TOP1MTY 480 0,174172 2 ___1 1 0,000545067 67,993 44,973 53,166 0,45697 10536000 DNA topoisomerase 1;DNA topoisomerase I, mitochondrialWKSKEMKVRQRAVALYFIDKLALRAGNEKEEUID290 1

P46783 RPS10 Y 82 0,174365 3 ___1 0,999959 0,000201463 47,037 42,557 47,037 0,52425 13691000 40S ribosomal protein S10FYWYLTNEGIQYLRDYLHLPPEIVPATLRRSUID478 1

O75131 CPNE3 Y 392 0,175688 3 ___1 0,999702 1,23E-10 83,499 83,499 83,499 0,4579 57733000 Copine-3 GIVEAYRSCLPQIKLYGPTNFSPIINHVARFUID177 1

P09211 GSTP1 Y 50 0,177826 2 ___1 0,999155 0,00134202 51,059 33,151 51,059 -0,23873 7579300 Glutathione S-transferase PTVETWQEGSLKASCLYGQLPKFQDGDLTLYQUID263 1

Q01581 HMGCS1 Y 213 0,178124 4 ___1 0,983591 3,65E-09 66,501 55,598 66,501 -1,0343 36998000 Hydroxymethylglutaryl-CoA synthase, cytoplasmicMQHAYDFYKPDMLSEYPIVDGKLSIQCYLSAUID619 1

Q9NP79 VTA1 Y 278 0,178926 3 ___1 0,925714 6,32E-05 41,348 32,853 41,348 -0,69425 11223000 Vacuolar protein sorting-associated protein VTA1 homologRLTPEDFARAQKYCKYAGSALQYEDVSTAVQUID845 1

Q9HC35 EML4 Y 226 0,181058 3 ___1 1 0,000295809 50,123 43,74 45,825 -0,3181 53542000 Echinoderm microtubule-associated protein-like 4TADKHKDVIINQEGEYIKMFMRGRPITMFIPUID844 1

P11940 PABPC1;PABPC4Y 116 0,181212 2 ___1 0,972923 5,95E-05 59,542 59,542 59,542 -0,82495 36300000 Polyadenylate-binding protein 1;Polyadenylate-binding protein 4IFIKNLDKSIDNKALYDTFSAFGNILSCKVV;VFIKNLDKSIDNKALYDTFSAFGNILSCKVVUID297 1

Q9UKT9 IKZF3 Y 93 0,182964 3 ___1 0,911366 2,81E-06 73,848 65,937 73,848 0,30348 68503000 Zinc finger protein AiolosGNAEEPEIPYSYSREYNEYENIKLERHVVSFUID881 1

Q9Y4H2 IRS2 Y 675 0,184312 2 ___1 0,999462 3,05E-05 63,408 49,639 63,408 -0,19145 11619000 Insulin receptor substrate 2AALAGSGSGSCRSDDYMPMSPASVSAPKQILUID910 1

P55060 CSE1L Y 432 0,185016 3 ___1 0,999975 8,54E-07 71,697 71,697 71,697 0,18515 44605000 Exportin-2 AKNPSVNWKHKDAAIYLVTSLASKAQTQKHGUID531 1

P60709 ACTB;ACTG1;ACTBL2;ACTA1;ACTC1;ACTA2;ACTG2Y 188 0,185588 2 ___1 0,998787 0,00401685 65,038 38,436 65,038 -0,32814 12074000 Actin, cytoplasmic 1;Actin, cytoplasmic 1, N-terminally processed;Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processed;Beta-actin-like protein 2;Actin, alpha skeletal muscle;Actin, alpha cardiac muscle 1;Actin, aortic smooth muscle;Actin, gamma-enteric smooth muscleHAILRLDLAGRDLTDYLMKILTERGYSFTTT;HAIMRLDLAGRDLTDYLMKILTERGYSFVTTUID540 1

P11142 HSPA8 Y 15 0,185757 3 ___1 0,742586 1,32E-08 66,12 66,12 65,521 -0,52366 116370000 Heat shock cognate 71 kDa protein_MSKGPAVGIDLGTTYSCVGVFQHGKVEIIAUID283 1

P33778 HIST1H2BB;HIST2H2BE;HIST1H2BO;HIST1H2BJ;HIST3H2BB;HIST2H2BD;HIST2H2BCY 43 0,18647 2 ___1 0,991811 0,0034819 50,878 38,685 50,878 0,61743 27036000 Histone H2B type 1-B;Histone H2B type 2-E;Histone H2B type 1-O;Histone H2B type 1-J;Histone H2B type 3-B;Putative histone H2B type 2-D;Putative histone H2B type 2-CKKRKRSRKESYSIYVYKVLKQVHPDTGISSKUID219 1

P60842 EIF4A3;EIF4A1;EIF4A2Y 48 0,187311 2 ___1 0,996699 2,82E-08 81,619 72,213 58,223 -0,31313 43283000 Eukaryotic initiation factor 4A-III;Eukaryotic initiation factor 4A-III, N-terminally processed;Eukaryotic initiation factor 4A-I;Eukaryotic initiation factor 4A-II;Eukaryotic initiation factor 4A-II, N-terminally processedSFDDMNLSESLLRGIYAYGFEKPSAIQQRAI;TFDTMGLREDLLRGIYAYGFEKPSAIQQRAIUID443 1

Q13523 PRPF4B Y 849 0,188349 3 ___1 0,971781 5,31E-11 74,029 74,029 74,029 -0,23724 287570000 Serine/threonine-protein kinase PRP4 homologDFGSASHVADNDITPYLVSRFYRAPEIIIGKUID674 1

P29144 TPP2 Y 645 0,189518 4 ___1 0,644818 1,82E-16 93,776 93,776 93,776 0,64777 98644000 Tripeptidyl-peptidase 2PITAVIAAKVNESSHYDLAFTDVHFKPGQIRUID396 1

P31939 ATIC Y 208 0,189813 3 ___1 0,970995 7,14E-05 47,09 47,09 47,09 -0,47018 125320000 Bifunctional purine biosynthesis protein PURH;Phosphoribosylaminoimidazolecarboxamide formyltransferase;IMP cyclohydrolaseFRKQYSKGVSQMPLRYGMNPHQTPAQLYTLQUID414 1

Q14152 EIF3A Y 72 0,190991 2 ___1 0,998224 0,0166866 56,026 25,956 56,026 0,71391 13930000 Eukaryotic translation initiation factor 3 subunit ALCVDLRKSHLAKEGLYQYKNICQQVNIKSLEUID681 1

P49721 PSMB2 Y 146 0,191286 2 ___1 0,499941 0,00072869 75,213 36,975 75,213 -0,21962 6995700 Proteasome subunit beta type-2AHGYGAFLTLSILDRYYTPTISRERAVELLRUID496 1

P49721 PSMB2 Y 147 0,191286 2 ___1 0,499941 0,00072869 75,213 36,975 75,213 -0,21962 6995700 Proteasome subunit beta type-2HGYGAFLTLSILDRYYTPTISRERAVELLRKUID497 1

P19174 PLCG1 Y 771 0,191413 2 ___1 0,986327 0,000124777 54,776 40,357 54,776 0,53725 19929000 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-1INEEALEKIGTAEPDYGALYEGRNPGFYVEAUID345 1

P00519 ABL1;ABL2 Y 393 0,19186 3 ___1 0,853845 0,00022981 48,704 40,416 48,704 -0,21736 30303000 Tyrosine-protein kinase ABL1;Abelson tyrosine-protein kinase 2KVADFGLSRLMTGDTYTAHAGAKFPIKWTAPUID195 1

P04075 ALDOA Y 5 0,192022 3 ___1 0,986194 7,74E-05 53,252 48,686 53,252 -0,18142 6804700 Fructose-bisphosphate aldolase A___________MPYQYPALTPEQKKELSDIAUID202 1

Q9UKT9 IKZF3 Y 96 0,193525 3 ___1 0,867732 2,72E-06 72,29 72,29 72,29 0,071325 74357000 Zinc finger protein AiolosEEPEIPYSYSREYNEYENIKLERHVVSFDSSUID882 1

Q9UKA4 AKAP11 Y 424 0,19364 3 ___1 0,805384 1,56E-05 50,957 43,681 50,957 -0,084942 24847000 A-kinase anchor protein 11PANVRKPTPRKPESPYGNLCDAPDSPRPVKAUID876 1

Q14566 MCM6 Y 276 0,193973 2 ___1 0,995258 1,90E-06 68,657 58,704 68,657 -0,17051 11449000 DNA replication licensing factor MCM6GARAETNSRVSGVDGYETEGIRGLRALGVRDUID692 1

P54819 AK2 Y 12 0,194142 2 ___1 0,999679 0,000144058 56,563 43,426 56,563 -1,147 8883400 Adenylate kinase 2, mitochondrial;Adenylate kinase 2, mitochondrial, N-terminally processed____MAPSVPAAEPEYPKGIRAVLLGPPGAGUID529 1

P07900 HSP90AA1;HSP90AA5PY 492 0,195965 2 ___1 0,991901 0,000908459 164,96 141,88 157,68 -0,14261 154840000 Heat shock protein HSP 90-alpha;Putative heat shock protein HSP 90-alpha A5LKDSRRVMKANQKHIYYITGETKDQVANSAF;LKDYCTRMKENQKHIYYITGETKDQVANSAFUID238 1

P25685 DNAJB1;DNAJB4Y 176 0,197239 2 ___1 0,977045 0,00237576 40,589 32,94 40,589 0,61946 6353700 DnaJ homolog subfamily B member 1;DnaJ homolog subfamily B member 4DPPVTHDLRVSLEEIYSGCTKKMKISHKRLNUID376 1

Q9UKK9 NUDT5 Y 74 0,199027 2 ___1 0,998508 1,72E-18 123,35 123,35 123,35 -0,11058 179010000 ADP-sugar pyrophosphataseADGVAVIPVLQRTLHYECIVLVKQFRPPMGGUID879 1

P29597 TYK2 Y 1055 0,199294 2 ___1 0,577411 0,000165156 81,594 75,145 81,594 -0,11131 34648000 Non-receptor tyrosine-protein kinase TYK2GDFGLAKAVPEGHEYYRVREDGDSPVFWYAPUID400 1

P15880 RPS2 Y 133 0,200386 3 ___1 1 1,19E-05 63,128 63,128 63,128 -0,7323 55057000 40S ribosomal protein S2AGQRTRFKAFVAIGDYNGHVGLGVKCSKEVAUID329 1

P29597 TYK2 Y 1054 0,200409 3 ___1 0,913945 0,000197771 61,353 50,141 61,353 0,44034 30062000 Non-receptor tyrosine-protein kinase TYK2IGDFGLAKAVPEGHEYYRVREDGDSPVFWYAUID399 1

Q6XZF7 DNMBP Y 1477 0,20694 2 ___1 0,896824 0,000208395 55,549 44,72 55,549 0,16497 13487000 Dynamin-binding proteinTPRSYRNFRHPEIVGYSVPGRNGQSQDLVKGUID727 1

P23396 RPS3 Y 120 0,207543 2 ___1 1 0,0260825 46,663 29,102 46,663 -0,05034 9802300 40S ribosomal protein S3LRYKLLGGLAVRRACYGVLRFIMESGAKGCEUID364 1

Q15717 ELAVL1 Y 5 0,207977 3 ___1 0,945583 1,59E-05 53,255 43,059 53,255 0,17964 34717000 ELAV-like protein 1___________MSNGYEDHMAEDCRGDIGRTUID703 1

P08238 HSP90AB1 Y 430 0,209632 2 ___1 1 0,0020948 91,9 55,344 91,9 1,2248 13754000 Heat shock protein HSP 90-betaLFSELAEDKENYKKFYEAFSKNLKLGIHEDSUID251 1

P22681 CBL Y 700 0,21092 4 ___1 0,71006 4,48E-11 53,482 53,482 47,96 0,49573 607710000 E3 ubiquitin-protein ligase CBLKLPPGEQCEGEEDTEYMTPSSRPLRPLDTSQUID360 1

Q8WWI1 LMO7 Y 185 0,211067 3 ___1 0,992247 1,06E-10 83,633 80,632 83,633 1,4787 525420000 LIM domain only protein 7LITLYWLGRKAQSNPYYNGPHLNLKAFENLLUID773 1

Q8IWV1 LAX1 Y 373 0,215276 3 ___1 0,962804 1,65E-17 110,44 110,44 99,409 0,10723 128240000 Lymphocyte transmembrane adapter 1QMKHREEMSNEDSSDYENVLTAKLGGRDSEQUID751 1

Q02543 RPL18A Y 63 0,216885 2 ___1 0,997151 0,0011275 41,283 41,283 41,283 0,59948 8894000 60S ribosomal protein L18aVSQLKKMKKSSGEIVYCGQVFEKSPLRVKNFUID622 1

Q9UKY7 CDV3 Y 244 0,221196 2 ___1 1 4,21E-08 84,17 84,17 84,17 0,2493 43232000 Protein CDV3 homologEVSKNQALKLQLDNQYAVLENQKSSHSQYN_UID884 1

P49327 FASN Y 1047 0,226076 2 ___1 0,999724 0,00144755 89,142 77,774 89,142 -0,10516 25417000 Fatty acid synthase;[Acyl-carrier-protein] S-acetyltransferase;[Acyl-carrier-protein] S-malonyltransferase;3-oxoacyl-[acyl-carrier-protein] synthase;3-oxoacyl-[acyl-carrier-protein] reductase;3-hydroxyacyl-[acyl-carrier-protein] dehydratase;Enoyl-[acyl-carrier-protein] reductase;Oleoyl-[acyl-carrier-protein] hydrolaseTMLQMSILGSAKHGLYLPTRVTAIHIDPATHUID492 1

P62906 RPL10A Y 11 0,22709 2 ___1 0,999914 0,00196577 79,469 36,345 79,469 -0,22144 27813000 60S ribosomal protein L10a_____MSSKVSRDTLYEAVREVLHGNQRKRRUID582 1

P06576 ATP5B Y 230 0,228951 2 ___1 0,936925 0,000668165 46,606 46,606 46,606 1,5142 4584500 ATP synthase subunit beta, mitochondrialLIMELINNVAKAHGGYSVFAGVGERTREGNDUID213 1

Q6ZUJ8 PIK3AP1 Y 570 0,229792 3 ___1 0,999919 5,86E-12 105,39 105,39 105,39 0,17151 544990000 Phosphoinositide 3-kinase adapter protein 1FKVFAEKSQERPGNFYVSSESIRKGPPVRPWUID731 1

P53621 COPA Y 249 0,230674 3 ___1 0,999456 7,61E-07 72,705 69,085 72,705 -0,37589 40154000 Coatomer subunit alpha;Xenin;ProxeninMNESKAWEVDTCRGHYNNVSCAVFHPRQELIUID521 1

Q86X29 LSR Y 551 0,232251 3 ___1 0,999031 0,00182001 43,306 33,618 43,306 -0,15347 6312300 Lipolysis-stimulated lipoprotein receptorDQDDSRDFPRSRDPHYDDFRSRERPPADPRSUID746 1

Q9BZD4 NUF2 Y 37 0,232394 3 ___1 0,999481 0,0001168 41,554 37,835 41,554 -0,17372 8561300 Kinetochore protein Nuf2ILTGADGKNLTKNDLYPNPKPEVLHMIYMRAUID824 1

Q07955 SRSF1 Y 189 0,233099 2 ___1 0,996151 0,000200077 114,5 78,102 87,616 0,2619 19396000 Serine/arginine-rich splicing factor 1KLDNTKFRSHEGETAYIRVKVDGPRSPSYGRUID648 1

Q9UQ35 SRRM2 Y 2390 0,233951 2 ___1 0,998424 0,00236447 75,738 43,783 65,038 0,0074855 20760000 Serine/arginine repetitive matrix protein 2LSGANLTSPRVPLSAYERVSGRTSPPLLDRAUID892 1

O14828 SCAMP3 Y 35 0,235608 2 ___1 0,999898 4,76E-08 117,94 103,25 101,39 -0,16615 116100000 Secretory carrier-associated membrane protein 3PFQDPAVIQHRPSRQYATLDVYNPFETREPPUID142 1

Q9UPY3 DICER1 Y 1438 0,23683 3 ___1 0,995225 2,02E-05 46,362 38,408 46,362 -0,25334 8207900 Endoribonuclease DicerEEESLMWRAPKEEADYEDDFLEYDQEHIRFIUID890 1

P31942 HNRNPH3 Y 296 0,238544 2 ___1 0,98314 0,00106558 42,001 21,672 42,001 0,27655 7194700 Heterogeneous nuclear ribonucleoprotein H3GMGGYGRDGMDNQGGYGSVGRMGMGNNYSGGUID415 1

Q16181 07. Sep Y 30 0,239685 2 ___1 0,986471 0,000163145 49,5 34,939 49,5 0,95373 6754900 Septin-7 VNSSTMVAQQKNLEGYVGFANLPNQVYRKSVUID705 1

P16333 NCK1 Y 112 0,239874 2 ___1 1 3,42E-05 82,426 63,646 82,426 -0,22457 148080000 Cytoplasmic protein NCK1FVDPGERLYDLNMPAYVKFNYMAEREDELSLUID332 1

P26358 DNMT1 Y 969 0,240102 4 ___1 0,999936 1,33E-10 71,279 44,25 70,529 -0,079675 46095000 DNA (cytosine-5)-methyltransferase 1SPVKRPRKEPVDEDLYPEHYRKYSDYIKGSNUID385 1

P13796 LCP1 Y 300 0,240754 2 ___1 0,992656 2,12E-10 113,18 104,71 113,18 0,029241 95911000 Plastin-2 KIGNFSTDIKDSKAYYHLLEQVAPKGDEEGVUID309 1

P49902 NT5C2 Y 115 0,240832 3 ___1 1 1,30E-05 59,261 59,261 59,261 0,62161 21671000 Cytosolic purine 5'-nucleotidaseLVFDTLYGNLLKVDAYGNLLVCAHGFNFIRGUID502 1

P54136 RARS Y 536 0,241965 2 ___1 0,889284 0,00130509 43,628 35,585 43,628 0,81724 3690400 Arginine--tRNA ligase, cytoplasmicDKMLDDRGNTAAYLLYAFTRIRSIARLANIDUID526 1

Q6ZUJ8 PIK3AP1 Y 419 0,242229 5 ___1 0,994786 4,19E-22 87,439 77,727 83,559 0,19025 92359000 Phosphoinositide 3-kinase adapter protein 1HIKEELMHGEEADAVYESMAHLSTDLLMKCSUID730 1

Q9UIB8 CD84 Y 279 0,242984 2 ___1 0,999439 0,000151216 103,55 103,55 103,55 -0,84815 31214000 SLAM family member 5NTFTKNPYAASKKTIYTYIMASRNTQPAESRUID873 1

Q13315 ATM Y 2019 0,243727 2 ___1 0,935497 9,10E-05 58,223 51,84 58,223 0,029391 12990000 Serine-protein kinase ATMLLLEIYRSIGEPDSLYGCGGGKMLQPITRLRUID669 1

P13639 EEF2 Y 265 0,24836 2 ___1 1 0,00703821 56,122 56,122 56,122 0,22711 3111400 Elongation factor 2AKKVEDMMKKLWGDRYFDPANGKFSKSATSPUID306 1

P60900 PSMA6 Y 103 0,251163 2 ___1 0,968239 4,12E-05 60,102 60,102 60,102 -1,3157 183580000 Proteasome subunit alpha type-6RSQVQRARYEAANWKYKYGYEIPVDMLCKRIUID550 1

P31689 DNAJA1 Y 119 0,253444 3 ___1 0,979349 4,86E-05 47,726 47,726 47,726 -0,14279 20763000 DnaJ homolog subfamily A member 1GKNVVHQLSVTLEDLYNGATRKLALQKNVICUID410 1

Q9NR45 NANS T 72 0,253444 2 ___1 0,559832 0,0175913 40,268 23,028 40,268 0,72119 2741100 Sialic acid synthaseELEFKFNRKALERPYTSKHSWGKTYGEHKRHUID115 1

P13796 LCP1 Y 299 0,255101 3 ___1 0,499999 2,12E-10 53,262 53,262 53,262 1,1139 32646000 Plastin-2 NKIGNFSTDIKDSKAYYHLLEQVAPKGDEEGUID308 1

P49643 PRIM2 Y 381 0,25938 3 ___1 0,977281 2,68E-05 52,026 48,122 52,026 0,0079476 8967300 DNA primase large subunitSCLKIILSNPPSQGDYHGCPFRHSDPELLKQUID495 1

P41227 NAA10;NAA11Y 145 0,261724 3 ___1 0,999998 1,66E-07 79,82 79,82 79,82 -0,15562 14885000 N-alpha-acetyltransferase 10;N-alpha-acetyltransferase 11ISEVEPKYYADGEDAYAMKRDLTQMADELRRUID453 1

P63241 EIF5A;EIF5A2;EIF5AL1Y 69 0,267073 3 ___1 0,999222 3,60E-05 53,168 44,004 53,168 -0,73995 29540000 Eukaryotic translation initiation factor 5A-1;Eukaryotic translation initiation factor 5A-2;Eukaryotic translation initiation factor 5A-1-likeAKVHLVGIDIFTGKKYEDICPSTHNMDVPNIUID585 1

P61978 HNRNPK Y 380 0,270197 2 ___1 0,891639 0,000119596 46,592 32,913 46,592 0,58836 77703000 Heterogeneous nuclear ribonucleoprotein KGGSGYDYSYAGGRGSYGDLGGPIITTQVTIPUID561 1

O75592 MYCBP2 Y 151 0,271717 3 ___1 0,983028 4,49E-05 57,804 52,802 57,804 0,68327 7729100 E3 ubiquitin-protein ligase MYCBP2IPDIKLHSNPSAFNIYCNVRHCVLEWQKKEIUID180 1

O75665 OFD1 Y 916 0,271938 2 ___1 1 0,0105367 51,346 28,854 48,794 0,70007 16354000 Oral-facial-digital syndrome 1 proteinLQEVLERERRELEKLYQERKMIEESLKIKIKUID181 1

Q9Y490 TLN1 Y 26 0,273113 2 ___1 0,765451 0,00033732 48,741 48,741 48,741 0,22739 26569000 Talin-1 GNVVKTMQFEPSTMVYDACRIIRERIPEAPAUID908 1

Q9Y2X7 GIT1 Y 545 0,275482 3 ___1 0,639341 3,20E-08 56,29 56,29 56,29 0,78558 96494000 ARF GTPase-activating protein GIT1RLQPFHSTELEDDAIYSVHVPAGLYRIRKGVUID899 1

Q92608 DOCK2 Y 224 0,278265 3 ___1 0,943168 0,000561727 40,552 35,661 40,552 -0,70324 5806300 Dedicator of cytokinesis protein 2YAMYSRISSSPTHSLYVFVRNFVCRIGEDAEUID781 1

Q96F07 CYFIP2;CYFIP1Y 1078 0,280372 3 ___1 1 5,86E-06 71,349 71,349 56,205 0,55067 25913000 Cytoplasmic FMR1-interacting protein 2;Cytoplasmic FMR1-interacting protein 1EGERLEVRMKRLEAKYAPLHLVPLIERLGTPUID803 1

Q01082 SPTBN1 Y 232 0,281508 3 ___1 0,953339 3,87E-16 85,248 85,248 85,248 -0,58234 36365000 Spectrin beta chain, non-erythrocytic 1PDLIDFDKLKKSNAHYNLQNAFNLAEQHLGLUID618 1

P11940 PABPC1 Y 382 0,283539 3 ___1 0,979619 0,00156343 41,283 41,283 41,283 -0,63243 4929800 Polyadenylate-binding protein 1LAQRKEERQAHLTNQYMQRMASVRAVPNPVIUID299 1

Q08623 HDHD1 Y 26 0,289804 2 ___1 0,99956 6,86E-06 78,934 60,623 78,934 0,3937 5633400 Pseudouridine-5'-phosphataseLIFDMDGLLLDTERLYSVVFQEICNRYDKKYUID651 1

O14828 SCAMP3 Y 83 0,293894 2 ___1 0,988447 0,000131026 41,644 28,216 41,644 -0,096593 20738000 Secretory carrier-associated membrane protein 3SLQPSRKLSPTEPKNYGSYSTQASAAAATAEUID141 1

P53041 PPP5C Y 313 0,294351 3 ___1 1 1,10E-12 87,16 87,16 87,16 -0,88183 28250000 Serine/threonine-protein phosphatase 5HLLRGNHETDNMNQIYGFEGEVKAKYTAQMYUID519 1

Q02241 KIF23 Y 582 0,294857 3 ___1 0,986199 0,00177793 42,395 28,188 42,395 0,12421 3020400 Kinesin-like protein KIF23TLEYKIEILEKTTTIYEEDKRNLQQELETQNUID621 1

Q9NR20 DYRK4;DYRK2Y 264 0,295133 2 ___1 0,995943 0,00121755 135,84 109,95 135,84 -0,22914 183740000 Dual specificity tyrosine-phosphorylation-regulated kinase 4;Dual specificity tyrosine-phosphorylation-regulated kinase 2IDFGSSCYEHQKVYTYIQSRFYRSPEVILGHUID785 1

P08238 HSP90AB1;HSP90AB2PY 485 0,296189 2 ___1 0,905632 0,000144169 66,435 46,648 66,435 -0,29166 23076000 Heat shock protein HSP 90-beta;Putative heat shock protein HSP 90-beta 2EEYVSRMKEIQKSIYYITGESKEQVANSAFV;SEYVSRMKETQKSIYYITGESKEQVANSAFVUID253 1

Q9NQR4 NIT2 Y 49 0,296781 2 ___1 0,863421 0,000692198 42,001 36,029 42,001 0,89489 12282000 Omega-amidase NIT2QGAKIVSLPECFNSPYGAKYFPEYAEKIPGEUID846 1

P41240 CSK Y 18 0,302732 3 ___1 0,997473 3,52E-09 82,102 82,102 81,619 -0,023652 57112000 Tyrosine-protein kinase CSKAIQAAWPSGTECIAKYNFHGTAEQDLPFCKGUID455 1

Q8IWV1 LAX1 Y 93 0,304363 2 ___1 1 0,000746941 128,1 112,94 128,1 -0,15163 13985000 Lymphocyte transmembrane adapter 1PLLTLPQTRQRAKNIYDILPWRQEDLGRHESUID752 1

P49914 MTHFS Y 83 0,304998 3 ___1 0,984156 0,000535589 47,288 34,41 47,288 -0,083567 2416800 5-formyltetrahydrofolate cyclo-ligaseIKDIFQRGKICFIPRYRFQSNHMDMVRIESPUID503 1

P08621 SNRNP70 Y 146 0,306905 2 ___1 0,999998 1,97E-05 68,224 55,696 68,224 -0,67401 8992000 U1 small nuclear ribonucleoprotein 70 kDaRIHMVYSKRSGKPRGYAFIEYEHERDMHSAYUID258 1

P60709 ACTB;ACTG1;POTEEY 218 0,308137 3 ___1 0,999915 9,58E-08 56,247 56,247 56,247 0,71364 78497000 Actin, cytoplasmic 1;Actin, cytoplasmic 1, N-terminally processed;Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processed;POTE ankyrin domain family member ETAEREIVRDIKEKLCYVALDFEQEMATAASSUID544 1

Q13291 SLAMF1 Y 281 0,30905 2 ___1 0,998069 3,95E-12 120,54 101,72 90,108 -0,84543 3032800000 Signaling lymphocytic activation moleculeTNHYQTTVEKKSLTIYAQVQKPGPLQKKLDSUID665 1

P46821 MAP1B Y 1062 0,312633 2 ___1 0,998588 1,00E-07 70,332 64,838 70,332 -0,20306 93205000 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1AVVDKAAEAGGAEEQYGFLTTPTKQLGAQSPUID480 1

P07900 HSP90AA1;HSP90AA2P;HSP90AB1;HSP90AB3P;HSP90AB2PY 61 0,314091 2 ___1 0,999972 2,21E-06 84,568 61,548 84,568 0,33845 49264000 Heat shock protein HSP 90-alpha;Heat shock protein HSP 90-alpha A2;Heat shock protein HSP 90-beta;Putative heat shock protein HSP 90-beta-3;Putative heat shock protein HSP 90-beta 2RELISNASDALDKIRYESLTDPSKLDSGKEL;RELISNSSDALDKIRYESLTDPSKLDSGKEL;WELISNASDALDKIRYESLTDPSKLDSGKELUID239 1

P53801 PTTG1IP Y 174 0,315481 3 ___1 1 3,91E-06 100,72 94,024 100,72 0,56534 47053000 Pituitary tumor-transforming gene 1 protein-interacting proteinDEIRKKYGLFKEENPYARFENN_________UID525 1

P35568 IRS1 Y 632 0,317919 2 ___1 0,883474 0,00114418 45,161 27,125 45,161 -0,056236 34560000 Insulin receptor substrate 1PGVAPVPSGRKGSGDYMPMSPKSVSAPQQIIUID427 1

P49773 HINT1 Y 109 0,321822 4 ___1 0,993825 1,79E-23 105,56 102,84 105,56 0,096087 57265000 Histidine triad nucleotide-binding protein 1YRMVVNEGSDGGQSVYHVHLHVLGGRQMHWPUID498 1

P52333 JAK3 Y 980 0,331563 3 ___1 0,931493 3,35E-06 121,08 121,08 110,86 -0,11821 76437000 Tyrosine-protein kinase JAK3IADFGLAKLLPLDKDYYVVREPGQSPIFWYAUID516 1

Q04760 GLO1 Y 136 0,334367 3 ___1 0,964261 1,73E-12 84,508 84,508 84,508 0,48149 58828000 Lactoylglutathione lyaseDPRGFGHIGIAVPDVYSACKRFEELGVKFVKUID627 1



Q99471 PFDN5 Y 91 0,341435 3 ___1 0,764052 9,58E-05 40,856 36,417 40,856 0,82631 12760000 Prefoldin subunit 5LHDVEHVLIDVGTGYYVEKTAEDAKDFFKRKUID808 1

P06493 CDK1 Y 19 0,343145 3 ___1 0,999602 3,61E-07 93,649 29,833 73,624 0,50229 148760000 Cyclin-dependent kinase 1YTKIEKIGEGTYGVVYKGRHKTTGQVVAMKKUID212 1

P02786 TFRC Y 20 0,344339 2 ___1 0,880851 1,43E-11 100,04 100,04 100,04 -0,14069 94456000 Transferrin receptor protein 1;Transferrin receptor protein 1, serum formARSAFSNLFGGEPLSYTRFSLARQVDGDNSHUID198 1

Q92797 SYMPK Y 693 0,347109 2 ___1 0,890138 0,00747767 41,029 41,029 41,029 -0,76051 16847000 Symplekin ALEVVRKYCEDESRTYLGMSTLRDLIFKRPSUID786 1

Q8NC51 SERBP1 Y 207 0,349354 2 ___1 0,998117 0,000188414 107,57 73,778 95,502 0,17925 127320000 Plasminogen activator inhibitor 1 RNA-binding proteinEFDRHSGSDRSSFSHYSGLKHEDKRGGSGSHUID767 1

Q96PK6 RBM14 S 582 0,356692 2 ___1 0,850727 0,0342544 63,816 31,401 63,816 1,0689 6444500 RNA-binding protein 14ANANSTPPPYERTRLSPPRASYDDPYKKAVAUID56 1

P51451 BLK Y 389 0,35693 2 ___1 0,979341 8,07E-08 121,83 106,89 121,83 -0,40667 76141000 Tyrosine-protein kinase BlkCKIADFGLARIIDSEYTAQEGAKFPIKWTAPUID513 1

Q15154 PCM1 Y 1176 0,357524 3 ___1 0,949639 1,77E-05 40,756 40,756 40,756 -0,66468 27544000 Pericentriolar material 1 proteinEQQQPLAQNSSGKTEYMAFPKPFESSSSIGAUID700 1

Q99952 PTPN18 S 390 0,360647 2 ___1 0,68641 0,0143892 56,729 40,882 56,729 0,72128 31513000 Tyrosine-protein phosphatase non-receptor type 18GTGTGARSAEEAPLYSKVTPRAQRPGAHAEDUID57 1

O15371 EIF3D Y 50 0,36133 3 ___1 0,846936 7,46E-05 53,754 46,384 41,644 -0,10319 18481000 Eukaryotic translation initiation factor 3 subunit DKGDRLGKVADWTGATYQDKRYTNKYSSQFGGUID156 1

P33241 LSP1 Y 318 0,362095 2 ___1 0,999514 0,0160854 40,352 31,489 40,352 0,98363 2540500 Lymphocyte-specific protein 1SKTSSTIKSTPSGKRYKFVATGHGKYEKVLVUID421 1

Q8N6F7 GCSAM Y 107 0,362095 3 ___1 0,796451 1,05E-05 49,865 46,202 49,865 0,35188 98905000 Germinal center-associated signaling and motility proteinRVLCTRPSGNSAEEYYENVPCKAERPRESLGUID765 1

P62258 YWHAE Y 9 0,36214 2 ___1 1 5,37E-06 107,79 79,775 85,958 -0,26178 58859000 14-3-3 protein epsilon_______MDDREDLVYQAKLAEQAERYDEMVUID566 1

Q9NX40 OCIAD1 Y 199 0,364679 2 ___1 0,964107 0,00144755 89,142 37,355 83,206 -0,9056 22228000 OCIA domain-containing protein 1PDPNLEESPKRKNITYEELRNKNRESYEVSLUID859 1

P11310 ACADM Y 400 0,367057 2 ___1 0,997695 4,11E-05 64,297 53,133 64,297 0,12121 12333000 Medium-chain specific acyl-CoA dehydrogenase, mitochondrialYPVEKLMRDAKIYQIYEGTSQIQRLIVAREHUID289 1

O43164 PJA2 Y 42 0,378705 3 ___1 0,998497 2,29E-05 64,64 64,64 56,205 -0,19223 12746000 E3 ubiquitin-protein ligase Praja-2GYQTITGRRYGRRHAYVSFKPCMTRHERSLGUID157 1

O14639 ABLIM1 Y 373 0,383076 3 ___1 0,981773 6,66E-07 70,26 70,26 69,594 0,44855 39653000 Actin-binding LIM protein 1SRPGSSIPGSPGHTIYAKVDNEILDYKDLAAUID137 1

Q9BRY0 SLC39A3 Y 147 0,383985 4 ___1 0,991763 6,41E-06 49,188 46,09 49,188 0,27972 16241000 Zinc transporter ZIP3EYESPFMGGARGHALYVEPHGHGPSLSVQGLUID814 1

P46940 IQGAP1 Y 654 0,386765 3 ___1 0,925556 6,73E-06 44,167 37,368 44,167 0,17569 87495000 Ras GTPase-activating-like protein IQGAP1VGKTLSALRSPDVGLYGVIPECGETYHSDLAUID487 1

Q00610 CLTC Y 883 0,395783 2 ___1 0,999901 0,00148592 48,283 17,713 48,283 0,73292 3334000 Clathrin heavy chain 1EGCEEPATHNALAKIYIDSNNNPERFLRENPUID613 1

Q9UDY2 TJP2 Y 1118 0,413893 2 ___1 1 0,00014903 93,374 93,374 92,47 -0,1511 35820000 Tight junction protein ZO-2AQNARIEIAQKHPDIYAVPIKTHKPDPGTPQUID870 1

P15260 IFNGR1 Y 304 0,420398 2 ___1 0,997782 0,000213539 51,092 42,988 51,092 -0,19282 24190000 Interferon gamma receptor 1SVVRSATLETKPESKYVSLITSYQPFSLEKEUID325 1

P11216 PYGB Y 204 0,421103 3 ___1 0,999951 5,76E-05 56,482 49,6 56,482 -0,32647 17999000 Glycogen phosphorylase, brain formPWEKARPEYMLPVHFYGRVEHTPDGVKWLDTUID287 1

P61313 RPL15 Y 59 0,423095 2 ___1 0,999967 0,00635348 74,335 33,389 74,335 -0,44009 31408000 60S ribosomal protein L15RPDKARRLGYKAKQGYVIYRIRVRRGGRKRPUID558 1

Q9Y520 PRRC2C Y 663 0,424579 2 ___1 0,998615 0,000815464 81,296 38,05 81,296 -0,87317 5657900 Protein PRRC2CEPESGSQPRPAVLSGYFKQFQKSLPPRFQRQUID914 1

P15391 CD19 Y 500 0,424776 2 ___1 0,767859 5,76E-05 62,466 52,095 62,466 0,3693 24767000 B-lymphocyte antigen CD19AWDPSREATSLGSQSYEDMRGILYAAPQLRSUID327 1

P31939 ATIC Y 104 0,425226 2 ___1 1 2,57E-05 73,931 67,036 49,418 -0,54339 36371000 Bifunctional purine biosynthesis protein PURH;Phosphoribosylaminoimidazolecarboxamide formyltransferase;IMP cyclohydrolaseARLDFNLIRVVACNLYPFVKTVASPGVTVEEUID413 1

Q5TKA1 LIN9 Y 376 0,429497 2 ___1 0,847351 0,000172774 57,598 57,598 57,598 0,69878 4673600 Protein lin-9 homologKKLREMNTEAEKLKSYSMPISIEFQRRYATIUID717 1

Q92882 OSTF1 Y 152 0,432747 2 ___1 1 0,00629135 43,083 37,048 43,083 1,6117 3109000 Osteoclast-stimulating factor 1NKLGDTALHAAAWKGYADIVQLLLAKGARTDUID790

Q7Z3C6 ATG9A Y 785 0,433292 2 ___1 0,99944 0,0029792 54,416 44,711 54,416 0,54445 12932000 Autophagy-related protein 9AGAPETTALHGGFQRRYGGITDPGTVPRVPSHUID741

P84103 SRSF3 Y 32 0,455946 2 ___1 0,995796 3,43E-14 110,61 71,393 110,61 1,3448 14292000 Serine/arginine-rich splicing factor 3LGNNGNKTELERAFGYYGPLRSVWVARNPPGUID607 1

Q96PK6 RBM14 T 579 0,456716 2 ___1 0,66878 0,0307181 60,91 24,353 60,91 1,2245 6202900 RNA-binding protein 14GAVANANSTPPPYERTRLSPPRASYDDPYKKUID112 1

P40259 CD79B Y 207 0,459539 3 ___1 0,967689 1,19E-21 86,551 86,551 86,551 -0,031334 281400000 B-cell antigen receptor complex-associated protein beta chainEDHTYEGLDIDQTATYEDIVTLRTGEVKWSVUID449 1

P60709 ACTB;ACTG1 Y 166 0,465598 3 ___1 0,582897 2,32E-07 51,586 49,704 51,586 1,7302 32651000 Actin, cytoplasmic 1;Actin, cytoplasmic 1, N-terminally processed;Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processedIVMDSGDGVTHTVPIYEGYALPHAILRLDLAUID547 1

Q9H2H8 PPIL3 Y 78 0,47029 4 ___1 0,890242 2,14E-07 62,68 52,623 62,68 0,012598 19948000 Peptidyl-prolyl cis-trans isomerase-like 3GNSIWGKKFEDEYSEYLKHNVRGVVSMANNGUID835 1

Q8IZD4 DCP1B Y 133 0,476436 2 ___1 0,998517 0,00401271 49,57 38,08 49,57 0,37945 12144000 mRNA-decapping enzyme 1BEECQRIAELMKNLTQYEQLKAHQGTGAGISPUID758 1

P27816 MAP4 Y 47 0,480456 2 ___1 0,972766 0,000631105 50,284 38,552 50,284 -0,28448 8107500 Microtubule-associated protein 4EAFDDVVGETVGKTDYIPLLDVDEKTGNSESUID393 1

Q9Y2W1 THRAP3 Y 710 0,4841 2 ___1 1 0,018671 45,081 28,928 45,081 -0,15593 2261000 Thyroid hormone receptor-associated protein 3EMKSPREPGYKAEGKYKDDPVDLRLDIERRKUID897 1

Q9Y3P8 SIT1 Y 127 0,488418 3 ___1 0,83116 6,09E-17 122,31 122,31 122,31 -0,43177 73692000 Signaling threshold-regulating transmembrane adapter 1PTLGGPARAAEEVMCYTSLQLRPPQGRIPGPUID903 1

Q92974 ARHGEF2 Y 125 0,501234 3 ___1 0,973549 5,86E-05 56,29 56,29 56,29 -0,14361 8421700 Rho guanine nucleotide exchange factor 2LRSKTTIRERPSSAIYPSDSFRQSLLGSRRGUID792 1

Q9BT23 LIMD2;LIMA1 Y 48 0,505666 2 ___1 0,981816 0,00994514 66,682 46,4 66,682 0,13954 5518600 LIM domain-containing protein 2;LIM domain and actin-binding protein 1RAQVKETCAACQKTVYPMERLVADKLIFHNSUID817 1

Q9UQE7 SMC3 Y 560 0,510064 2 ___1 0,999891 6,81E-05 61,56 51,251 61,56 -0,48263 33030000 Structural maintenance of chromosomes protein 3AFYTCVEVTAGNRLFYHIVDSDEVSTKILMEUID893 1

P55786 NPEPPS;NPEPPSL1Y 173 0,513927 2 ___1 0,999992 1,12E-15 85,256 60,039 85,256 1,8988 10764000 Puromycin-sensitive aminopeptidase;Puromycin-sensitive aminopeptidase-like proteinGFYRSKYTTPSGEVRYAAVTQFEATDARRAFUID536 1

Q8WWY3 PRPF31 Y 205 0,524047 2 ___1 0,99987 5,34E-05 84,658 84,658 57,177 1,0544 20280000 U4/U6 small nuclear ribonucleoprotein Prp31ACDMALELNASKHRIYEYVESRMSFIAPNLSUID776 1

P23528 CFL1;CFL2 Y 82 0,53373 2 ___1 0,999924 2,96E-05 77,677 64,888 77,677 1,3978 25634000 Cofilin-1;Cofilin-2PYATFVKMLPDKDCRYALYDATYETKESKKEUID371 1

P31785 IL2RG Y 325 0,540191 2 ___1 0,886533 0,00100414 45,997 31,503 45,997 0,11785 18991000 Cytokine receptor common subunit gammaWSGVSKGLAESLQPDYSERLCLVSEIPPKGGUID411 1

Q6P2Q9 PRPF8 Y 2091 0,554745 2 ___1 0,999035 7,39E-06 96,015 75,495 96,015 -2,1379 61466000 Pre-mRNA-processing-splicing factor 8RAISAANLHLRTNHIYVSSDDIKETGYTYILUID724 1

Q9NZ63 C9orf78 Y 147 0,560188 2 ___1 1 5,95E-05 62,303 41,432 62,303 -0,41127 16842000 Uncharacterized protein C9orf78HEEQKVKPKNAEDCLYELPENIRVSSAKKTEUID864 1

P40259 CD79B Y 196 0,560195 3 ___1 0,95961 7,99E-30 99,838 99,838 99,838 0,77265 105460000 B-cell antigen receptor complex-associated protein beta chainLDKDDSKAGMEEDHTYEGLDIDQTATYEDIVUID448 1

Q6ZUJ8 PIK3AP1 Y 694 0,564349 2 ___1 0,999917 3,01E-06 163,32 138,47 163,32 -0,0020897 454280000 Phosphoinositide 3-kinase adapter protein 1IRHSQHLPAKVEFGVYESGPRKSVIPPRTELUID729 1

Q96DU3 SLAMF6 Y 274 0,565102 3 ___1 0,903659 3,46E-23 97,57 97,57 97,57 -0,17501 275470000 SLAM family member 6TQRTQGPAESARNLEYVSVSPTNNTVYASVTUID800 1;2

P22681 CBL S 675 0,577955 2 ___1 0,549746 2,63E-05 66,262 66,262 66,262 -0,25675 67060000 E3 ubiquitin-protein ligase CBLDHPKIKPSSSANAIYSLAARPLPVPKLPPGEUID19 1

P50402 EMD Y 161 0,588929 3 ___1 0,973709 4,03E-07 67,605 57,683 67,605 1,6343 22812000 Emerin ECKDRERPMYGRDSAYQSITHYRPVSASRSSUID505 1

Q9Y520 PRRC2C Y 17 0,59185 2 ___1 0,99975 3,44E-05 90,629 78,582 90,629 0,22203 13546000 Protein PRRC2CSEKSGQSTKAKDGKKYATLSLFNTYKGKSLEUID915 1

P41250 GARS Y 453 0,592942 2 ___1 0,774391 4,51E-08 88,187 62,528 88,187 0,42622 50510000 Glycine--tRNA ligaseAHYACDCWDAESKTSYGWIEIVGCADRSCYDUID457 1

Q16881 TXNRD1 Y 163 0,593189 2 ___1 0,980778 5,37E-17 107,17 107,17 107,17 0,0027568 98937000 Thioredoxin reductase 1, cytoplasmicLLKMNGPEDLPKSYDYDLIIIGGGSGGLAAAUID710 1

Q9UPZ9 ICK Y 159 0,620465 2 ___1 0,731329 1,86E-05 70,977 60,606 70,977 -0,30392 9725400 Serine/threonine-protein kinase ICKFGLAREIRSKPPYTDYVSTRWYRAPEVLLRSUID891 1

P22681 CBL Y 674 0,630711 3 ___1 0,941844 2,74E-08 64,723 57,845 48,216 -1,5553 494360000 E3 ubiquitin-protein ligase CBLCDHPKIKPSSSANAIYSLAARPLPVPKLPPGUID359 1

O75717 WDHD1 Y 675 0,633957 3 ___1 0,973886 8,86E-06 63,894 63,894 63,894 0,96465 13160000 WD repeat and HMG-box DNA-binding protein 1PICNTREHCKGKSDHYWVVGIHENPQQLRCIUID182 1

Q9UN19 DAPP1 Y 139 0,660033 3 ___1 0,993272 2,73E-06 80,102 80,102 54,683 0,14949 103440000 Dual adapter for phosphotyrosine and 3-phosphotyrosine and 3-phosphoinositideVLKHPYPRKVEEPSIYESVRVHTAMQTGRTEUID886 1

Q96DU3 SLAMF6 Y 309 0,670111 3 ___1 0,979289 5,01E-08 72,089 66,483 68,972 -0,86006 2476800000 SLAM family member 6ETEIWTPRENDTITIYSTINHSKESKPTFSRUID799 1

Q9Y4H4 GPSM3 Y 108 0,678122 3 ___1 0,855282 0,000212852 49,12 42,823 49,12 0,073485 7394900 G-protein-signaling modulator 3LAPAPLRPLEDREQLYSTILSHQCQRMEAQRUID911 1

Q7Z5L2 R3HCC1L Y 218 0,696054 2 ___1 1 0,00011086 69,423 55,832 69,423 0,19206 2793500 Coiled-coil domain-containing protein R3HCC1LLEGRIETDTKVLEILYEFPRVFSSVMKPENMUID742 1

O00571 DDX3X;DDX3YY 283 0,711064 3 ___1 1 0,000865639 49,715 34,053 42,095 -0,63491 9120300 ATP-dependent RNA helicase DDX3X;ATP-dependent RNA helicase DDX3YISLVLAPTRELAVQIYEEARKFSYRSRVRPCUID132 1

Q96DU3 SLAMF6 Y 285 0,722843 3 ___1 0,976095 1,04E-22 123,53 123,53 123,53 0,30213 1607600000 SLAM family member 6RNLEYVSVSPTNNTVYASVTHSNRETEIWTPUID801 1;2

Q16576 RBBP7 Y 60 0,730366 4 ___1 0,999988 2,48E-16 84,166 84,166 84,166 0,22449 25642000 Histone-binding protein RBBP7TVQWLPEVTKPEGKDYALHWLVLGTHTSDEQUID708 1

Q96DU3 SLAMF6 Y 274 0,788427 3 ___2 0,903659 3,46E-23 97,57 97,57 97,57 -0,17501 275470000 SLAM family member 6TQRTQGPAESARNLEYVSVSPTNNTVYASVTUID1723 1;2

Q96DU3 SLAMF6 Y 285 0,805086 3 ___2 0,976095 1,04E-22 123,53 123,53 123,53 0,30213 1607600000 SLAM family member 6RNLEYVSVSPTNNTVYASVTHSNRETEIWTPUID1724 1;2

Q9Y3P8 SIT1 Y 90 0,813522 3 ___1 0,931692 3,38E-05 41,912 38,419 41,912 0,14057 50357000 Signaling threshold-regulating transmembrane adapter 1PGQGRSGESVEEVPLYGNLHYLQTGRLSQDPUID904 1

Q12912 LRMP Y 82 0,824275 2 ___1 0,998858 0,000596534 70,525 44,586 70,525 -0,048347 13350000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane proteinGVERVCPESLLQSREYSSLPLPRHTSSTDGTUID656 1

Q6ZUJ8 PIK3AP1 Y 594 0,827558 3 ___1 0,994829 8,55E-07 55,213 44,579 52,527 -0,39557 9727700 Phosphoinositide 3-kinase adapter protein 1GPPVRPWRDRPQSSIYDPFAGMKTPGQRQLIUID728 1

P08621 SNRNP70 Y 38 0,914329 3 ___1 0,999654 0,00047066 42,789 38,956 42,789 1,7052 7633100 U1 small nuclear ribonucleoprotein 70 kDaPPLEKLPHEKHHNQPYCGIAPYIREFEDPRDUID259 1

P62273 RPS29 Y 7 1,1021 3 ___1 0,999784 1,62E-05 84,507 73,582 84,507 -0,12086 17636000 40S ribosomal protein S29_________MGHQQLYWSHPRKFGQGSRSCRUID570 1

P14866 HNRNPL Y 574 1,33408 2 ___1 0,964617 3,28E-05 80,755 60,968 80,755 -0,30009 59555000 Heterogeneous nuclear ribonucleoprotein LLGFLNHYQMKNPNGPYPYTLKLCFSTAQHASUID323 1

P60842 EIF4A1;EIF4A2Y 250 1,89949 2 ___1 1 0,0144968 43,769 26,529 43,769 0,79411 7615400 Eukaryotic initiation factor 4A-I;Eukaryotic initiation factor 4A-II;Eukaryotic initiation factor 4A-II, N-terminally processedLVKKEELTLEGIRQFYINVEREEWKLDTLCDUID549 1



T: Gene nameslog2 Ratio H/M normalizedC: Amino acidN: Position C: Charge C: MultiplicityN: Localization probN: PEP N: Score N: Delta scoreN: Score for localizationN: Mass error [ppm]N: Intensity N: Intensity LN: Intensity MN: Intensity H

TMEM225 3,76956 S 106 3 ___3 0,604265 0,0027003 41,423 21,111 41,423 -1,8405 37422000 11817000 1134500 24471000

TMEM225 3,76956 S 109 3 ___3 0,604262 0,0027003 41,423 21,111 41,423 -1,8405 37422000 11817000 1134500 24471000

TMEM225 3,76956 S 112 3 ___3 0,604262 0,0027003 41,423 21,111 41,423 -1,8405 37422000 11817000 1134500 24471000

GOLPH3L 3,33013 T 267 2 ___1 1 0,0155128 66,435 15,526 63,816 -1,3258 8746400 6449300 369220 1927800

ASPH 3,29949 S 482 3 ___1 0,499998 0,00316152 54,974 15,549 54,974 3,3867 13845000 2441800 268080 11135000

ASPH 3,29949 T 484 3 ___1 0,499998 0,00316152 54,974 15,549 54,974 3,3867 13845000 2441800 268080 11135000

NEK9 3,15517 S 331 3 ___1 0,807172 0,00017099 97,253 89,541 97,253 0,56696 157600000 439870 22143000 135020000

CEP350 3,0979 S 2096 2 ___1 0,559455 0,0048912 70,488 33,507 70,488 -1,3532 31346000 22546000 1739200 7060800

TMEM232 3,01906 S 187 3 ___1 1 0,00750399 50,608 26,308 50,608 2,407 5984100 1359900 340310 4283900

ELF2 2,78033 S 400 2 ___2 0,500007 0,006752 45,653 23,12 45,653 1,334 29723000 22678000 463210 6581600

ELF2 2,78033 T 387 2 ___2 0,999986 0,006752 45,653 23,12 45,653 1,334 29723000 22678000 463210 6581600

ELF2 2,78033 T 399 2 ___2 0,500007 0,006752 45,653 23,12 45,653 1,334 29723000 22678000 463210 6581600

EHBP1 2,54738 S 408 2 ___1 1 0,015272 73,466 29,019 73,466 -0,43602 65342000 898460 6123900 58320000

SLU7 2,0073 S 282 2 ___2 0,999991 0,00959135 77,062 21,748 77,062 -0,49287 17524000 63168 795620 16665000

SLU7 2,0073 Y 284 2 ___2 0,500205 0,00959135 77,062 21,748 67,385 -0,70574 17524000 63168 795620 16665000

SLU7 2,0073 Y 285 2 ___2 0,500205 0,00959135 77,062 21,748 67,385 -0,70574 17524000 63168 795620 16665000

ARHGAP31 1,94972 S 547 2 ___2 0,73922 0,0135963 61,375 38,149 61,375 -2,1633 86185000 79526000 1586600 5072400

ARHGAP31 1,94972 T 546 2 ___2 0,692648 0,0135963 61,375 38,149 61,375 -2,1633 86185000 79526000 1586600 5072400

NELFE 1,94437 S 281 2 ___1 0,999997 0,00759682 61,038 48,058 61,038 -1,8476 8181200 397100 1458600 6325400

FXR2 1,90993 S 453 3 ___1 0,932429 2,74E-05 98,151 89,15 98,151 0,39444 318310000 6766200 79244000 232300000

CTNNBL1 1,85655 S 545 3 ___1 1 0,00014146 86,625 75,721 86,625 0,12506 241230000 1428000 120730000 119070000

NIN 1,37256 S 1503 2 ___1 0,501494 0,00828231 60,401 24,289 43,761 0,16183 166790000 151430000 4861200 10502000

ARID4B 1,34716 S 483 2 ___1 0,93722 0,00013898 101,75 74,724 101,75 0,85918 24101000 1728400 5580900 16792000

FLNB 1,32279 S 2478 2 ___1 0,885196 0,00093104 74,678 60,326 74,678 0,17498 5946700 1539600 1282700 3124400

AKAP6 1,26784 S 197 3 ___1 0,953718 0,00083547 64,488 52,636 64,488 -0,12045 12115000 617480 4122600 7374900

POC5 1,26117 S 105 2 ___1 0,925851 0,00048256 112,43 83,853 107,09 -0,2147 19838000 673460 4565500 14599000

DKC1 1,21729 S 455 2 ___1 0,835966 2,08E-09 147,16 131,53 147,16 0,63721 114150000 3010600 33171000 77969000

MARK2 1,21437 T 384 3 ___1 0,704063 0,0050896 55,128 37,64 55,128 -2,5296 3917700 294630 1183900 2439200

SRSF8 1,2052 S 26 2 ___1 0,912092 0,0016174 82,55 48,371 82,55 1,3248 104250000 5803200 26447000 72002000

MIA3 1,20437 S 1745 2 ___1 0,956746 0,00041144 122,1 79,353 122,1 1,8364 688460000 18004000 167240000 503220000

BAZ2A 1,20069 S 496 2 ___2 0,900626 0,0159832 58,093 44,187 58,093 0,89217 13227000 1069800 3659600 8497400

BAZ2A 1,20069 S 509 2 ___2 0,95667 0,00016344 118,36 94,685 118,36 0,39365 40395000 1750600 19965000 18680000

SUPT16H 1,15537 S 982 2 ___1 0,999911 5,29E-06 138,45 117,93 123,95 0,9911 122760000 5829500 27617000 89312000

INPP5D 1,13883 S 243 3 ___1 1 1,62E-63 205,44 185,42 205,44 -0,46519 3009500000 9622700 983760000 2016100000

MAPK1 1,10943 T 190 3 ___1 0,590199 0,00114719 64,298 54,893 64,298 -0,15323 44881000 6662000 11592000 26628000

MAPK3 1,10635 T 207 3 ___1 0,61705 0,00450202 51,942 34,117 51,942 -0,084726 68551000 2765200 23940000 41846000

BRAP 1,10099 S 117 2 ___1 0,995486 0,00044042 113,76 82,385 108,97 -0,18125 97748000 3042600 31888000 62818000

RFX1 1,08431 S 159 3 ___1 0,999591 7,76E-06 112,39 97,617 93,236 -1,8267 437440000 8656900 188220000 240560000

COG5 1,07615 S 197 3 ___1 0,993238 2,17E-09 141,13 109,37 141,13 -0,30702 51148000 618890 20866000 29662000

MYD88 1,06308 S 244 2 ___1 1 1,37E-07 140,24 78,809 140,24 -1,0584 38535000 17644000 6567400 14323000

SH3KBP1 1,05942 S 79 2 ___1 0,999832 1,33E-20 169,25 142,78 169,25 0,48755 169610000 3550900 39604000 126460000

SMG9 1,03496 S 32 2 ___1 0,999988 0,00049645 88,992 66,937 88,992 -0,25627 26746000 1601800 9659600 15485000

DCTN2 1,03405 T 198 3 ___1 0,98453 4,80E-05 92,198 82,611 92,198 1,2758 200760000 11503000 70013000 119240000

ZNF592 1,03345 S 368 2 ___1 0,848934 0,00267618 73,022 54,277 73,022 0,26196 138450000 6590300 33287000 98568000

HIP1R 1,03089 S 19 3 ___1 1 0,0164743 46,159 29,279 40,968 -0,28191 7381200 951960 2207300 4221900

SEC23IP 1,01913 S 737 2 ___1 0,999833 0,00294623 74,769 60,739 74,769 -1,1716 16895000 1333900 5686800 9874500

HSP90AA1 0,986801 S 231 2 ___1 1 0 420,84 375,51 361,38 1,8761 1961500000 10502000 1007800000 943220000

NUP133 0,985136 S 50 2 ___1 0,99984 0,00020197 84,493 67,212 84,493 1,1014 67177000 7105500 25354000 34718000

TCF25 0,976364 T 106 3 ___1 0,798219 1,44E-10 135,7 121,97 135,7 -0,67293 17730000 4752100 3898000 9079900

BCL2L13 0,970044 S 420 3 ___1 0,999978 0,00130515 61,524 42,314 61,524 -0,35462 31464000 294380 3516800 27653000

PEX19 0,965807 S 146 2 ___1 0,776342 1,55E-13 153,22 139,8 153,22 -2,6464 27513000 4108000 7210500 16194000

KAT8 0,957646 S 348 2 ___1 0,994802 4,62E-38 189,81 126,62 189,81 0,54171 76912000 1081100 32836000 42995000

EIF2AK4 0,947105 T 667 3 ___1 0,999779 0,00345004 57,238 45,11 57,238 1,1881 24457000 8441000 5303200 10713000

NUP205 0,946656 S 1942 2 ___1 0,966694 0,0001015 106,52 82,27 106,52 1,7441 15460000 252970 2722800 12484000

SH3KBP1 0,945934 S 82 3 ___1 0,696937 8,82E-07 77,681 77,681 77,681 -0,11004 236630000 8533400 77018000 151080000

FAM21A 0,942383 S 1054 2 ___1 0,842024 0,00026917 108,56 89,725 108,56 0,58851 17076000 3413600 3046200 10617000

ROCK1 0,9344 S 2 2 ___1 0,499997 0,00025155 96,745 75,904 96,745 -0,4441 30452000 1554700 13209000 15688000

ROCK1 0,9344 T 3 2 ___1 0,499997 0,00025155 96,745 75,904 96,745 -0,4441 30452000 1554700 13209000 15688000

PSMA5 0,930162 S 56 2 ___1 0,897563 4,04E-14 159,18 125,95 73,887 0,18793 1517100000 64407000 357710000 1095000000

ARHGAP35 0,929942 T 771 2 ___1 0,548671 0,00038799 116,03 76,109 102,87 -0,76382 10088000 2039100 2852800 5195600

OSBPL9 0,925651 S 325 3 ___2 0,660439 1,67E-67 219,34 174,42 72,876 0,61026 197360000 5318500 65113000 126920000

NCOR2 0,924958 S 67 3 ___1 0,999688 6,47E-05 114,55 100,09 114,55 -0,26388 72852000 4085600 30999000 37767000

STAU2 0,919149 S 416 2 ___1 0,999275 0,00054228 78,95 60,354 78,95 -0,20981 30331000 440750 9886600 20004000

CRTC2 0,917546 S 613 3 ___1 0,999735 0,00663877 46,662 29,782 46,662 -0,052793 92135000 4282200 32904000 54948000

STIM1 0,916057 S 257 3 ___1 1 3,72E-21 171,58 145,37 171,58 -1,0032 210310000 5895200 75998000 128420000

OSBPL9 0,91586 S 329 3 ___2 0,964173 4,04E-54 203,19 182,43 203,19 0,033574 419370000 5873800 202320000 211170000

TRIM28 0,915819 S 501 2 ___1 0,9986 0,00014615 107,35 75,072 107,35 1,2731 23844000 4853600 7836600 11154000

PDIA3 0,906121 S 191 4 ___1 0,84791 1,12E-05 59,18 53,86 59,18 0,80497 5287800 138820 1237900 3911000

CCDC108 0,901843 S 1509 2 ___2 0,99585 0,0033388 76,358 54,365 64,52 1,4735 96613000 65307000 15020000 16286000

CCDC108 0,901843 S 1516 2 ___2 0,992382 0,0033388 76,358 54,365 76,358 1,0609 96613000 65307000 15020000 16286000

MAPK3 0,901495 Y 204 3 ___1 0,659771 0,0103496 53,958 35,398 50,87 0,090216 59416000 1569400 17266000 40580000

EIF3J 0,900799 S 11 3 ___2 0,999466 3,86E-140 274,95 262,27 66,383 0,14551 3095000000 26856000 1760400000 1307800000

EIF3J 0,900799 S 13 3 ___2 0,999466 5,31E-06 109,83 98,882 66,383 0,14551 414100000 3664100 198060000 212380000

NEK4 0,895262 S 563 2 ___1 1 0,00020205 107,85 88,576 81,494 0,086057 108950000 2095800 28938000 77920000

R3HDM1 0,888149 S 187 3 ___1 1 0,00088245 63,69 53,493 63,69 -0,070599 48230000 1167900 9129000 37933000

MDN1 0,886486 S 4889 2 ___1 1 2,51E-21 173,09 138,6 173,09 -1,6287 57397000 3584200 19847000 33966000

GLCCI1 0,886277 S 105 2 ___2 0,96946 2,59E-06 104,03 88,753 104,03 -0,05953 14052000 973930 3971500 9106500

GLCCI1 0,886277 S 108 2 ___2 0,979879 3,15E-15 154,49 138,61 154,49 0,042822 74774000 1571100 26736000 46466000

SERBP1 0,881351 S 152 3 ___1 1 0,0093327 49,089 36,425 47,32 0,49335 25260000 331160 21854000 3074300

PRKACA;PRKACG;PRKACB0,870582 T 196 3 ___1 0,523681 0,00428492 50,499 37,178 50,499 -1,1132 26587000 2060400 9975700 14551000

ZC3H4 0,868845 S 908 2 ___1 0,8931 7,20E-05 112,91 92,524 104,38 -3,7242 94341000 516750 27627000 66197000

BRMS1L 0,866881 S 197 3 ___1 1 2,41E-17 163,86 91,219 41,383 -0,48714 339950000 14452000 148320000 177180000

OSBPL9 0,86417 S 326 3 ___2 0,775081 4,69E-09 139,22 118,72 129,27 -0,28156 1310600000 7022000 602030000 701560000

AKAP6 0,862511 S 481 2 ___1 0,976117 0,0179682 76,228 34,352 72,365 0,34291 56480000 582980 17495000 38402000

HNRNPC 0,861161 S 238 3 ___2 0,500072 0,00404022 60,768 43,888 60,768 -0,20237 8358600 1467000 3994400 2897200

SNX2 0,847296 S 119 2 ___1 0,999694 0,00157336 101,71 79,719 78,692 -0,081915 77373000 1355100 25547000 50471000

DPH7 0,843662 S 353 2 ___1 0,999786 0,00162927 77,204 61,264 70,622 -0,72815 14851000 773120 8983900 5094100

DNAAF2 0,842697 S 641 3 ___1 0,940522 6,08E-05 91,416 78,488 91,416 1,028 39450000 16930000 9641000 12879000

MPHOSPH8 0,836651 S 189 3 ___1 0,581172 0,00233033 58,835 44,065 58,835 -0,25056 48544000 10164000 11756000 26625000

SPECC1L 0,832282 S 832 2 ___1 0,879401 5,76E-13 161,84 113,1 161,84 0,57385 49142000 974130 17594000 30574000

SOS1 0,831441 S 1082 2 ___1 0,999347 0,00147944 75,548 51,205 74,46 2,512 24271000 8999200 5501600 9770600

AASDH 0,826437 S 649 4 ___1 1 6,35E-05 105,61 93,18 105,61 0,072636 38768000 65869 14150000 24552000

SLC1A4 0,825704 S 521 3 ___1 0,993227 2,68E-09 118,74 106,54 118,74 0,24723 27696000 1145900 7133600 19417000

AGFG1 0,816231 S 362 2 ___1 1 1,39E-64 216,29 192,69 216,29 0,10643 65469000 1808800 16280000 47380000

CDYL 0,814126 S 216 2 ___1 0,973164 0,00083874 87,824 62,607 83,856 0,37688 28502000 3219800 9472700 15810000

EVL 0,81293 S 369 2 ___1 1 7,69E-39 198,07 177,94 192,55 -1,033 187690000 3924200 81224000 102540000

EDC4 0,799264 S 486 4 ___1 0,995101 3,67E-15 97,015 86,803 97,015 -1,2447 143220000 6151800 33403000 103660000

WASH6P;WASH3P;WASH2P;WASH1;WASH4P0,795102 S 201 2 ___1 0,79759 0,00325855 92,866 58,635 92,866 0,66557 28772000 577580 4450400 23744000

BSDC1 0,794544 S 313 3 ___1 0,999608 0,0002123 53,55 39,819 53,55 1,9237 17690000 1331400 4478100 11881000

PPIL1 0,794187 T 147 3 ___1 0,537698 0,0106315 50,425 35,811 50,425 0,46226 22957000 692370 9876100 12388000

MLLT10 0,780478 S 689 3 ___1 0,801163 0,00027213 78,021 56,788 78,021 -1,7688 7975800 129800 2920000 4925900

RABL6 0,773321 S 596 3 ___1 1 4,93E-07 91,967 78,914 66,58 0,18244 105740000 3400400 54795000 47540000

USP33 0,773141 S 377 2 ___1 1 0,0097815 83,081 60,341 83,081 0,725 28517000 5263000 8986900 14267000

DDX42 0,766807 S 109 3 ___1 1 8,32E-06 105,96 94,435 45,836 0,39368 106840000 1778300 28071000 76986000

STK10 0,762899 S 13 2 ___1 0,959993 7,01E-07 131,12 98,385 106,67 0,099735 355040000 5027900 142770000 207250000

HN1L 0,761432 S 69 3 ___1 0,999046 7,83E-05 90,37 82,057 90,37 -0,097199 71717000 902010 36577000 34238000

RB1 0,754654 S 795 2 ___1 0,907967 0,00031528 132,83 119,67 118,35 0,25088 865500000 24074000 377030000 464400000

NUCKS1 0,750646 S 204 2 ___2 1 3,87E-29 188,54 147,74 141,6 -0,17069 1450600000 8601800 621290000 820700000

NUCKS1 0,750646 T 202 2 ___2 1 1,79E-11 141,6 130,83 141,6 -0,17069 1154700000 2265200 493830000 658620000

NOP58 0,748461 S 483 2 ___1 0,9385 4,23E-19 176,32 135,33 176,32 0,26267 89799000 4034300 34680000 51085000

RAB3GAP1 0,748345 S 537 2 ___1 0,9925 2,32E-39 200,45 173,68 185,55 0,61414 178940000 2156900 65931000 110850000

NUP153 0,747344 S 516 2 ___1 0,751028 0,00147715 76,759 57,937 58,32 2,283 57159000 3259800 27844000 26055000

MACF1 0,741402 S 534 3 ___1 0,499993 0,0011163 62,611 46,715 62,611 0,19347 8398600 201200 3250300 4947100
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MACF1 0,741402 T 533 3 ___1 0,499993 0,0011163 62,611 46,715 62,611 0,19347 8398600 201200 3250300 4947100

RPTOR 0,739416 S 859 2 ___2 0,849502 0,00201212 78,661 56,507 78,661 1,071 22227000 4279700 9992600 7954300

RPTOR 0,739416 S 863 2 ___2 0,956678 8,90E-130 267,54 241,4 213,35 -0,10124 668390000 31131000 343240000 294020000

MAP4K2 0,739394 S 328 4 ___1 0,5 0,00056754 67,364 54,931 67,364 -0,22242 24729000 360550 9677900 14691000

MAP4K2 0,739394 T 326 4 ___1 0,5 0,00056754 67,364 54,931 67,364 -0,22242 24729000 360550 9677900 14691000

SLC4A2 0,73933 S 173 2 ___1 0,8672 0,00039536 101,96 83,124 101,96 -0,10387 40392000 4190300 17981000 18221000

HSP90AA1 0,739029 S 476 2 ___1 0,999877 0,00099586 81,632 62,886 81,632 -1,6039 41213000 4522600 8759900 27931000

TADA3 0,736908 S 280 3 ___1 0,515186 0,00305714 40,328 28,014 40,328 -0,38384 11257000 1951500 2942400 6363300

RECQL5 0,734385 S 815 3 ___1 0,999983 3,86E-05 88,001 78,542 88,001 0,70235 75479000 1731600 24707000 49040000

TOP2A 0,732399 S 1393 3 ___1 0,577937 1,66E-05 69,674 56,745 69,674 0,16923 237380000 8351700 78644000 150390000

BACH2 0,725698 S 191 2 ___1 1 3,45E-05 123,58 103,02 123,58 0,66949 65984000 6385800 15251000 44347000

ADRM1 0,724738 S 405 2 ___1 1 0,0021196 95,417 84,894 95,417 -0,30257 7971100 733680 3001300 4236100

OSBPL8 0,719365 S 14 2 ___1 0,934026 2,00E-131 265,9 249,55 265,9 -0,020118 413380000 8864700 186200000 218320000

EFTUD2 0,718263 T 86 3 ___1 0,855328 1,60E-05 59,789 54,245 48,774 0,40123 53679000 2020500 7584400 44074000

UTP14A 0,71461 S 453 2 ___1 0,99822 2,67E-12 126,5 100,56 126,5 -0,052817 21338000 4563100 7405500 9369100

FLNA 0,714506 S 1084 2 ___1 0,930664 0,003422 66,289 50,348 66,289 3,1734 30169000 829730 7890100 21450000

PRPF4B 0,712288 S 32 2 ___1 0,999902 2,16E-28 178,14 154,08 178,14 -0,32251 32241000 140810 13485000 18615000

CNKSR3;IPCEF10,709114 S 786 2 ___2 0,999333 0,00352201 50,207 43,182 50,207 0,7599 41216000 8131500 12564000 20521000

CNKSR3;IPCEF10,709114 S 788 2 ___2 0,999206 0,00352201 50,207 43,182 50,207 0,7599 41216000 8131500 12564000 20521000

NKTR 0,708761 S 1276 3 ___1 1 0,00940242 55,186 37,486 47,545 -1,6214 10217000 102700 2666200 7448600

SYMPK 0,706995 S 494 3 ___1 0,999993 1,11E-32 171,29 157,4 171,29 0,80535 80226000 351910 38812000 41062000

ERCC5 0,706729 S 526 2 ___1 0,878657 0,0177939 64,244 43,863 54,501 -0,35451 9244000 1283700 3123800 4836400

RPS6KC1 0,70248 S 423 3 ___1 0,994992 0,00051345 76,151 53,676 76,151 0,25482 13611000 547820 5969500 7093800

CARD11 0,696884 S 593 3 ___1 0,66919 0,00306093 41,087 31,291 41,087 0,14188 42174000 16554000 9877700 15742000

MYC 0,695776 S 281 4 ___2 0,898444 1,18E-16 153,06 127,46 117,33 -0,0072742 205190000 13861000 97298000 94028000

RANBP2 0,69323 S 2805 2 ___1 0,576618 0,00025282 70,569 54,627 45,28 0,12582 5629700 320390 1718800 3590500

SPECC1L 0,692695 S 220 2 ___1 1 3,73E-20 167,29 136,89 150,39 0,14506 64262000 2912100 22667000 38683000

TADA3 0,689031 S 338 3 ___1 0,947903 2,79E-07 77,445 48,494 77,445 -0,37771 26498000 1298900 9006600 16192000

ISCU 0,688053 S 14 3 ___2 1 6,67E-05 103,19 43,463 44,382 0,19507 626610000 19714000 314070000 292830000

SUGT1 0,684639 S 281 2 ___1 0,681669 0,00237257 89,805 36,237 89,805 0,12343 9274000 472850 2373900 6427300

PRPF40B 0,681584 S 832 3 ___1 1 0,00033621 76,21 58,477 66,401 0,33946 132960000 1303000 65447000 66211000

XRCC1 0,679734 S 266 2 ___1 0,981869 0,00457488 82,102 63,689 82,102 0,51103 238350000 3838100 96429000 138090000

OSBPL8 0,677711 T 13 2 ___1 0,626813 6,15E-10 148,38 128,83 148,38 -0,61843 151760000 3034800 40818000 107910000

CDV3 0,675906 T 4 2 ___1 0,851272 0,00038117 88,507 70,095 72,615 -0,63242 99816000 1068900 33049000 65699000

TRAPPC8 0,674551 S 273 2 ___1 1 0,00038544 102,58 81,844 101,96 0,13315 40273000 2306700 27786000 10180000

TOP2B 0,668963 S 1466 2 ___1 1 9,86E-05 122,19 109,63 122,19 -0,085657 30486000 4695500 10920000 14870000

RBL2 0,666302 S 688 2 ___1 0,992385 4,39E-06 135,47 110,61 130,98 -0,26168 51705000 619110 27251000 23835000

SRRM1 0,664483 S 754 2 ___1 0,999955 0,00053575 111,52 64,706 111,52 1,383 33420000 3445500 9774600 20200000

CHD2 0,65862 S 1807 3 ___1 0,999937 0,00206776 73,022 48,093 73,022 0,1217 16968000 437980 7749100 8780600

GORASP2 0,657183 S 409 2 ___1 0,899377 0,00037099 105,31 93,7 105,31 0,17316 50900000 1626000 18815000 30459000

SLC12A4 0,656451 S 967 2 ___1 0,956183 0,0003894 101,96 85,014 101,96 0,68019 13318000 607510 6045400 6665400

RANBP2 0,645606 S 2804 3 ___1 0,973428 6,86E-06 114,91 91,122 79,426 -0,11486 798630000 19424000 326750000 452460000

PDCD4 0,639417 S 25 3 ___1 0,975463 9,45E-14 78,713 68,773 78,713 -1,885 29965000 849570 6545600 22570000

ADAR 0,638777 S 614 2 ___1 0,997811 0,00062509 103,88 73,442 70,412 -0,24308 60503000 6766900 24143000 29594000

PTPN1 0,637384 S 378 2 ___1 1 0,0017552 96,948 34,401 96,948 -0,38359 50041000 6374600 14749000 28917000

SRRM1 0,63281 S 391 2 ___2 0,998293 0,00397729 74,524 59,844 50,786 0,081686 1354400000 17145000 716280000 620930000

SRRM1 0,631575 S 10 3 ___1 0,999108 1,30E-26 187,45 171,79 74,966 -1,682 171790000 11072000 64593000 96126000

MYC 0,631554 S 293 3 ___2 0,999974 1,82E-23 165 134,41 115,18 0,021822 548030000 2785600 263850000 281400000

MARK3;MARK4;MARK1;MARK20,630871 T 208 2 ___1 0,987427 0,00290022 74,786 64,505 65,231 -0,89037 21111000 832730 6459700 13819000

DGCR14 0,626019 T 386 2 ___1 0,986319 3,34E-07 140,82 83,292 122,46 0,02824 10440000 1172600 3828300 5439400

ZNF691 0,625177 S 77 3 ___1 0,831768 0,00027315 76,704 51,811 76,704 -0,68866 18629000 1337300 6612900 10679000

NFKB1 0,625083 S 893 3 ___1 0,806327 0,00018413 79,172 58,166 50,827 -0,87218 136740000 12108000 62911000 61723000

SRRM1 0,623399 S 715 3 ___1 0,987662 0,00794664 57,434 46,885 57,434 -0,21517 544770000 472230000 23648000 48890000

DMXL1 0,621736 S 1896 2 ___1 0,998106 0,0101741 71,066 61,672 71,066 0,056584 65270000 3297100 23983000 37991000

SRRM2 0,620399 S 2171 4 ___1 0,84707 7,37E-05 106,49 89,777 106,49 -0,24358 46700000 450110 23344000 22906000

RUNX1 0,620305 S 21 2 ___2 0,999999 0,00021517 115,09 101,41 115,09 -0,051027 284590000 18555000 136610000 129430000

NEK9 0,619742 S 827 3 ___1 0,920035 3,01E-06 107,95 97,141 107,95 0,48493 25808000 901030 7486000 17421000

CNOT3 0,619648 S 542 2 ___1 0,722202 0,013612 91,215 52,939 91,215 -0,32993 16246000 6082200 4564500 5599700

PSMA7 0,618239 T 8 3 ___1 0,507032 0,00135826 44,178 34,119 44,178 1,8162 17951000 647890 4921400 12381000

ARID1A 0,617769 S 1182 2 ___1 0,613213 0,00022024 102,39 86,634 102,39 0,7386 9679200 195410 2974200 6509600

RALGAPA2 0,616169 S 819 2 ___1 0,566641 0,00943321 67,997 16,711 67,997 1,6507 11441000 3945700 2937000 4557800

NUP35 0,616169 S 100 2 ___1 0,688233 0,0114864 52,814 38,556 52,814 -0,28555 13158000 6450800 2530700 4176600

ATXN2 0,616075 S 624 3 ___1 0,999997 0,00133477 80,738 64,073 68,576 0,60884 32504000 1215900 9362600 21925000

TNFRSF17 0,611724 S 173 2 ___1 0,973073 0,00034299 104,55 84,087 89,466 -0,04414 158640000 28634000 53395000 76607000

STAT5B 0,610794 S 193 2 ___1 1 0,00011965 123,02 85,468 79,837 -1,216 58640000 1041500 28383000 29215000

RPL23A 0,609801 S 43 2 ___1 0,988909 8,03E-10 143,4 94,338 97,456 -0,45562 3140600000 6108600 1601300000 1533200000

PCF11 0,608147 S 494 2 ___1 1 8,12E-05 124,67 64,15 124,67 0,0082971 119570000 6280200 61045000 52248000

SLC1A5 0,602474 S 503 2 ___1 1 2,76E-14 154,74 141,06 154,74 0,14857 362800000 14060000 137940000 210800000

NOB1 0,601887 S 352 4 ___1 0,999806 2,93E-05 106,43 96,718 102,07 0,18796 72017000 1843700 40162000 30011000

U2SURP 0,601126 S 236 3 ___1 0,898651 0,00223369 61,732 47,474 61,732 -0,17941 48745000 4001600 30173000 14570000

CEP135 0,600936 S 599 2 ___1 1 0,0049028 52,693 39,101 52,693 -0,69624 9429600 3480800 2460300 3488400

NFYA 0,599021 S 326 3 ___1 0,999999 0,00022359 63,726 56,474 63,726 -0,15001 96207000 4579300 50081000 41547000

ZNF250 0,59842 S 134 3 ___1 0,974229 4,36E-05 77,287 69,389 61,732 0,69269 78352000 1501400 24197000 52654000

PPFIA1 0,59827 S 77 3 ___1 1 0,0116839 48,823 13,868 48,823 0,54949 4774000 340550 1360800 3072700

CLUH 0,59684 S 649 3 ___1 0,690869 8,16E-23 143,22 126,09 121,93 -0,60362 77609000 1524000 32472000 43613000

SLC9A6 0,59579 S 624 4 ___1 0,5 0,0023719 43,349 36,689 42,828 0,22449 16052000 117820 2898100 13036000

SLC9A6 0,59579 S 625 4 ___1 0,5 0,0023719 43,349 36,689 42,828 0,22449 16052000 117820 2898100 13036000

GPATCH8 0,591967 S 1009 3 ___1 1 0,00165031 76,378 61,456 76,378 -0,15642 39365000 919400 12823000 25623000

SRRM2 0,59194 S 2236 2 ___1 0,999898 0,0058095 65,038 47,373 65,038 -0,99427 26963000 1670000 9518200 15775000

WIPF1 0,589417 S 214 3 ___1 0,955821 1,36E-05 75,717 64,713 75,717 0,42647 79360000 2952700 33959000 42448000

WIZ 0,587098 S 1134 2 ___1 1 4,67E-12 156,08 125,21 138,02 0,12286 78952000 1673100 32077000 45202000

SIPA1L1 0,585605 S 1585 2 ___1 0,999766 1,30E-07 140,91 115,43 140,91 0,090457 21202000 879200 8124300 12198000

MPRIP 0,585059 S 365 4 ___1 0,634447 0,00039542 53,522 40,661 51,089 -0,60215 47569000 234610 21135000 26200000

IQSEC1 0,584385 S 512 3 ___1 0,99985 2,66E-05 124,86 105,14 124,86 0,36847 17667000 792870 7086500 9787400

MDC1 0,584174 S 1820 3 ___1 0,998785 0,00090456 70,41 57,795 70,41 -0,030317 44054000 27255000 7204800 9593900

CDV3 0,583482 S 8 2 ___1 0,949517 1,50E-05 116,35 88,704 116,35 0,34072 978980000 13174000 345950000 619860000

RNASEH2A 0,581358 S 277 2 ___1 1 2,13E-06 138,28 106,45 138,28 0,12041 224320000 50972000 70076000 103270000

PRKAR2B 0,578794 S 83 3 ___1 1 1,49E-13 78,909 74,052 42,865 -0,29879 144970000 892570 71625000 72455000

PRKAR2B 0,578794 S 85 3 ___1 1 1,49E-13 78,909 74,052 42,865 -0,29879 144970000 892570 71625000 72455000

TOP2A 0,5784 S 1377 2 ___1 0,999977 6,39E-05 90,731 90,731 88,087 -0,24492 206520000 11187000 82456000 112880000

RFX7 0,578311 S 674 2 ___1 0,754571 0,00104776 83,692 67,438 83,692 0,079203 24845000 1857800 9452400 13535000

SEMA4D 0,578013 S 833 3 ___1 0,999957 9,39E-05 116,48 95,665 116,48 -0,62197 227210000 9460700 98988000 118760000

PPP1R9B 0,577339 S 190 2 ___1 0,993807 2,23E-10 109,72 94,57 109,72 -0,12694 123690000 4209700 43210000 76267000

HUWE1 0,576667 S 3116 2 ___1 0,952277 0,00110298 78,505 62,961 78,505 -0,98109 10697000 2082400 3384600 5229700

REPS1 0,575312 S 475 3 ___1 0,799055 0,00045193 89,866 67,993 62,362 0,03012 49037000 1519300 19317000 28201000

PHACTR4 0,574438 S 270 4 ___2 0,999986 3,11E-08 75,82 66,677 75,82 -0,49001 106320000 12502000 42420000 51396000

MASTL 0,573859 S 453 3 ___1 0,542889 0,00609021 58,246 43,774 58,246 0,42719 5726800 192880 2852100 2681800

CEP97 0,573697 S 500 2 ___1 0,999692 3,28E-09 148,22 128,13 148,22 0,47268 140770000 7789500 49838000 83145000

ERCC5 0,572987 S 382 2 ___2 1 0,00011467 103,67 74,122 75,968 0,10945 67316000 18669000 23764000 24883000

ERCC5 0,572987 S 384 2 ___2 1 5,79E-26 174,87 154,59 75,968 0,10945 1470200000 63032000 719200000 687950000

SET 0,57289 S 28 3 ___1 0,908058 5,77E-11 147,11 127,22 147,11 0,062142 224780000 1034700 95190000 128550000

HUWE1 0,572017 S 2595 3 ___1 0,736176 0,00145265 51,473 38,416 51,473 0,07298 9352000 787770 3262700 5301500

C9orf78 0,569588 S 17 3 ___1 1 1,99E-39 194,97 169,82 90,912 1,1835 162250000 486440 69311000 92457000

HPS4 0,569394 S 272 3 ___1 0,969593 0,00283938 54,288 36,371 54,288 -1,473 15823000 1332100 10807000 3684400

MCM9 0,569102 S 915 3 ___1 1 1,01E-05 112,99 93,17 112,99 0,079861 50794000 730710 29816000 20247000

DOPEY2 0,566961 S 1183 2 ___1 1 0,00223393 105,13 64,637 105,13 0,48789 10525000 1320900 3363800 5840300

SRRM2 0,565545 S 2335 2 ___1 0,999999 0,00120755 78,615 62,859 78,615 -0,39726 61379000 5803100 24110000 31466000

ATAT1 0,563646 S 276 4 ___2 0,910646 0,00011927 65,454 54,843 62,683 0,15653 57652000 2080000 29626000 25946000

ERCC6L 0,562572 S 1082 2 ___1 0,829683 0,0135849 63,091 52,186 63,091 1,6615 3710200 373010 1349200 1987900

EIF3B 0,557582 S 239 2 ___1 0,999996 0,00033368 114,52 96,155 114,52 0,013487 49900000 3041600 28942000 17916000

Sep 01 0,557548 S 248 4 ___1 0,998697 1,68E-09 139,73 126 139,73 0,66906 242730000 1349500 86649000 154730000

PSMD4 0,556226 S 266 2 ___1 0,999966 0,00245391 97,734 76,956 97,734 -1,0878 8764100 853880 3258100 4652100

ZKSCAN8 0,554769 S 12 3 ___1 0,975901 3,31E-08 124,82 115,65 93,6 -0,98422 687570000 6373200 340710000 340490000

OSBPL3 0,554638 S 251 2 ___1 0,988081 1,77E-06 137,44 117,35 137,44 -1,4823 18268000 213650 10859000 7195300



YTHDF2 0,554351 S 2 2 ___1 0,999744 2,04E-35 193,96 167,86 193,96 0,040388 146370000 1860800 73587000 70921000

SNX1 0,553852 S 280 2 ___1 0,991744 0,00104302 80,96 57,21 80,96 0,012064 18391000 381590 3669800 14340000

POU2F2 0,553066 S 366 3 ___1 0,999902 0,00720379 47,814 29,083 47,814 0,38735 9027800 416630 2755200 5856000

KMT2C 0,552574 T 3977 3 ___1 0,842311 0,00790571 45,704 32,474 45,704 1,0671 10768000 558030 5003400 5206400

AHCYL2 0,551885 S 107 3 ___1 0,996994 0,00306613 50,945 30,746 50,945 -0,55134 7485900 616820 2947500 3921500

MIEF1 0,551392 S 94 3 ___1 0,931701 0,00087812 52,402 41,597 52,391 1,0236 38062000 5706600 12662000 19693000

RFX5 0,551295 S 183 2 ___1 0,499995 0,0182775 52,527 39,901 52,527 0,79894 10639000 343570 7108800 3186300

RFX5 0,551295 S 185 2 ___1 0,499995 0,0182775 52,527 39,901 52,527 0,79894 10639000 343570 7108800 3186300

NF1 0,550832 S 2515 2 ___1 0,987007 3,77E-80 231,17 210,32 231,17 -0,1631 80127000 20083000 27527000 32517000

PUM1 0,547542 S 709 2 ___1 0,999617 2,73E-07 139,86 93,266 139,86 0,21349 369330000 9244800 157560000 202520000

MEF2D 0,546364 S 121 3 ___1 1 0,00029593 86,548 76,267 83,966 -0,23176 92682000 18696 46960000 45704000

NR2C2 0,544288 S 328 3 ___1 0,692896 1,42E-10 116,94 102,18 116,94 0,36078 53499000 4609800 18459000 30431000

PSD4 0,542605 S 143 3 ___1 0,984674 0,0009843 68,156 50,017 50,705 0,14585 26227000 875020 15186000 10166000

ATXN1L 0,541812 S 361 4 ___1 0,999969 0,00011707 102,33 90,023 102,33 -0,19104 67871000 630160 39126000 28115000

CXCR4 0,541585 S 312 3 ___1 0,831022 9,37E-05 90,385 72,021 68,567 -0,14313 129770000 1863700 56569000 71342000

SIN3A 0,540305 S 10 3 ___1 1 0,00014095 92,492 82,509 92,492 -0,11449 122130000 5304500 63287000 53541000

DNMT1 0,537843 S 394 3 ___1 0,779467 0,00400883 46,027 37,532 46,027 0,40563 46083000 1242600 19531000 25310000

ZDHHC18 0,537147 S 30 3 ___1 0,773377 0,00186581 44,105 34,941 41,562 0,53485 7205200 1264200 3213600 2727300

MTOR 0,535521 S 1261 2 ___1 0,94625 2,57E-12 157,47 127,7 157,47 0,48032 47708000 1687500 20145000 25876000

MISP 0,535263 S 395 2 ___1 0,634101 0,00024116 107,35 90,97 107,35 -0,1255 148220000 8814400 63773000 75632000

NFX1 0,534759 S 326 3 ___1 0,787923 0,0164632 42,338 26,945 42,338 -0,036468 9919500 746320 3265000 5908100

MED1 0,531509 S 1207 2 ___1 0,999998 0,00074487 89,484 75,537 89,484 -0,089088 252660000 10025000 123720000 118920000

DENND1A 0,531469 S 523 3 ___1 0,945968 0,00318453 56,407 37,084 56,407 1,113 18704000 2336400 7633600 8733900

ARHGEF2 0,531169 S 886 3 ___1 0,999888 9,67E-05 87,772 79,484 87,772 0,34078 19003000 743960 9312800 8946000

RLTPR 0,528558 S 1362 4 ___1 1 9,77E-05 96,708 89,515 75,184 -0,020613 185320000 39989000 60049000 85279000

DDX42 0,527771 S 111 3 ___1 1 1,53E-07 121,62 116,92 45,836 0,39368 134290000 884220 35770000 97631000

C9orf78 0,527471 S 261 3 ___1 0,999998 5,71E-05 120,75 112,91 98,175 -0,43059 134460000 1997700 63525000 68939000

ACIN1 0,52717 S 478 3 ___2 0,958628 2,16E-29 122,41 122,41 93,397 -0,065258 282630000 10361000 156350000 115920000

CCDC92 0,52687 S 211 3 ___1 0,888817 0,0166095 40,616 30,695 40,616 -0,19898 24773000 1394100 10113000 13266000

ARID4A 0,52296 S 147 2 ___2 0,95816 1,94E-35 199,33 147,16 144,88 0,25918 205970000 6676900 102240000 97056000

ARID4A 0,52296 T 151 2 ___2 0,999933 0,0170447 65,043 42,988 65,043 0,71127 5992700 1273300 1556500 3163000

ZC3H18 0,522658 S 6 3 ___1 0,972328 0,00049996 43,384 35,705 43,384 -1,1151 17004000 2660700 5963400 8379500

CD79B 0,52085 Y 196 3 ___1 0,863657 2,61E-06 100,29 94,132 100,29 -0,26944 7524300 631550 2179500 4713200

PA2G4 0,519743 S 363 3 ___1 0,57494 0,00656129 79,659 25,243 42,095 -1,5034 13640000 723260 4163000 8754100

MINK1 0,518837 S 777 3 ___1 0,743448 4,05E-20 169,64 150,81 49,076 -0,40693 74021000 1007900 10824000 62189000

SF3B3 0,5188 S 1194 2 ___1 0,629951 0,00765325 69,108 41,138 69,108 -0,1644 76492000 3373600 31231000 41887000

SCAF1 0,517729 S 734 3 ___1 0,996144 0,0116707 42,454 37,65 40,682 0,038012 143660000 63128000 40675000 39860000

HERC1 0,516658 S 2720 3 ___1 0,999552 0,00010221 115,46 99,871 115,46 -0,21503 80875000 13104000 31238000 36532000

NUCKS1 0,516373 S 214 2 ___1 1 4,89E-221 317,01 295,45 317,01 1,0079 3500100000 120870000 1438400000 1940800000

DOT1L 0,513515 S 297 2 ___1 1 0,00032462 93,111 36,381 79,148 0,1372 36140000 1931900 14015000 20194000

FAM21A 0,510962 S 314 2 ___1 0,967833 0,0132175 55,763 38,685 55,763 0,94605 5367600 580970 1603600 3183100

RFX7 0,510703 S 672 2 ___1 0,601174 0,00236658 75,669 53,195 75,669 0,28638 34264000 5286400 10997000 17981000

TMF1 0,508954 S 344 2 ___1 0,999958 2,93E-28 182,57 153,77 116,96 0,016479 299570000 19615000 122590000 157360000

ZBTB44 0,507964 S 194 2 ___1 0,990993 5,85E-08 147,18 100,59 147,18 0,01485 38009000 1514400 18898000 17597000

VAPA 0,507742 T 170 3 ___1 0,976826 1,65E-08 142,19 100,5 120,66 -0,50544 80195000 2177100 37805000 40213000

SEC63 0,504163 T 537 2 ___1 1 0,00758816 93,494 86,25 93,494 0,25412 75426000 656180 37640000 37130000

IKZF1 0,503654 S 361 3 ___1 0,966203 2,92E-46 194,93 187,81 194,93 0,059515 286840000 16870000 172140000 97830000

PRR12 0,503349 S 915 3 ___1 0,504107 0,0135509 44,816 33,376 44,816 0,93197 17207000 1337100 6251000 9619000

PLEC 0,502714 S 1435 2 ___1 1 0,00475722 78,744 61,968 63,181 0,3211 136410000 3804900 55567000 77036000

PIK3C2A 0,501821 S 338 2 ___1 0,999998 0,0111203 101,72 57,952 101,72 -0,24767 11384000 764690 4318000 6301300

MFAP1 0,501414 S 118 2 ___1 1 0,00012301 112,74 97,861 112,55 0,19824 76659000 2649600 34417000 39592000

MCMBP 0,5013 T 160 2 ___1 0,874473 0,00921594 82,069 52,525 78,763 0,39723 16454000 6781200 3833000 5839400

GLCCI1 0,499782 S 108 2 ___1 0,979879 3,15E-15 154,49 138,61 154,49 0,042822 74774000 1571100 26736000 46466000

NPM1 0,49935 S 254 2 ___1 1 0,00396268 76,282 47,364 64,654 -0,18006 564100000 26921000 230570000 306610000

DHX29 0,498659 S 27 2 ___1 0,999998 0,0121928 62,287 23,653 62,287 -0,72821 9875900 656360 4358800 4860700

EVI2B 0,497703 S 268 3 ___1 0,743257 1,99E-05 115,32 104,78 73,76 -0,29358 72129000 2646000 31547000 37936000

MYCBP2 0,497638 S 2787 4 ___2 0,931004 0,0001432 94,72 82,932 94,72 -0,031976 69934000 399880 35198000 34336000

HCFC1 0,497376 S 598 2 ___1 0,92616 0,00031393 93,823 72,265 80,967 -0,10207 269080000 19150000 105650000 144280000

DOCK8 0,497019 S 2077 3 ___1 1 3,72E-14 163,84 142,54 86,772 -0,26773 2082600000 10169000 880280000 1192100000

SRRM2 0,496536 S 2694 2 ___1 0,999455 2,34E-08 109,16 63,788 99,283 0,45176 1828800000 59779000 764540000 1004400000

PRKCD 0,496209 S 304 2 ___1 0,975434 5,95E-39 192,94 167,07 160,13 1,3367 343480000 12841000 132650000 197990000

PUS7 0,496128 T 610 3 ___1 0,998164 1,52E-05 77,681 57,055 73,975 0,20976 130710000 5490400 52989000 72235000

ARHGAP35 0,495695 Y 1105 3 ___1 0,855994 0,00190132 73,464 63,333 73,464 0,20362 18506000 155840 14993000 3356900

MYCBP2 0,495593 S 2789 3 ___2 0,999618 1,04E-05 103,39 103,39 84,508 -0,36783 938090000 33490000 451810000 452790000

MISP 0,494569 S 543 2 ___1 0,986779 0,0226587 69,03 36,507 69,03 -0,22638 27716000 8113200 7895400 11708000

ATP13A1 0,492417 S 899 3 ___1 0,985043 0,0244561 41,86 27,83 41,86 -0,87367 7017000 616260 2984100 3416700

GLCCI1 0,492386 S 398 2 ___1 0,824371 0,00295387 94,465 88,522 94,465 0,38274 73405000 3446900 30285000 39673000

SUGT1 0,488989 S 321 2 ___1 0,997013 3,12E-06 130,24 66,476 130,24 0,22417 103350000 5964200 25211000 72175000

OSBPL9 0,488926 S 325 3 ___1 0,660439 1,67E-67 219,34 174,42 72,876 0,61026 197360000 5318500 65113000 126920000

RUNX1 0,488731 T 14 2 ___2 0,999892 0,0121492 88,552 69,309 63,145 0,29625 92653000 10864000 32800000 48989000

HSPH1 0,487692 T 815 2 ___1 1 0,00099301 115,82 59,693 115,82 0,91979 75482000 164500 69867000 5450600

PAICS 0,487609 T 238 2 ___1 1 0,00073089 115,39 84,516 82,75 -0,15752 87123000 4187300 40531000 42405000

ZNF148 0,487589 T 305 2 ___1 0,587389 1,95E-08 141,86 104,16 141,86 0,50578 21051000 926270 8081000 12044000

MYC 0,486404 S 293 3 ___1 0,999974 1,82E-23 165 134,41 115,18 0,021822 548030000 2785600 263850000 281400000

MISP 0,48575 S 394 2 ___1 0,970885 4,85E-06 132,65 115,13 96,666 0,28316 212060000 10055000 93931000 108070000

NUP205 0,485736 S 1939 2 ___1 0,999918 5,32E-05 116,96 95,186 114,31 0,3341 50055000 425870 22706000 26924000

DOCK7 0,485066 S 1383 2 ___1 0,999102 0,0112954 97,635 70,505 97,635 0,27219 26926000 1472100 10264000 15190000

SIPA1L1 0,484499 S 258 2 ___1 0,929428 0,0215816 51,774 40,16 51,774 1,7857 6140600 1482500 2002300 2655700

WDR44 0,48437 S 81 2 ___1 0,997561 2,39E-07 139,89 100,62 139,89 -0,051867 17845000 3350700 6090100 8404400

MTFR1 0,482222 S 119 2 ___1 1 0,00022246 110,44 84,707 110,44 -0,019094 57731000 34706000 9690200 13335000

REPS1 0,482126 S 475 3 ___2 0,799055 0,00045193 89,866 67,993 62,362 0,03012 49037000 1519300 19317000 28201000

REPS1 0,482126 S 482 3 ___2 0,994141 1,41E-10 134,67 119,19 130,72 0,042916 1565000000 16819000 777300000 770900000

DOCK7 0,481615 S 180 3 ___1 0,979052 0,00238112 74,769 58,025 74,769 0,29998 91564000 801190 46510000 44253000

ARHGEF2 0,47898 S 163 3 ___1 0,999841 0,00032111 64,488 55,994 64,488 -0,034277 28863000 305970 13291000 15266000

MPZL1 0,478368 S 221 2 ___1 0,993585 0,00042593 84,188 40,942 77,062 0,23668 122120000 4175200 45460000 72486000

CDK12 0,478191 T 893 2 ___1 0,999949 8,78E-08 151,54 121,73 148,85 0,022366 489800000 361030000 54464000 74299000

WDHD1 0,477653 S 868 4 ___1 1 3,58E-105 239,39 223,12 71,882 -0,38015 1599200000 130700000 739200000 729330000

HSP90AB1 0,476433 S 445 3 ___1 0,5 0,00286697 66,215 42,796 66,215 -2,3656 11351000 114990 6284400 4951300

HSP90AB1 0,476433 T 446 3 ___1 0,5 0,00286697 66,215 42,796 66,215 -2,3656 11351000 114990 6284400 4951300

RB1 0,476019 S 612 4 ___2 0,807087 8,75E-13 79,018 69,412 66,118 0,5561 70216000 917650 21150000 48148000

RB1 0,476019 T 601 4 ___2 0,523877 8,75E-13 79,018 69,412 79,018 -0,34604 63289000 917650 21150000 41221000

LSP1 0,475166 S 139 2 ___1 0,999999 1,33E-258 306,27 287,81 285,75 0,10274 1462900000 60458000 648130000 754280000

Sep 01 0,475079 S 315 2 ___1 0,923189 4,46E-15 157,28 135,29 157,28 0,51931 461090000 13048000 190210000 257830000

TTC1 0,474321 S 83 2 ___1 1 1,56E-09 144,88 125,04 144,88 1,6499 132340000 17396000 51079000 63861000

HUWE1 0,472806 S 3757 2 ___1 0,960119 9,11E-06 131,24 111,84 75,574 0,16997 179940000 15745000 68062000 96135000

SENP6 0,471321 S 919 3 ___1 0,999996 9,37E-05 100,4 81,323 90,385 0,078108 55234000 448070 24258000 30528000

FLNA 0,470203 S 2152 3 ___1 1 1,74E-14 156,74 138,2 156,74 -0,97775 83974000 1205900 40765000 42004000

FCHO1 0,469573 S 570 2 ___1 0,999889 0,0238665 68,107 50,722 68,107 -0,3466 23359000 777390 10182000 12400000

ZFC3H1 0,469261 S 352 2 ___1 0,662366 0,00019151 118,37 82,856 118,37 0,053994 89489000 3208700 35650000 50630000

ARHGEF2 0,467946 S 174 2 ___1 0,96804 4,49E-05 129,71 63,111 102,97 -0,16928 71955000 5292800 25764000 40898000

HMGB1 0,4675 S 35 3 ___1 0,999784 0,00289053 72,175 16,334 49,537 0,50156 104060000 1047500 45049000 57966000

EIF5B 0,466916 S 66 2 ___1 1 7,46E-08 134,99 78,63 113,65 -0,656 293460000 14294000 121900000 157270000

MINK1 0,464355 S 778 2 ___1 0,931656 1,34E-129 269,59 240,63 180,02 0,40979 118220000 1044800 55261000 61916000

DENND5B 0,463099 S 835 2 ___1 0,615754 0,0105305 70,488 47,571 70,488 -0,41029 12360000 558290 8058300 3743700

MICALL1 0,462066 S 640 3 ___1 0,999942 1,63E-07 139,44 139,44 121,21 0,55364 264760000 5533800 128420000 130800000

SLAIN2 0,461109 S 377 3 ___1 0,932084 0,00027117 78,088 33,521 72,421 -0,037409 35023000 342940 18567000 16113000

RAB7A 0,460812 S 72 2 ___1 1 1,90E-20 141,88 126,73 141,88 -0,12442 772710000 25922000 330220000 416570000

CLINT1 0,460638 T 308 3 ___1 0,921381 0,00031639 78,354 63,668 70,538 -0,25164 60759000 2265100 22610000 35884000

DBF4 0,460585 S 381 2 ___1 1 4,18E-05 120,86 64,126 120,86 0,88501 98892000 4237100 34684000 59971000

MECP2 0,459772 S 80 2 ___1 0,747984 1,16E-74 195,56 195,56 195,56 0,42437 114330000 4799200 44300000 65228000

CCNL2 0,459537 S 345 2 ___1 0,515914 0,00561767 94,82 51,512 94,82 -0,326 10212000 141580 4437300 5633500

MAP2K2 0,458277 S 23 3 ___1 0,961278 4,01E-22 129,25 127,52 122,11 0,17065 255290000 1060600 106610000 147620000

SYNRG 0,457332 S 852 3 ___2 0,993961 7,79E-07 86,191 70,55 75,88 -0,23991 186520000 9302000 84712000 92508000

SYNRG 0,457332 S 854 3 ___2 0,533152 2,93E-06 75,88 69,517 75,88 -0,23991 49508000 4189100 13843000 31476000



EXO1 0,456819 S 598 2 ___1 0,984119 0,0204083 62,823 39,074 54,416 -0,11901 16003000 1245300 5154500 9603600

NKAP 0,45607 S 5 3 ___1 0,615238 0,00392146 52,654 35,615 52,654 -0,47104 20184000 137220 9343000 10703000

TACC3 0,455544 S 250 3 ___1 0,545694 0,00860393 40,319 30,123 40,319 0,033712 7515400 714550 2883600 3917300

PANK2 0,453108 S 169 3 ___1 0,575718 0,00016178 93,583 76,505 93,583 0,27826 272400000 1072700 131540000 139780000

DNMT1 0,453075 S 154 2 ___1 0,972211 6,47E-09 143,93 131,3 113,47 1,6776 85141000 1544900 38809000 44787000

ANKRD11 0,452595 S 609 2 ___1 0,998943 0,00097662 77,746 53,026 77,746 -0,79547 14744000 2123800 5647100 6972800

EIF4ENIF1 0,450908 S 374 3 ___1 0,778021 1,22E-05 59,18 47,204 59,18 0,80321 16709000 853620 6480300 9374600

DHCR7 0,450871 S 14 2 ___1 1 1,13E-09 146,11 68,444 146,11 -0,19215 373410000 12622000 146350000 214440000

RALBP1 0,450697 S 29 2 ___2 0,998268 5,09E-59 222,21 182,34 222,21 -0,24778 1001400000 71524000 471810000 458040000

RALBP1 0,450697 S 34 3 ___2 0,957085 0,00096503 64,779 50,166 64,779 0,010759 27293000 956200 11649000 14688000

SSRP1 0,450453 S 444 3 ___1 1 4,93E-72 220,67 208,19 220,67 -0,1955 983170000 67762000 348010000 567400000

CXorf38 0,448161 T 314 2 ___1 1 8,34E-35 194,59 162,92 194,59 -0,25141 595220000 456340 321880000 272880000

SLC9A1 0,447526 S 785 2 ___1 0,71862 0,00039583 70,452 44,457 57,009 1,7651 18460000 1306400 10743000 6411500

ITPKB 0,446966 S 166 3 ___1 0,999532 4,74E-05 96,44 85,233 96,44 0,10413 28352000 919120 12772000 14661000

PRRC2C 0,446574 S 2013 2 ___1 0,999594 0,00394896 40,493 40,493 40,493 -0,39173 16022000 7986300 4551700 3484400

RAB6A 0,446284 S 2 2 ___1 0,5 1,72E-12 153,95 122,76 125,28 1,1356 186950000 15371000 60884000 110690000

RAB6A 0,446284 T 3 2 ___1 0,5 1,72E-12 153,95 122,76 125,28 1,1356 186950000 15371000 60884000 110690000

YTHDC2 0,445833 S 1089 3 ___1 0,54542 2,01E-07 101,58 85,177 101,58 -0,5006 99771000 2480900 65491000 31799000

SRRM2 0,443328 S 2343 2 ___1 0,999999 1,29E-06 135,91 97,509 135,91 -0,26645 174720000 11267000 64488000 98962000

RSF1 0,443182 S 604 3 ___1 1 0,00070398 91,657 52,232 47,204 -0,52038 141200000 462050 42899000 97840000

KLC4 0,442333 S 565 2 ___1 0,930185 0,00184242 109,29 70,514 109,29 -0,16221 71396000 2274300 35426000 33696000

JAKMIP1 0,442227 T 381 4 ___1 0,611949 8,00E-16 154,86 143,24 154,86 -0,068082 378820000 1608700 202530000 174680000

GLCCI1 0,441696 S 223 2 ___1 0,980648 0,0135724 66,498 33,974 66,498 0,034936 48287000 9965700 15649000 22672000

ARHGAP17 0,441058 S 575 3 ___1 0,999386 2,84E-10 92,469 83,481 75,515 -0,30128 729280000 1366400 444960000 282950000

TOP1 0,440343 S 2 2 ___1 1 7,14E-10 150,37 125,45 150,37 -0,13804 110400000 5128800 47470000 57805000

CBL 0,438932 S 669 2 ___1 0,925664 7,47E-05 97,836 70,427 97,291 -0,066008 332750000 1444500 167000000 164300000

ZFYVE26 0,438889 S 1764 3 ___1 0,805384 2,80E-05 82,665 76,691 70,112 0,49618 92697000 4309400 36034000 52354000

ABCF1 0,437867 S 22 2 ___1 0,704997 4,41E-07 138,46 108,35 103,1 0,40695 30476000 1476700 8633100 20366000

PRPF40A 0,437853 S 787 2 ___1 0,998588 0,00022774 94,45 80,788 94,45 2,3696 206020000 14418000 96476000 95124000

PARD6A 0,437654 S 278 3 ___1 0,898475 0,00013181 55,158 45,696 55,158 1,4978 13105000 1387000 4948400 6770000

RPAP3 0,437404 S 119 3 ___1 0,999049 4,11E-35 179,67 157,9 166,2 0,58385 118150000 5216700 56665000 56267000

ETV6 0,436482 S 271 3 ___1 1 0,00852208 51,888 42,634 51,888 -0,1728 12674000 2589800 4545600 5538900

NCKIPSD 0,434333 S 122 3 ___1 0,815627 5,89E-20 156,37 148,19 89,634 -0,3655 115220000 13672000 38723000 62822000

EPB41L2 0,43398 S 499 2 ___1 1 0,0011986 107,55 81,491 60,478 -0,17783 209400000 31402000 81343000 96653000

HMGB1 0,432342 S 39 3 ___1 0,989048 0,00101875 67,418 54,925 61,477 0,4174 22953000 397940 9728800 12826000

C6orf106 0,431035 S 272 3 ___1 0,728065 1,49E-05 81,697 67,825 81,697 0,21279 74346000 654570 43590000 30102000

GIGYF2 0,430927 S 1284 2 ___1 0,814437 0,00318849 67,416 44,499 67,416 0,21612 11216000 3004900 3676000 4535100

KMT2E 0,430927 T 1074 3 ___1 0,589101 0,00488937 57,537 41,553 57,537 -3,5217 50344000 1695700 21893000 26754000

CEP97 0,430606 S 717 4 ___1 0,907836 0,00272688 40,937 30,034 40,937 -0,5508 38125000 404530 22605000 15115000

PRKRA 0,429847 S 18 3 ___1 0,947354 7,38E-05 95,519 84,376 72,805 -0,17681 350900000 732980 152670000 197500000

FAM193A 0,429107 S 381 2 ___1 0,624114 0,00013861 96,604 63,414 96,604 0,090329 41144000 4040800 10744000 26359000

LSP1 0,429051 T 202 3 ___1 0,739069 0,00438251 77,062 39,882 74,611 -0,013701 173970000 3554700 73258000 97153000

FBXL19 0,427562 S 408 4 ___1 0,973364 0,00090907 47,96 42,955 47,96 -0,055737 8621400 235070 4622400 3764000

NAP1L1 0,427392 T 64 3 ___1 0,734179 0,0158804 44,415 32,392 40,81 -0,74814 20092000 431380 14201000 5460100

Sep 01 0,42735 S 312 3 ___1 0,6078 6,23E-05 93,176 74,132 93,176 -0,07971 473730000 12123000 199870000 261740000

YWHAE 0,426748 S 213 3 ___1 0,997201 3,38E-21 175,16 151,12 67,979 0,16158 51225000 1215000 14252000 35758000

SAP30BP 0,426674 S 22 3 ___1 0,987958 7,37E-15 127,2 117,32 127,2 0,80718 255780000 13109000 93555000 149120000

MYC 0,426374 S 281 4 ___1 0,898444 1,18E-16 153,06 127,46 117,33 -0,0072742 205190000 13861000 97298000 94028000

STK39 0,425674 S 370 2 ___1 0,5 0,00335391 80,312 51,067 78,964 -0,30829 66176000 40940000 9324800 15911000

STK39 0,425674 S 371 2 ___1 0,5 0,00335391 80,312 51,067 78,964 -0,30829 66176000 40940000 9324800 15911000

BAG6 0,425453 S 1117 4 ___1 0,999924 8,42E-05 103,95 84,398 103,95 -0,072441 294800000 1336000 108090000 185370000

LEMD3 0,424707 S 187 3 ___1 0,787025 1,12E-20 170,5 144,06 94,564 0,44936 36265000 4717800 11805000 19742000

EIF3J 0,422664 S 127 2 ___1 1 2,15E-05 133,47 86,59 133,47 0,18259 58209000 1317500 35574000 21318000

IL10RB 0,422556 S 296 2 ___1 0,999516 0,00716924 69,03 46,003 69,03 1,6116 9003800 1631200 1842300 5530300

APLF 0,422351 S 131 3 ___1 0,999984 1,66E-13 95,878 82,95 95,878 -0,10616 253530000 8998000 103560000 140970000

SRRM1 0,421892 S 234 2 ___1 1 1,36E-13 159,26 139,93 159,26 0,63847 325470000 52632000 128980000 143850000

RB1 0,421371 S 350 3 ___1 0,622128 0,0001712 86,479 73,005 86,479 -0,016932 29694000 1115400 11433000 17146000

FRMD8 0,420833 S 439 2 ___1 0,948396 0,00368297 102,53 70,66 102,53 0,14088 32490000 286780 15429000 16774000

KMT2C 0,420617 S 89 3 ___1 1 0,00050582 71,735 63,376 71,735 -0,023601 137360000 4299400 71123000 61939000

NUCKS1 0,419562 S 181 2 ___1 0,999976 5,69E-14 146,71 70,032 113,03 -0,035592 1,3399E+10 518610000 5873500000 7006700000

EIF4G2 0,419213 S 395 4 ___1 0,77935 4,57E-16 107,68 93,96 101,94 -0,70335 321600000 5884700 120050000 195670000

CHAMP1 0,419102 S 627 2 ___1 0,973516 0,00036001 107,5 95,853 107,34 -0,0035281 255520000 23459000 92958000 139100000

IRF2BPL 0,419066 S 547 2 ___1 0,999985 0,00104596 117,18 80,02 70,529 -0,18788 163440000 940140 77215000 85281000

STAT5B 0,417272 S 127 2 ___1 0,499909 0,00115501 75,462 59,573 75,462 -0,022009 7432400 543820 3083800 3804800

STAT5B 0,417272 S 128 2 ___1 0,499909 0,00115501 75,462 59,573 75,462 -0,022009 7432400 543820 3083800 3804800

HDAC7 0,417164 S 595 3 ___1 0,993315 0,00758288 56,225 40,088 51,147 0,47955 4492700 241170 1930400 2321100

PAK4 0,416191 S 181 2 ___1 0,999943 1,08E-41 199,04 177,23 199,04 0,27987 46115000 2113800 33685000 10316000

SRRM1 0,415224 S 756 2 ___1 0,997924 0,00866674 72,62 44,197 72,62 0,084107 50361000 906230 20874000 28580000

HIST1H1E;HIST1H1D0,415175 S 36 3 ___1 0,999988 0,0002014 116 88,993 73,928 -0,087947 526390000 4665900 267140000 254590000

NAA10 0,414402 S 182 2 ___1 1 1,23E-05 117,4 106,55 61,375 0,067416 213830000 4471900 114320000 95040000

DOCK7 0,414155 S 1438 2 ___1 1 5,12E-47 200,63 161,21 184,76 0,28887 108400000 9759600 44038000 54603000

SLX4 0,412585 S 1044 2 ___1 1 0,00052992 108,97 69,053 63,76 0,138 234350000 8795100 98875000 126680000

RBM34 0,411384 S 28 3 ___1 0,995544 0,00406612 47,507 36,991 47,507 0,68868 183840000 8679500 92142000 83017000

MCM6 0,411094 S 762 2 ___1 1 1,23E-38 196,8 153,62 196,8 1,3466 212520000 12117000 102170000 98237000

TAGLN2 0,411072 S 163 2 ___1 1 9,55E-46 205,02 188,82 134,18 -0,14287 1242700000 38058000 536650000 667980000

CHTF18 0,410669 S 225 3 ___1 0,994633 3,85E-06 135,09 125,09 92,8 -0,061535 233720000 3036600 109230000 121450000

PEBP1 0,41045 S 52 2 ___1 0,841636 0,00025065 119,45 104,3 119,45 -0,90103 82022000 29101000 22952000 29969000

ZC3H18 0,410124 S 534 2 ___2 0,998541 2,18E-27 176,32 135,6 147,42 -0,060448 5785700000 157190000 2960800000 2667700000

PPP1R12A 0,409957 S 445 2 ___1 0,943725 0,00011273 104,09 104,09 104,09 0,029442 375360000 17448000 161780000 196130000

NCK1 0,409891 S 85 3 ___1 0,998849 2,00E-31 152,49 130,82 152,49 0,33536 2058700000 14534000 1006800000 1037300000

SETD1A 0,408168 S 508 2 ___1 0,86551 7,76E-11 148,24 132,48 148,24 -1,7427 42338000 12657000 12719000 16961000

TOR1AIP2 0,407516 S 13 2 ___1 1 0,00026621 81,632 63,616 81,632 -0,73186 8745000 591530 2834600 5318900

CHAMP1 0,40719 S 416 4 ___2 1 7,40E-05 79,762 70,176 62,683 -0,31809 2096100000 57383000 1020100000 1018600000

CHAMP1 0,40719 S 427 2 ___2 1 9,88E-15 128,85 111,9 128,85 0,22581 2511000000 86011000 1205200000 1219800000

PLEK 0,407047 S 117 2 ___1 0,999996 1,60E-20 174,2 143,09 174,2 0,1887 685580000 12581000 313220000 359780000

PPFIA1 0,406754 S 708 4 ___1 1 0,00581167 60,918 33,27 47,545 -0,81068 118120000 49831000 28059000 40233000

RNF213 0,406537 S 2273 2 ___1 0,998934 9,45E-09 140,49 107,75 133,87 0,48169 64376000 1550200 22344000 40482000

S1PR4 0,405992 S 360 3 ___1 0,919869 0,00014848 71,528 53,62 44,3 -1,7173 24437000 315520 7615900 16505000

EPS15L1 0,405884 S 255 3 ___2 0,990896 2,20E-06 132,65 116,25 91,655 -0,29071 138690000 4369500 68032000 66290000

DDB2 0,404576 S 24 3 ___1 0,5 0,00023796 95,767 63,064 95,767 0,24103 62328000 548730 22323000 39456000

HIRIP3 0,404576 S 87 3 ___1 1 0,00302014 51,235 48,107 51,235 -0,86947 42072000 7112600 18638000 16321000

EIF4B 0,404549 S 406 2 ___1 1 2,50E-28 188,59 158,9 123,5 -0,2666 2767900000 2101100 1290100000 1475700000

QTRT1 0,403727 S 9 2 ___1 0,996959 1,14E-05 123,02 103,41 123,02 -0,079938 50935000 4262200 19408000 27265000

DOCK7 0,403718 S 894 3 ___2 0,509328 0,00055194 63,085 53,876 54,311 0,25299 19880000 1723400 7977300 10179000

AUTS2 0,403704 S 319 2 ___1 1 0,0173631 64,121 39,867 51,841 0,088465 40379000 2263900 18304000 19811000

EPS15L1 0,403159 S 377 2 ___1 0,964947 0,00036513 92,492 77,93 82,586 0,029996 50738000 1960200 20623000 28156000

KCNH2 0,403103 S 1137 3 ___1 1 5,89E-05 110,9 104,33 110,9 -0,25207 69848000 9485400 26548000 33815000

USP5 0,402773 S 783 2 ___1 0,999376 0,00052813 77,192 54,699 76,358 0,67746 173010000 5711700 79619000 87683000

SLC12A6 0,40223 S 32 2 ___1 0,905695 0,00030192 115,87 81,182 115,87 -1,126 69192000 31014000 18749000 19430000

SRRM1 0,402176 S 240 2 ___1 0,683156 0,00039075 91,845 70,086 91,845 0,24983 14237000 1178300 5860800 7198400

NUCKS1 0,401795 S 19 2 ___1 1 0 431,69 398,28 431,69 -0,43226 6614700000 32643000 3173900000 3408200000

RECQL4 0,400939 S 323 2 ___1 0,969639 0,00427533 80,979 56,824 72,089 0,64004 42221000 1141900 15057000 26023000

RWDD2B 0,398087 S 275 2 ___1 1 0,00072808 113,38 63,961 107,03 -0,24081 27621000 1931900 9796400 15893000

P2RY8 0,397288 S 324 2 ___1 1 5,90E-07 129,89 98,51 129,89 -0,42357 33052000 3179000 14164000 15709000

CHAMP1 0,396927 S 432 3 ___1 0,982847 0,00012708 92,01 78,118 92,01 -0,46503 27271000 1215400 12162000 13894000

SRRM2 0,396699 S 1731 2 ___1 0,982038 0,00013237 120,54 83,294 115,05 -0,19437 229560000 11786000 102530000 115250000

ANAPC2 0,396539 S 314 3 ___1 0,999268 2,37E-05 108,64 87,983 96,303 0,1413 547950000 6909600 280780000 260260000

SRRM2 0,394513 S 2388 2 ___1 0,999742 0,00906233 83,869 51,454 74,841 -0,42652 299720000 13728000 122750000 163250000

ABR 0,393719 S 53 3 ___1 0,981846 7,28E-06 79,407 71,695 68,934 -0,95826 130170000 13343000 53909000 62917000

PPP1R12A 0,393713 S 422 3 ___1 1 0,00045645 88,593 77,938 58,172 -0,080964 295900000 2381200 143420000 150100000

UCK1 0,393594 T 251 3 ___1 0,558955 0,00716178 53,059 43,002 53,059 -0,25336 14286000 510760 6659100 7116500

SLC9A1 0,393008 S 599 3 ___1 0,988226 0,00036637 74,789 64,155 74,789 -0,42535 98360000 21226000 25686000 51448000

PPP1R12A 0,392867 S 507 2 ___1 0,953253 3,65E-12 159,12 105,16 155,43 -0,35201 128860000 1955200 60057000 66848000

TJAP1 0,392757 S 300 2 ___1 1 0,00181105 76,588 56,984 55,841 3,4476 34222000 1278600 14581000 18363000



ZHX1 0,392427 S 202 3 ___1 1 7,25E-05 94,463 77,712 94,463 0,27266 11256000 373340 6132000 4750400

OSBPL9 0,392317 S 326 3 ___1 0,775081 4,69E-09 139,22 118,72 129,27 -0,28156 1310600000 7022000 602030000 701560000

CCDC88A 0,39225 S 449 2 ___1 1 0,00260539 73,91 54,639 73,91 0,11475 226030000 13369000 81315000 131350000

CHAMP1 0,391988 S 627 2 ___2 0,973516 0,00036001 107,5 95,853 107,34 -0,0035281 255520000 23459000 92958000 139100000

CROCC 0,391768 S 512 4 ___1 0,99395 0,00349796 41,432 33,245 41,432 -0,099241 14566000 503440 6549800 7513000

MARCKSL1 0,391042 S 104 2 ___1 1 0,00176962 91,087 24,789 91,087 0,17535 517800000 20602000 227930000 269270000

TSC2 0,390626 S 1346 2 ___1 1 4,79E-05 124,67 66,884 113,22 0,040054 111380000 6217300 48147000 57012000

CIC 0,390117 T 1381 3 ___2 0,635385 1,24E-05 94,732 70,087 87,203 -0,61505 58666000 3030200 18157000 37478000

EVL 0,389752 S 331 3 ___1 0,998815 5,60E-05 97,502 92,117 97,502 0,14182 138740000 2242500 64195000 72304000

CHEK1 0,388465 S 316 2 ___1 0,950043 0,00347453 97,456 74,137 97,456 -0,25941 7691000 218410 2076600 5396100

ZMYM4 0,388427 T 217 3 ___1 0,960906 1,29E-05 113,13 95,913 113,13 1,0181 147520000 22629000 56252000 68642000

MARK3 0,385818 S 390 4 ___1 0,602766 1,56E-09 144,57 128,26 111,66 0,19061 72181000 648530 13845000 57688000

ARHGAP19 0,385792 S 422 2 ___1 0,972889 0,00186727 109,16 60,06 87,001 0,3929 27293000 1556000 11349000 14388000

WAPAL 0,385597 T 127 2 ___1 0,5 0,00149759 86,467 69,031 86,467 -0,24572 15184000 1552400 6684200 6947000

PRPF4B 0,385535 S 144 3 ___1 0,98451 7,81E-21 99,866 99,866 70,151 -0,52892 258540000 28017000 98379000 132140000

BOD1L1 0,384609 S 2973 2 ___1 0,981949 0,00492926 84,309 58,836 84,309 0,029979 120040000 4050400 61322000 54672000

MDM4 0,383957 S 342 2 ___1 0,898186 6,98E-96 246,18 221,46 206,13 -0,070245 491480000 17751000 221860000 251870000

TMPO 0,383055 T 355 2 ___1 0,925583 1,65E-08 143,67 122 143,67 -0,81901 15721000 655840 6680000 8385500

CDC25B 0,382944 S 249 2 ___1 1 1,29E-25 147,18 110,76 147,18 -0,64903 66037000 4297100 20692000 41048000

IQGAP1 0,382834 S 330 2 ___1 1 0,0186349 72,321 45,878 57,348 0,48369 33086000 1257600 14874000 16954000

NCOR2 0,382612 S 939 3 ___1 0,999925 0,00010313 92,932 80,099 73,315 -0,072049 235170000 1663700 148330000 85176000

SRRM2 0,382501 S 1654 3 ___1 0,865621 5,79E-11 145,2 126,09 134,76 0,24025 89128000 1903600 34711000 52513000

BTF3 0,381715 S 201 2 ___1 1 4,09E-05 83,871 69,411 83,871 2,1394 100140000 2554400 45779000 51811000

PTPRC 0,38095 S 1005 3 ___1 0,978082 1,08E-41 199,76 181,31 131,67 -2,1853 21344000 1433300 9156100 10755000

NME1 0,380619 S 120 2 ___1 0,933438 0,00038775 90,476 64,464 87,519 0,014245 26589000 541010 13755000 12294000

USP1 0,380151 S 313 2 ___1 1 9,99E-08 144,47 121,55 133,32 -1,8369 513790000 15969000 198790000 299030000

KMT2E 0,37951 S 1070 2 ___1 0,999875 0,0024009 73,498 52,126 73,498 -0,7307 45169000 2427500 12706000 30036000

MARK2 0,379177 S 380 3 ___1 0,914491 0,00640921 49,577 38,79 49,577 -3,1222 3196300 134090 1318300 1743900

AKT1S1 0,379177 S 212 2 ___1 0,797965 0,00012633 122,75 111,13 122,75 -0,21997 12820000 710960 7107000 5001900

DNMT1 0,379137 S 127 2 ___1 1 1,23E-05 130,47 111,94 53,754 -1,3102 1992600000 297340000 829190000 866050000

MAP3K4 0,378687 S 1135 3 ___1 0,994351 7,27E-05 93,106 79,461 77,324 -0,1465 118980000 75735000 19054000 24193000

SLX4 0,378363 S 467 3 ___1 1 0,00012066 92,275 88,323 92,275 -0,28419 287490000 18277000 140440000 128770000

ZC3HAV1 0,37823 S 249 3 ___1 0,999064 4,71E-05 81,346 64,68 40,463 0,74029 562610000 26461000 289980000 246170000

GPM6A 0,376248 S 267 2 ___1 0,845333 3,07E-29 186,06 163,43 148,57 0,57658 60632000 692390 26115000 33824000

UBE2O 0,376179 S 896 2 ___1 1 4,57E-08 150,49 118,16 150,49 0,25873 67718000 1470700 26757000 39491000

PARP1 0,37593 T 368 3 ___1 0,996377 6,93E-11 105,7 94,178 105,7 0,67204 446630000 22954000 156080000 267590000

TBC1D1 0,371838 S 566 3 ___2 0,519394 0,00049774 48,716 36,975 45,192 -0,87642 26173000 796500 16206000 9169900

LCP1;PLS3 0,370967 S 265 2 ___1 1 0,00065366 85,064 57,735 60,59 -0,63195 139290000 3419500 64485000 71383000

KMT2D 0,370945 T 2240 2 ___1 0,857582 0,0110144 60,49 16,895 60,49 0,72295 77613000 3343000 33838000 40432000

HMGB2 0,370367 S 34 3 ___1 0,61266 0,00011339 86,367 62,324 86,367 0,33005 144680000 1433600 66128000 77117000

CLIP1 0,369494 S 200 2 ___1 0,948051 0,00558166 63,462 44,63 63,462 0,25658 8761600 1081000 3271000 4409600

LRRFIP2 0,369383 S 320 2 ___1 0,727427 1,65E-18 138,91 125,77 132,02 0,94315 37950000 1862400 21781000 14306000

PDCD4 0,369083 S 76 2 ___1 0,998653 7,94E-29 157,98 131,86 157,98 0,22406 183060000 12349000 83903000 86808000

ATF7 0,368713 S 257 3 ___1 0,579619 4,01E-11 87,686 78,291 87,686 0,51593 22696000 1796800 6090500 14809000

PCNT 0,368042 S 1653 2 ___1 1 0,00956868 61,11 19,711 61,11 -0,39406 29671000 145720 12685000 16840000

PEAK1 0,367371 S 281 2 ___1 0,999271 0,0141368 67,704 32,435 67,704 0,2178 20797000 957460 6116700 13723000

HMGB2 0,367254 S 35 3 ___1 0,580743 0,00018319 80,545 62,389 61,477 0,59937 162220000 1559800 81973000 78692000

RIOK2 0,366494 S 337 2 ___1 0,993129 8,42E-08 99,069 99,069 99,069 -0,34397 239650000 10900000 102700000 126050000

PRKDC 0,366028 S 511 3 ___1 0,983764 1,90E-14 159,04 135,62 159,04 0,39979 29099000 1766700 8989000 18343000

PLS1 0,365509 S 267 2 ___1 1 0,00862765 85,064 57,735 60,59 -0,63195 70674000 2213600 37748000 30713000

KMT2D 0,36446 S 1606 2 ___1 0,999975 0,0046336 93,561 56,976 91,549 0,58118 25176000 1199700 9707300 14269000

SIK3 0,36446 S 620 4 ___1 0,499965 0,0115262 45,916 30,28 45,916 -0,34539 18287000 416100 10421000 7450400

SIK3 0,36446 T 616 4 ___1 0,499965 0,0115262 45,916 30,28 45,916 -0,34539 18287000 416100 10421000 7450400

PDCD4 0,364351 S 67 3 ___1 0,873164 1,85E-52 206,11 163,29 64,377 0,073987 3851100000 14765000 1888000000 1948300000

RB1 0,364348 T 353 3 ___1 0,57265 0,00024197 113,73 97,428 85,248 0,69934 414180000 18172000 188640000 207370000

OCIAD1 0,364055 S 108 2 ___1 1 3,15E-05 130,47 81,045 60,301 1,4544 435310000 19137000 184450000 231720000

IL10RB 0,362778 S 302 2 ___1 0,5 0,0148921 62,408 14,849 62,408 0,97839 21655000 1115700 6500300 14039000

IL10RB 0,362778 S 304 2 ___1 0,5 0,0148921 62,408 14,849 62,408 0,97839 21655000 1115700 6500300 14039000

OARD1 0,362554 S 4 2 ___1 0,499998 0,0146161 53,448 26,02 53,448 -0,094126 14337000 737640 6259200 7340600

MICAL3 0,362246 S 1649 2 ___1 0,985459 0,00155721 93,623 54,318 93,623 -0,20613 211610000 1569000 108670000 101360000

DAP3 0,360196 S 280 3 ___1 1 0,00271819 53,453 45,266 51,819 0,040324 4421600 80609 1354500 2986500

SRRM1 0,359909 S 465 2 ___1 1 1,45E-108 256,96 209,15 72,29 -0,13519 4835600000 97982000 2223500000 2514200000

GPCPD1 0,359634 S 175 3 ___1 0,868625 0,0065434 40,937 22,534 40,937 0,61682 81954000 4372500 37086000 40495000

TBC1D5 0,359151 S 541 2 ___1 0,990299 3,42E-05 125,28 71,831 98,439 0,16512 778060000 42090000 337300000 398670000

SP1 0,358959 S 2 2 ___1 0,988889 0,00334097 61,821 48,72 61,821 0,29697 21043000 403470 8350400 12289000

NUCKS1 0,358944 S 113 3 ___1 1 7,91E-124 252,4 238,3 79,589 0,23223 3209800000 687030000 993610000 1529100000

DOCK11 0,358509 S 1240 3 ___1 0,579977 5,61E-51 195,67 179,4 94,968 0,02437 457800000 3057900 179900000 274850000

VIPAS39 0,35782 S 121 2 ___1 0,999672 2,65E-130 269,85 235,75 222,39 -0,71439 497330000 29132000 206190000 262010000

BICD2 0,357721 S 574 3 ___2 0,770453 0,00022103 89,272 65,71 89,272 -0,45077 88672000 150900 44290000 44230000

SARNP 0,356933 S 168 3 ___1 0,767363 0,00092271 69,122 55,107 69,122 -0,11018 24195000 1623800 10916000 11656000

SLC12A2 0,356901 S 77 3 ___1 0,954217 4,27E-07 94,832 85,919 94,832 -0,30139 207750000 3807700 92477000 111470000

SMC5 0,356809 S 35 3 ___1 1 2,88E-05 95,19 89,029 95,19 -0,022916 148950000 2142800 69777000 77025000

KIF4A;KIF4B 0,354266 S 1038 2 ___1 1 0,00112645 93,011 69,16 82,543 0,77257 25418000 3016400 10843000 11558000

FER 0,354114 S 434 3 ___1 0,999922 0,020774 46,797 41,138 46,797 -0,67708 9129900 371120 4408900 4349900

MAST2 0,354114 S 1364 3 ___1 0,815476 0,00819977 48,216 38,467 48,216 0,20365 16239000 1407600 8026500 6805200

CBFA2T2 0,353888 S 33 2 ___1 1 0,0002473 107,61 71,324 83,692 -0,28413 45494000 2826100 23227000 19440000

MKNK1 0,35321 S 460 3 ___1 0,924253 0,00382459 56,708 29,9 56,708 0,21542 15387000 240650 6748200 8397800

RBM5 0,352906 S 624 4 ___1 0,999988 1,22E-77 219,22 199,69 121,9 -0,12836 2016600000 52351000 946860000 1017400000

MSH6 0,352758 S 309 2 ___1 0,999992 0,0201076 91,784 48,292 91,784 0,14995 21816000 384330 13227000 8204600

NCL 0,352629 T 121 2 ___1 1 0,00037202 123,96 89,953 123,96 0,041067 455280000 14219000 142110000 298950000

SLC43A1 0,352198 S 262 3 ___1 0,992426 5,20E-05 102,67 90,822 102,67 0,585 76108000 4486500 28024000 43598000

PPP2R5C 0,351063 S 497 2 ___1 0,999998 0,0200706 69,864 38,37 69,864 -0,18011 17489000 1130300 7538600 8819800

SSBP3 0,350772 S 347 2 ___1 1 0,00033453 112,56 96,422 112,56 0,1831 18770000 1025600 8905200 8839500

ATP5A1 0,350185 S 65 2 ___1 0,958417 0,0003611 94,487 74,024 94,487 0,21695 29413000 2011800 12160000 15241000

MSH6 0,349644 S 261 2 ___1 0,999997 6,28E-10 142,78 123,39 128,14 -0,14844 226930000 8731600 93287000 124920000

PIK3C2B 0,349255 S 155 2 ___1 1 0,00436276 85,924 69,01 57,348 0,20262 132520000 9287200 50820000 72412000

HACD3 0,348945 S 114 2 ___1 1 7,44E-42 192,18 177,99 83,204 -0,068391 8127500000 90354000 4282600000 3754500000

MAP7D1 0,348912 S 753 2 ___1 1 0,00945053 78,287 45,849 78,287 -0,35434 14137000 201700 5853300 8082200

RNF213 0,348232 S 2270 3 ___1 0,500154 0,00285356 56,327 44,162 56,327 0,020229 27204000 1080300 9905700 16218000

TBC1D14 0,347701 S 91 3 ___1 0,998709 0,00041237 90,348 77,47 84,859 0,12757 76505000 24882000 24686000 26937000

KLHL17 0,346645 S 374 2 ___1 0,9846 0,0198514 70,028 21,467 70,028 1,599 16135000 1295700 6048200 8790600

FAF1 0,346418 T 580 3 ___1 0,623224 0,0112934 83,633 72,371 83,633 -0,30821 97723000 1586900 51109000 45028000

PARP1 0,346373 S 179 3 ___1 0,999332 0,00014286 99,407 73,862 72,644 -0,42995 167210000 4915200 76172000 86120000

NCAPH 0,345964 T 49 2 ___1 1 2,95E-11 151,95 127,03 151,95 0,1075 58086000 915830 51583000 5587500

ATG4C 0,345623 T 452 2 ___1 0,5 0,00136147 100,55 78,468 61,435 0,27027 115880000 3602100 41723000 70553000

ASF1A 0,34551 S 165 2 ___1 0,551356 6,02E-05 103,5 91,355 101,67 -1,1225 167350000 6402300 77256000 83688000

RPLP0;RPLP0P60,345369 S 304 2 ___1 1 1,16E-39 197,67 184,27 126,4 0,22771 3169300000 157570000 1487900000 1523900000

UQCRC1 0,345075 S 212 3 ___1 0,998005 0,00012686 104,38 94,595 104,38 0,016375 139000000 2419600 72920000 63656000

PRPSAP2 0,344374 S 219 4 ___1 0,5 0,00057179 45,187 39,643 45,187 0,68686 81922000 815650 55972000 25135000

HIST1H1C 0,343919 S 36 2 ___1 0,999969 0,0002014 116 88,993 102,38 0,24998 101560000 3201500 56457000 41901000

PCMTD1 0,343563 S 302 3 ___1 1 4,15E-05 89,434 81,536 89,434 0,23878 143220000 10804000 58127000 74286000

RPL13 0,343123 S 106 2 ___1 0,499986 0,0017018 96,113 73,882 96,113 0,40747 14698000 654140 6526900 7516700

RPL13 0,343123 T 107 2 ___1 0,499986 0,0017018 96,113 73,882 96,113 0,40747 14698000 654140 6526900 7516700

MAP4 0,34301 T 585 2 ___1 0,986587 0,00082736 107,82 87,986 107,82 0,32895 111960000 6757000 49335000 55873000

CHAMP1 0,342891 S 297 2 ___2 1 1,26E-05 87,001 79,941 73,435 0,36215 2303200000 84155000 1113800000 1105300000

FKBP1A 0,342519 S 9 2 ___1 0,999469 6,32E-05 126,1 89,777 126,1 1,6549 90044000 2641100 42129000 45274000

HIST1H1B 0,342278 S 2 2 ___1 0,863873 1,37E-06 104,94 93,726 68,944 1,9541 3834200000 170170000 1695200000 1968900000

NELFA 0,341715 T 277 1 ___1 1 8,50E-12 121,9 86,357 99,283 -0,2203 565460000 18010000 255800000 291660000

UBR5 0,341661 T 1306 3 ___1 0,541588 0,00076947 70,96 60,903 70,96 -0,11852 40000000 14269000 12197000 13535000

PANK2 0,341456 S 189 2 ___1 0,999792 0,0010407 94,738 75,879 90,861 -0,012732 88109000 5513900 38606000 43990000

C9orf142 0,34136 S 148 2 ___1 0,999999 3,45E-59 214,65 123,74 198,23 0,10548 7810700000 87736000 3763000000 3959900000

0,341248 S 102 2 ___1 0,998682 0,00292226 76,588 63,184 73,219 0,17697 66581000 3197200 29728000 33656000

DENND4A 0,340391 S 1251 3 ___2 0,891822 0,0140062 71,076 45,183 46,702 -0,49893 66292000 32331000 17759000 16203000

Sep 01 0,340306 T 251 5 ___1 0,547942 7,02E-05 90,972 73,815 90,972 0,097516 76618000 551700 48262000 27804000



CCZ1;CCZ1B 0,338909 S 266 5 ___1 1 4,70E-06 92,632 81,109 92,632 -0,58588 143510000 11580000 96530000 35404000

USP28 0,338681 S 113 2 ___1 0,988085 0,00103436 77,899 62,359 77,899 3,6748 34324000 2174000 15843000 16307000

CUL9 0,338225 S 1457 3 ___1 0,999507 0,0008352 70,315 59,939 58,015 0,27956 48728000 288130 24636000 23803000

RABL6 0,338202 T 599 3 ___1 1 1,93E-39 183,7 175,16 66,58 0,18244 490320000 30224000 239560000 220530000

PPP2R5D 0,337761 S 573 3 ___1 0,999999 0,00066958 76,341 68,809 76,341 0,12606 164450000 4867700 79479000 80101000

RANBP10 0,33754 S 489 3 ___1 0,5 2,29E-16 164,68 126,66 164,68 -0,45201 29335000 160550 15803000 13371000

RANBP10 0,33754 S 490 4 ___1 0,887437 2,29E-16 164,68 126,66 120,92 -0,01073 36493000 160550 22962000 13371000

AKAP11 0,337136 S 1171 2 ___1 0,951426 1,23E-68 193,8 193,8 193,8 0,0032601 78451000 11871000 25965000 40614000

COG3 0,336538 S 663 2 ___1 1 1,69E-14 162,42 141,47 162,42 0,73537 51931000 19115000 15020000 17796000

HIRIP3 0,336338 S 223 2 ___1 0,999994 8,47E-37 196,3 170,29 182,95 1,0677 1015600000 31360000 543120000 441110000

MDM4 0,336169 S 340 3 ___1 0,503013 0,00326673 54,511 38,388 54,511 -0,35699 95165000 3235800 49878000 42051000

MAP3K4 0,335637 T 447 2 ___1 1 1,23E-08 145,55 129,41 145,55 -0,62701 169000000 7851100 77892000 83259000

TOP2A 0,335502 S 1106 2 ___1 1 9,36E-193 308,04 288,98 304,8 -0,64383 817370000 35348000 353610000 428410000

STX7 0,335483 T 41 2 ___1 0,519871 0,00051964 109,55 73,107 90,476 -1,2023 32172000 589200 20114000 11469000

ESYT1 0,335473 S 1034 2 ___1 0,996581 0,00036269 86,944 61,471 86,944 -0,35591 64236000 2242000 27893000 34101000

SCD 0,335156 S 198 2 ___1 0,942271 0,00113537 87,275 63,852 87,275 2,5243 41360000 10590000 14561000 16209000

MPRIP 0,334454 S 292 3 ___1 0,683282 0,00371858 41,136 28,459 41,136 -0,50666 12208000 6450200 2673900 3084000

PDHA1 0,333981 S 232 2 ___1 0,99422 6,55E-10 118,23 103,57 114,89 0,056066 5377800000 258980000 2360000000 2758800000

PRPF38B 0,333941 S 320 2 ___1 1 0,0141004 95,483 32,901 95,483 0,051948 363910000 595880 213600000 149720000

CCDC88A 0,332851 S 250 3 ___1 0,720111 0,00516728 53,585 37,819 53,585 -0,083405 18677000 727040 8646100 9303500

SENP7 0,332737 S 11 3 ___1 0,765409 8,73E-05 103,17 79,488 103,17 1,8415 16292000 526670 7948500 7816800

SRRM2 0,331898 S 1415 4 ___1 0,846871 1,64E-05 81,242 68,184 70,632 0,040966 100140000 3063600 34165000 62914000

SRRM2 0,331898 T 1177 2 ___1 0,631672 0,00192082 82,908 67,42 59,862 0,60347 238300000 9082300 90600000 138620000

TMEM41B 0,331705 T 17 3 ___1 0,568519 0,0027385 56,72 45,246 55,049 -0,70289 20246000 518560 5029100 14699000

RALGPS2 0,330329 S 329 2 ___2 0,985459 1,97E-13 123,4 112,61 96,666 -0,27249 322810000 17669000 152870000 152270000

RALGPS2 0,330329 T 326 2 ___2 0,980678 1,88E-38 179,81 164,91 96,666 -0,27249 1044200000 37204000 512510000 494450000

SRRM2 0,329631 S 2740 2 ___1 0,999976 0,0162603 85,533 33,255 83,883 0,022157 490650000 14331000 222090000 254230000

MYH9 0,328951 S 1713 3 ___1 0,542201 0,00921736 44,258 29,798 44,258 0,32411 31553000 230240 5410500 25912000

SERBP1 0,328858 S 234 2 ___1 0,999985 0,00011091 123,63 92,552 123,63 -0,10327 650970000 159140000 226660000 265170000

C19orf24 0,328395 S 120 3 ___1 0,998372 2,54E-24 154,99 143 140,17 0,44055 265180000 12002000 125790000 127390000

ARHGAP9 0,327494 S 144 2 ___1 0,953458 0,00113819 81,904 71,672 81,904 -1,6213 18398000 1470500 7131100 9796700

PTPN12 0,327342 S 435 2 ___1 1 0,00543542 64,485 16,174 64,485 0,20272 28439000 1840100 12803000 13796000

MEX3C 0,327268 S 537 3 ___2 0,985757 7,93E-06 85,489 73,747 58,345 0,10314 83736000 2594700 43978000 37163000

MTDH 0,326767 S 568 2 ___1 0,999937 0,016273 75,819 52,8 75,819 0,23407 12482000 29656 9686200 2766200

SH2B3 0,326707 S 121 4 ___1 0,562018 4,55E-05 96,338 88,534 96,338 -0,29168 221600000 1135100 112470000 107990000

CCDC9 0,325962 S 202 3 ___1 0,999966 0,00269428 67,153 44,236 67,153 -0,36762 8672300 1220300 2716900 4735100

ALYREF 0,325037 S 8 2 ___1 1 0,00199045 99,522 82,89 99,522 -0,51639 108870000 5605900 43677000 59590000

GLCCI1 0,324235 S 397 2 ___1 0,779696 0,00885701 79,201 70,981 79,201 0,023801 31061000 489090 14857000 15715000

PPIL4 0,324004 T 182 4 ___1 0,653334 1,24E-09 74,393 60,127 74,393 -2,8471 27632000 933110 19367000 7332200

ARID1A 0,323428 S 772 3 ___1 0,874839 5,69E-09 141,6 108,33 52,019 -0,088732 26198000 667160 13652000 11880000

DNAJC2 0,323241 S 63 2 ___1 1 2,48E-30 188,58 171,56 46,746 0,27838 634220000 32320000 312330000 289560000

RPL18A 0,323197 S 123 3 ___1 1 0,0236874 70,321 31,754 45,28 -0,020066 24885000 2774300 9371000 12739000

TMEM131 0,323082 S 1649 2 ___1 1 0,0119633 89,698 16,45 69,812 0,008659 26074000 732180 7931800 17410000

ZMYM2 0,322736 S 305 2 ___1 0,985486 0,00513009 65,374 49,237 65,374 -0,060742 29702000 2295500 13239000 14167000

MTOR 0,322044 T 1262 3 ___1 0,549508 0,0154145 52,391 40,177 44,543 0,13817 14408000 864790 5402200 8141200

FOXK1 0,321086 S 416 2 ___2 1 0,00022787 107,82 68,83 107,82 0,21364 507740000 16943000 240920000 249870000

TLN2 0,320835 T 1843 2 ___1 1 4,04E-08 106,67 94,936 103,44 -0,20665 235020000 16659000 101430000 116940000

MCM2 0,320759 S 26 2 ___1 0,979727 4,58E-14 128,31 116,38 108,24 -0,24346 814290000 27815000 390310000 396170000

MDP1 0,319955 S 168 2 ___1 0,873109 1,72E-08 141,55 123,69 104,45 -0,18395 98209000 5141200 43470000 49598000

RPSA 0,319502 S 43 3 ___1 0,999566 0,00623287 60,246 52,702 60,246 -0,34707 30038000 171310 19682000 10185000

RPS17 0,319177 S 113 2 ___1 0,99758 5,13E-68 225,11 186,33 225,11 -0,574 387210000 33461000 158620000 195130000

FKBP15 0,319155 S 1164 2 ___2 0,998364 2,17E-08 147,73 130,5 143,76 0,10653 871860000 69435000 407660000 394760000

EML3 0,318924 S 176 2 ___1 0,998763 3,02E-08 146,16 95,81 146,16 0,13969 140070000 3439800 63505000 73121000

TOP2A 0,318532 S 1247 2 ___1 1 6,92E-12 152,32 125,17 152,32 0,06435 136280000 4161400 58163000 73954000

TSSC4 0,318114 S 143 4 ___2 0,999964 0,00016228 83,059 74,35 61,499 0,29923 172590000 1182900 99592000 71814000

TSSC4 0,318114 S 146 4 ___2 0,999968 0,00015397 85,376 76,329 61,499 0,29923 84645000 261130 42496000 41887000

STX7 0,317651 S 45 2 ___1 0,964035 0,00014263 118,52 52,714 109,48 -0,65372 53164000 2945800 20090000 30128000

ZFC3H1 0,317589 S 1046 3 ___1 0,987495 0,0104182 53,565 41,204 52,372 0,68848 60925000 399470 36343000 24182000

CDS2 0,317552 S 23 3 ___1 0,649395 5,07E-05 115,55 94,898 115,55 0,20207 890640000 1907700 455260000 433470000

OTUD4 0,31706 S 893 2 ___1 0,999998 8,89E-06 119,32 100,57 101,36 -0,38133 639910000 28773000 272120000 339020000

E2F1 0,316841 S 375 4 ___1 0,998541 0,00031919 56,252 49,603 47,392 0,26649 29908000 704900 22705000 6498100

RB1 0,316528 T 823 2 ___1 0,737236 4,66E-14 126,66 97,861 126,66 -0,16743 1069800000 43085000 474420000 552270000

APEH 0,316493 S 185 2 ___1 0,915738 0,00049375 97,86 79,592 97,86 0,37099 69408000 2188800 29972000 37248000

PNISR 0,315049 T 485 3 ___1 0,999981 0,00195405 94,059 80,018 94,059 -0,46758 170890000 2671600 86516000 81699000

RALBP1 0,314755 S 30 3 ___1 0,545444 4,43E-06 125,62 114,94 125,62 0,22854 29034000 3705500 12818000 12510000

HIST1H1C 0,314651 S 2 2 ___1 0,854465 0,00017428 105,14 15,226 105,14 -0,23798 895920000 37143000 401210000 457560000

RB1 0,314351 S 249 2 ___1 1 7,76E-14 124,12 106,45 124,12 0,025246 519850000 23033000 226890000 269920000

VAC14 0,313594 S 509 2 ___1 0,768186 0,00760003 81,92 61,616 72,652 0,21011 19673000 294050 7991500 11387000

SRSF2 0,312275 S 2 2 ___1 1 6,82E-05 117,4 94,393 114,59 0,31938 442650000 103510000 160840000 178310000

CCDC88A 0,311271 S 1417 2 ___1 0,978987 0,012383 83,647 61,876 83,647 -0,2053 21920000 392070 10449000 11079000

SEC16A 0,310905 S 342 4 ___1 0,999986 0,00080765 56,332 41,718 56,332 -0,24391 73184000 1426400 38314000 33444000

DNAJC2 0,310793 S 60 2 ___1 1 2,25E-51 204,07 178,45 46,746 0,27838 591810000 30397000 282170000 279240000

DNAJC5 0,310573 S 15 2 ___1 0,939949 0,00053525 86,378 71,176 86,378 0,38071 26892000 1722700 19494000 5675100

RIPK2 0,310528 S 531 2 ___1 0,999942 2,00E-37 169,21 157,14 141,71 -0,17391 203420000 22665000 81795000 98964000

RFC1 0,309991 S 71 2 ___1 0,95297 0,00037504 95,767 72,629 95,57 -0,45279 66685000 14188000 14455000 38043000

CDKN2AIP 0,309927 S 151 3 ___1 0,992988 3,22E-29 184,38 169,45 126,32 -0,27975 151430000 8688000 67915000 74825000

USP24 0,309525 S 1612 3 ___1 0,810971 3,39E-38 150,91 150,91 150,91 0,34172 37146000 1423700 16112000 19610000

TMX1 0,309409 S 270 3 ___1 1 0,00015366 103,14 94,538 83,856 -0,19004 101630000 7034400 48357000 46239000

CIC 0,307428 S 1382 3 ___2 0,585266 1,24E-05 94,732 70,087 57,488 0,81641 21501000 2881600 11874000 6745900

OTUD5 0,306962 S 54 4 ___1 0,540832 9,92E-05 58,137 48,167 58,137 0,38126 60617000 46953 28112000 32457000

NCOR2 0,306821 S 2223 3 ___1 0,994204 0,00075844 48,831 41,903 48,831 -0,56183 119300000 5121200 51116000 63060000

SAMSN1 0,306612 S 23 2 ___1 0,978716 1,25E-08 148,96 148,96 118,37 -0,32076 107820000 180650 52921000 54719000

HECTD1 0,306572 S 1772 3 ___1 1 0,00115538 65,784 55,726 65,784 -0,05825 188670000 1190700 97933000 89543000

BRAF 0,305944 S 729 2 ___1 0,999964 9,11E-06 121,5 105,87 114,39 0,15698 850080000 31153000 363720000 455210000

TLN1 0,305876 S 423 3 ___1 0,673803 9,16E-05 73,655 66,208 73,655 -0,21662 203710000 2663300 100810000 100230000

RPL18 0,305791 S 130 2 ___1 1 3,25E-12 127,71 121,61 127,71 0,1426 199490000 8868300 79938000 110680000

TCP11L1 0,305622 S 55 4 ___1 0,583317 6,93E-07 125,82 113,15 117,82 0,69008 342740000 13247000 180360000 149140000

CETN2 0,305445 S 20 2 ___1 0,999999 1,47E-11 155,22 125,3 118,13 0,26036 406900000 1498400 163090000 242310000

XRCC4 0,304398 S 256 2 ___1 0,999993 6,43E-11 135,23 119,69 135,23 0,38245 164620000 28600000 53847000 82170000

OXSR1 0,304394 S 355 3 ___1 0,675384 0,017791 51,841 8,2973 51,841 -0,2027 30108000 250990 11449000 18408000

NCOA1 0,304277 S 395 3 ___1 0,99487 0,00047982 96,666 81,464 71,535 -0,33248 33840000 4020800 11555000 18264000

STX10 0,304146 S 134 2 ___1 0,994066 8,09E-06 131,72 108,4 131,72 -0,017783 163610000 19261000 69250000 75102000

CDCA3 0,303741 S 209 3 ___1 0,992552 8,21E-06 132,51 110,04 91,66 1,5287 157990000 34839000 61039000 62110000

TBC1D1 0,303508 S 585 3 ___1 0,999993 2,89E-08 84,713 65,503 84,713 -0,23703 399890000 20771000 159910000 219210000

EIF5B 0,303459 S 135 2 ___1 0,985692 1,02E-06 127,71 114,58 127,71 -0,22329 100810000 1907300 40531000 58376000

ATXN10 0,303342 S 430 2 ___1 0,763819 0,0176806 54,598 37,572 54,598 0,88243 8051900 815160 2812400 4424300

R3HDM1;R3HDM20,303109 S 141 3 ___1 0,520105 5,70E-05 73,672 65,96 73,672 0,61103 23126000 5707400 7051400 10367000

LRMP 0,302885 S 378 2 ___1 1 0,00459488 103,26 65,169 103,26 0,13968 205950000 5291000 103820000 96835000

XRCC6 0,302874 T 455 2 ___1 1 3,23E-05 89,403 81,271 89,403 0,11783 377720000 17993000 165050000 194670000

RB1 0,302345 T 821 1 ___1 0,999887 1,88E-10 147,72 105,9 147,72 0,43888 1669400000 72271000 745140000 851940000

SNX1 0,302173 S 188 3 ___1 1 0,00015298 112,34 87,019 112,34 0,10022 261580000 1529200 141170000 118880000

GLCCI1 0,302115 S 79 3 ___1 0,904842 5,86E-39 133,34 133,34 133,34 0,010531 368740000 14747000 167160000 186840000

XRN2 0,301588 S 499 2 ___1 1 2,94E-20 169,4 153,3 97,095 -1,3273 107650000 1229800 47812000 58606000

FAM208B 0,301496 S 2035 4 ___1 0,57572 5,76E-05 94,08 86,458 75,193 -0,0028259 105630000 462190 63108000 42057000

UBA1 0,301471 S 835 2 ___1 0,999993 0,00109898 73,499 52,199 73,499 -0,17114 98932000 1223100 64102000 33607000

MED14 0,299479 S 1142 3 ___1 0,551577 0,00039801 59,189 50,799 59,189 -0,13804 10204000 557840 3929800 5716200

SH2B3 0,299396 S 120 3 ___1 0,970776 5,33E-05 88,036 80,59 68,689 0,32507 206940000 1909900 102820000 102210000

RRBP1 0,298854 S 1276 3 ___1 0,531705 3,07E-07 93,542 84,924 62,455 0,91597 256250000 6177900 139460000 110620000

TRIM28 0,298764 S 752 2 ___1 0,999976 0,00033087 113,29 97,652 113,29 -0,5199 101640000 17353000 37267000 47022000

SLC38A1 0,298424 S 49 3 ___1 0,626937 2,89E-12 124,29 124,29 124,29 -0,15455 479440000 11370000 241100000 226970000

GSDMD 0,298072 S 181 4 ___1 0,575948 0,00012503 61,091 53,697 45,349 0,037697 17121000 147640 5370600 11602000

CEP131 0,298072 S 78 2 ___1 0,993686 0,00079187 107,17 95,907 107,17 -0,17226 2447900 95825 1085800 1266300

WNK1 0,297829 S 2372 2 ___1 0,999991 2,43E-05 133,05 107,66 126,76 -0,42936 359540000 27984000 150850000 180710000

PNPLA2 0,297162 S 428 2 ___1 1 0,0002652 87,001 70,369 87,001 -0,19447 661060000 39375000 288870000 332810000



RAB11B;RAB11A0,296898 T 43 2 ___1 0,5 0,0126755 75,416 48,527 75,416 -0,057805 16389000 660130 7521000 8207600

PLIN3 0,296465 S 241 2 ___1 0,999739 0,0197803 78,113 26,767 78,113 -0,26447 48119000 4133400 19969000 24016000

PHACTR4 0,296435 S 270 4 ___1 0,999986 3,11E-08 75,82 66,677 75,82 -0,49001 106320000 12502000 42420000 51396000

TMEM100 0,295958 S 121 3 ___1 0,943164 0,00064041 76,526 64,503 76,526 -0,4985 17333000 534210 11781000 5017700

RERE 0,295723 S 675 3 ___2 0,979896 0,00479237 51,119 38,565 51,119 -2,394 14418000 1551300 6618500 6248100

RERE 0,295723 S 679 3 ___2 0,993915 4,33E-08 137,35 120,84 137,35 -1,2737 45978000 1551300 29288000 15139000

CDCA3 0,295488 S 29 3 ___1 0,968995 0,00165715 66,246 43,526 55,186 0,002451 83247000 169580 80294000 2783100

ACIN1 0,2949 S 328 3 ___1 0,818002 0,0235482 45,14 29,985 45,14 0,70441 25355000 460680 15188000 9706000

CHAMP1 0,2949 T 149 4 ___1 0,511576 4,75E-14 81,831 72,53 70,6 -0,3844 428900000 7681600 286610000 134610000

EIF5B 0,294665 S 137 2 ___1 0,977668 0,00021459 111,74 97,05 63,037 0,060862 53578000 1907300 25139000 26532000

ARHGAP27 0,294665 S 632 2 ___1 0,830574 0,0004899 73,499 55,441 73,499 0,21914 47550000 3430300 19517000 24602000

PPP1R14B 0,29463 S 32 3 ___1 0,999861 5,67E-13 74,13 74,13 74,13 -0,79052 314360000 32812000 117620000 163930000

POLA1 0,293959 S 190 3 ___1 0,90226 3,21E-05 97,771 85,057 76,733 -0,23658 39062000 162480 30732000 8168000

MCM2 0,293211 S 381 2 ___1 1 0,0147358 86,879 61,321 73,666 0,18093 21810000 5396900 7539100 8873700

RANBP2 0,293139 S 21 2 ___1 0,970406 2,39E-05 131,53 110,66 131,53 0,050685 142710000 24336000 51765000 66614000

RANBP2 0,29224 S 1509 2 ___1 0,999999 2,15E-38 192,85 180,28 192,85 0,76124 958190000 23257000 449490000 485440000

SPAG9 0,291599 T 217 2 ___1 1 0,00010696 106,74 94,717 106,74 -1,5931 1143500000 8494900 541850000 593160000

EIF2B4 0,291014 T 86 2 ___1 0,999996 0,00151996 91,969 70,718 91,969 -0,33528 36573000 2150800 15970000 18452000

SEMA4B 0,290846 S 825 2 ___1 0,99998 0,00358233 105 92,046 105 -0,31649 92681000 3056700 15271000 74353000

MAP4 0,290424 T 582 2 ___1 0,569811 0,0076238 66,673 45,278 66,673 0,54399 50595000 3043200 23663000 23889000

RCSD1 0,289952 S 123 2 ___2 0,517371 2,92E-10 142,91 124,77 99,413 -0,98734 54744000 8557700 23489000 22697000

DOCK7 0,289726 S 898 3 ___2 0,567012 4,69E-05 98,019 88,433 54,311 0,25299 47149000 3280800 20865000 23002000

HUWE1 0,289718 S 3752 2 ___1 0,989827 1,81E-14 147,12 125,87 130,95 0,2419 70285000 2741700 31936000 35607000

HAUS6 0,289598 S 805 3 ___1 0,999902 8,68E-05 90,534 68,693 90,534 0,46349 83011000 3207100 45468000 34336000

CD79A 0,288928 S 215 2 ___1 1 4,50E-30 145,02 145,02 145,02 -0,035527 804920000 26463000 365830000 412630000

EIF3B 0,288536 S 119 2 ___1 0,965017 3,30E-80 237,84 211,11 237,84 -0,0367 114290000 1544300 50970000 61773000

CANX 0,28837 S 564 4 ___1 0,99999 0 443,39 416,92 149,93 -0,92629 1,4602E+10 28031000 6972900000 7601300000

RFC1 0,2879 T 161 2 ___1 0,977928 0,00076289 112,57 89,434 97,129 -0,15578 104420000 11214000 48086000 45123000

PURB 0,287583 S 100 3 ___1 0,578117 5,01E-38 111,67 111,67 111,67 -0,39532 273170000 22491000 129150000 121530000

EPS15L1 0,287472 S 244 3 ___2 0,635396 0,0001521 91,655 84,932 91,655 -0,29071 33616000 908570 10390000 22318000

POU2F2;POU2F1;POU2F30,287181 S 335 2 ___1 1 0,00491624 92,611 35,264 66,056 0,15189 32669000 1052700 14034000 17582000

PPIP5K2 0,286637 S 1006 2 ___1 0,999811 0,00120251 80,632 46,632 80,632 -0,62219 143560000 21014000 59364000 63178000

CCAR2 0,286053 S 671 2 ___3 1 5,08E-06 90,858 82,383 75,378 0,00010717 449620000 17736000 265110000 166780000

SRRM2 0,285981 S 1727 2 ___1 0,983434 0,00056367 107,17 72,913 107,17 0,47211 64772000 2841500 30099000 31831000

CMTR1 0,285935 S 51 2 ___1 0,553869 0,00535627 63,681 49,861 63,681 -0,184 38968000 1194700 16848000 20926000

WASF2 0,285824 S 296 3 ___2 0,621864 0,00013119 65,577 57,39 65,577 0,3678 33557000 3230200 12318000 18009000

NUP133 0,28558 S 44 2 ___2 0,666614 0,00027772 105,38 86,92 105,38 0,11806 16085000 2004900 8985300 5095300

KHSRP 0,285467 S 274 2 ___1 0,988868 0,0001832 115,82 81,131 112,96 0,715 257740000 22226000 107870000 127650000

SQSTM1 0,285245 T 269 2 ___1 0,799931 4,09E-06 128,01 128,01 63,181 -0,27238 113490000 596170 42456000 70434000

BCL9L 0,284792 S 118 3 ___1 0,999602 1,99E-05 109,23 88,221 109,23 -0,45214 53434000 1662700 27113000 24659000

NVL 0,283448 S 207 2 ___1 1 0,0019867 96,23 67,947 96,23 -0,28878 10293000 1318300 3512500 5462300

PEA15 0,283198 S 104 2 ___1 1 4,17E-05 108,35 70,652 99,53 -0,012215 8571000000 23227000 4258400000 4289300000

PTK2B 0,283013 S 778 3 ___1 1 0,00019334 87,16 61,014 87,16 0,16551 428580000 6349400 221740000 200490000

SIPA1L1 0,282951 S 1549 2 ___1 0,887865 0,0005698 95,264 54,688 77,078 -0,051885 53350000 4097500 22601000 26652000

MAP3K3 0,282736 S 131 4 ___1 0,772943 7,25E-05 85,945 42,146 56,72 0,39504 10837000 2368400 3458600 5010200

RBL1 0,282307 T 332 3 ___1 1 1,63E-05 125,28 113,26 94,632 -0,60995 429380000 18104000 185450000 225820000

SNX22 0,281906 S 19 3 ___1 0,997117 0,00017122 66,012 54,701 60,104 0,47725 192910000 36881000 78611000 77422000

SRRM2 0,281446 T 983 3 ___1 0,99683 0,00123192 96,54 71,319 60,521 -0,22773 3096100000 10883000 1661000000 1424200000

DKC1 0,281291 S 453 2 ___1 0,997942 1,87E-51 207,43 179,94 137,89 -0,25479 266450000 10764000 111450000 144240000

CHD8 0,280207 S 1424 3 ___1 0,99787 0,00015617 84,762 58,135 60,133 0,43562 113550000 1380200 66633000 45540000

NUP214 0,280125 S 646 2 ___1 0,893786 0,0232768 67,456 58,993 58,674 0,11768 51281000 1578200 31516000 18187000

AKAP6 0,280061 S 1335 2 ___1 0,999999 0,00089409 68,034 56,119 68,034 -0,15706 113260000 4056700 52701000 56506000

PCM1 0,279671 S 1187 2 ___1 0,837812 4,28E-12 156,81 137,03 143,86 0,15476 112850000 7084000 53930000 51834000

EIF2D 0,279593 S 237 2 ___1 0,991519 0,00150175 87,216 57,549 87,216 -0,077157 30783000 1515200 12775000 16493000

ZNF784 0,279531 S 12 3 ___1 0,709799 9,17E-07 135,21 103,12 84,573 0,25414 147020000 515820 76607000 69902000

MAP7D1 0,279412 S 116 3 ___1 0,869867 0,00014656 83,09 61,249 76,691 0,10955 63009000 1582300 28029000 33397000

ARMCX3 0,279307 S 110 3 ___1 0,997307 7,80E-39 190,1 167,22 118,51 0,42941 166240000 2607300 78126000 85507000

YBX3 0,277985 S 34 3 ___1 0,969644 5,66E-85 184,88 170,33 184,88 -0,63763 539780000 5780500 332080000 201920000

THOC7 0,276913 S 197 2 ___1 0,848815 0,00638894 59,606 46,598 59,606 1,557 13507000 2320900 3384300 7801500

PSIP1 0,276675 S 129 3 ___1 0,999889 8,27E-05 110,44 92,148 96,234 0,29874 35951000 1823600 17981000 16146000

FAM208B 0,276556 S 219 3 ___1 0,858571 0,0017118 65,196 47,495 65,196 0,24452 49860000 3587300 24832000 21440000

KMT2D 0,275841 S 2274 2 ___1 0,999461 0,00024613 106,52 80,586 106,52 0,018178 193370000 37465000 27204000 128700000

LMNB2 0,275294 S 37 2 ___1 0,85072 3,78E-06 107,17 99,3 71,548 0,75384 330950000 11719000 141290000 177940000

RPS6KB2 0,274769 S 423 2 ___1 1 0,0148534 61,09 44,983 61,09 -0,039591 93875000 9024900 43440000 41410000

WASF2 0,272259 S 308 3 ___2 0,999998 3,54E-05 74,876 67,6 70,98 0,16402 421540000 12026000 207650000 201870000

FLNB 0,272143 S 1505 2 ___1 1 0,00094612 111,31 92,707 111,31 -0,42635 68260000 2960100 31087000 34213000

EHBP1 0,272103 S 436 2 ___1 0,999998 0,0004896 101,89 84,648 101,89 0,1807 752190000 52812000 369910000 329470000

PPP1R3F 0,271996 S 547 2 ___1 1 8,23E-09 142,01 107,32 129,05 3,7932 95376000 6756900 42539000 46080000

DDX20 0,271784 S 703 3 ___1 0,911542 0,00089015 48,388 34,543 48,388 -0,78454 16655000 1140800 6115100 9398700

MPRIP 0,271464 S 993 2 ___1 1 0,0196907 82,505 28,936 72,243 -0,26821 95787000 3242100 38230000 54315000

BEND3 0,271052 S 164 2 ___1 0,983691 1,10E-17 167,2 137,82 162,68 0,43703 82340000 14629000 33937000 33775000

PRRC2A 0,270972 S 1435 2 ___1 0,999997 0,0176608 75,652 53,907 75,652 0,4139 84500000 620190 40634000 43246000

DEPTOR 0,270836 S 265 2 ___1 0,905937 7,76E-14 124,12 118,34 84,734 -0,27637 425580000 21901000 173650000 230030000

PI4KB 0,270589 S 428 2 ___1 1 0,00029465 100,41 67,887 100,41 -0,029609 38254000 436120 11324000 26494000

PDAP1 0,27021 S 60 2 ___1 0,999998 4,74E-115 260,49 243,55 238,17 -0,71033 175580000 3023900 69161000 103390000

SFT2D2 0,270008 S 9 2 ___1 0,999998 0,00069014 109,72 86,293 109,72 0,17529 149340000 38073000 51852000 59413000

ETV6 0,26992 S 22 3 ___2 0,964718 0,00418009 52,577 43,355 50,261 0,19637 76474000 3374900 26931000 46168000

TPD52L2 0,269624 S 21 2 ___1 0,996658 6,18E-14 156,67 135,45 152,25 0,090102 451950000 32158000 232460000 187340000

RB1 0,269514 T 373 2 ___1 1 9,88E-206 273,33 273,33 273,33 -0,026748 2714900000 122250000 1241400000 1351200000

GPN1 0,269451 S 314 2 ___1 0,989413 5,06E-05 125,89 98,864 125,89 0,59718 573350000 62350000 258420000 252580000

PRCC 0,269273 S 157 3 ___2 0,983547 0,0189592 40,756 26,172 40,756 -0,10661 68311000 6931300 28847000 32532000

PRCC 0,269273 S 159 3 ___2 0,951657 0,0189592 40,756 26,172 40,756 -0,10661 68311000 6931300 28847000 32532000

RFC1 0,268692 S 368 2 ___1 0,999999 3,74E-37 167,11 130,44 155,33 0,066466 509530000 22645000 246540000 240340000

CDK11B;CDK11A0,268233 S 65 2 ___1 0,997316 0,00043388 109 47,887 100,38 -0,19685 410670000 3179500 193670000 213820000

EIF2A 0,268195 S 503 3 ___1 0,697107 0,00022222 80,702 64,474 66,401 0,26828 290650000 4627200 120170000 165850000

SSRP1 0,268075 S 659 2 ___1 0,999287 0,0224 76,221 44,461 76,221 0,041502 51649000 2736400 17606000 31308000

CD97 0,268072 S 831 2 ___1 0,995703 0,00570475 99,283 86,926 76,228 -0,14237 108120000 9761500 43305000 55057000

IQCB1 0,267265 S 572 2 ___1 1 6,92E-14 155,22 134,55 53,001 0,49387 828560000 25059000 346550000 456960000

SGTA 0,267155 S 77 2 ___2 1 4,64E-05 90,518 73,717 70,089 0,14458 634380000 16334000 363810000 254230000

SGTA 0,267155 T 81 2 ___2 0,99936 5,92E-14 153,65 114,65 130,77 0,10695 619240000 14483000 347770000 256990000

SIK2 0,267116 S 587 2 ___1 0,999219 0,00368109 66,246 54,806 66,246 0,25363 30568000 1679100 15353000 13535000

NOB1 0,267049 S 184 4 ___1 1 2,07E-15 98,979 87,658 75,905 -0,85462 324510000 3598900 189830000 131090000

C9orf142 0,266673 S 152 3 ___1 1 8,41E-09 147,17 121,35 48,449 0,20397 4451700000 27147000 2011400000 2413200000

KANK1 0,266517 S 323 3 ___1 0,739097 6,15E-05 108,25 96,223 108,25 0,27667 351700000 2467000 178640000 170590000

RCSD1 0,266447 S 83 2 ___1 0,852955 0,0053542 65,224 38,84 65,224 0,35685 966150000 38070000 419590000 508490000

CHAMP1 0,265917 S 284 2 ___1 0,664031 0,00039512 133,16 108,38 133,16 -0,021559 35119000 1404000 14759000 18956000

TRIM28 0,265557 S 681 3 ___1 0,889984 7,09E-33 157,03 157,03 52,769 -0,47331 131940000 4367300 54293000 73276000

CCDC88A 0,265551 T 243 4 ___1 0,598918 9,94E-05 105,77 87,478 105,77 0,09492 43012000 431620 18275000 24305000

PRKDC 0,265437 S 2612 3 ___1 0,902709 0,00023446 70,449 57,392 70,449 -0,21792 33845000 3576300 13066000 17203000

RNF219 0,265269 S 568 2 ___1 1 0,00082206 110,08 67,275 110,08 0,021998 37964000 2072200 17165000 18726000

EIF3B 0,264717 S 117 2 ___1 0,667101 4,55E-29 187,57 169,44 187,57 -0,76224 272640000 3032100 133990000 135620000

CWC22 0,264356 S 91 3 ___2 0,816131 0,00023977 62,1 48,419 62,1 -0,19288 78536000 672650 33397000 44466000

CWC22 0,264356 S 93 3 ___2 0,816131 0,00023977 62,1 48,419 62,1 -0,19288 78536000 672650 33397000 44466000

TRIM28 0,264258 S 683 2 ___1 0,969576 3,74E-10 151,62 106,82 98,796 -0,55139 165750000 8868600 71419000 85460000

PPP1R12B 0,264168 S 687 2 ___1 1 1,59E-21 173,87 153,14 173,87 -0,052328 47007000 1330400 18509000 27167000

ANKRD17 0,263876 S 19 3 ___1 0,728191 0,0001876 46,247 36,277 46,247 1,0924 62488000 2939400 19507000 40041000

POLDIP2 0,263876 T 292 2 ___1 0,952681 0,00099473 113,99 68,108 113,99 0,48111 22130000 1085900 8757200 12287000

GMPS 0,263851 S 332 2 ___1 0,970066 6,05E-07 139,78 96,268 107,39 -1,2497 218740000 12810000 102170000 103750000

FAM73B 0,263533 S 276 2 ___1 0,897834 0,00178548 83,617 66,387 58,098 -3,1451 31995000 809980 12319000 18866000

TRAPPC12 0,26351 S 184 2 ___1 0,997014 2,44E-05 131,35 117,09 94,551 -0,11396 485660000 20843000 229490000 235330000

SLC43A1 0,262875 S 237 3 ___1 1 0,00266179 99,5 75,208 59,709 -0,21967 85891000 1626500 34674000 49591000

MIEF1 0,262193 T 58 2 ___1 0,607552 0,0102931 88,596 55,406 84,658 -0,0097676 41552000 805480 18636000 22110000

RPRD2 0,262072 S 730 3 ___1 0,518401 4,10E-06 82,342 70,6 58,612 -1,2346 50244000 368310 15433000 34443000

C2CD5 0,261564 S 659 2 ___1 0,999906 1,10E-64 223,06 195,41 193,19 -0,21771 145910000 7024000 46644000 92238000



CHAMP1 0,261428 S 355 2 ___1 0,993339 0,00237257 89,805 47,804 89,805 -0,5 180300000 49502000 63048000 67750000

EIF5B 0,261272 T 303 2 ___1 0,999983 5,92E-13 164,15 142,37 164,15 -0,089917 54562000 1049000 17808000 35705000

ESYT2 0,260508 S 758 2 ___1 0,582157 0,00174957 68,567 47,614 68,567 1,2901 10983000 890800 4593700 5498700

MIER1 0,260508 S 488 3 ___1 0,79163 4,68E-05 90,397 82,096 90,397 0,40551 38394000 5405300 14124000 18864000

TSSC4 0,260433 S 132 3 ___1 0,99681 0,00041014 76,768 69,537 76,768 0,1322 372720000 634430 166760000 205320000

ARMC1 0,260146 S 246 3 ___1 0,767344 7,79E-07 63,941 54,947 63,941 -0,43029 51673000 4152800 27199000 20321000

HTATSF1 0,259804 S 498 2 ___1 1 0 379,88 333,56 351,16 0,058784 1,0758E+10 4729800 5370000000 5383800000

KANK2 0,259713 S 540 3 ___1 1 5,91E-16 158,88 139,33 158,88 0,20473 682690000 579650 341350000 340760000

NCOR2 0,259303 S 1017 3 ___1 0,674695 2,42E-07 102,91 91,122 90,435 0,43222 107240000 1913400 44060000 61265000

DOCK7 0,259175 S 896 3 ___2 0,604255 0,00019249 71,117 63,044 71,117 0,072958 63472000 4440100 26695000 32337000

FGFR1OP 0,259111 S 156 2 ___1 1 1,55E-116 259,64 223,88 259,64 0,2653 1172700000 32392000 536150000 604150000

CAMKK2 0,259062 S 495 2 ___1 1 0,00909257 78,692 62,021 78,692 -0,29786 39534000 453510 16266000 22814000

NUCKS1 0,257781 S 204 2 ___1 1 3,87E-29 188,54 147,74 141,6 -0,17069 1450600000 8601800 621290000 820700000

TGS1 0,257614 S 412 3 ___1 0,999917 2,02E-05 108,01 97,584 108,01 -0,40868 37541000 658550 19786000 17097000

RANBP2 0,256947 S 3207 2 ___1 0,999799 1,04E-05 125,36 111,27 123,2 0,52789 658220000 12634000 316850000 328750000

MTPN 0,256329 T 31 3 ___1 1 0,00280819 99,569 75,011 80,609 -0,28157 144960000 4211300 78784000 61966000

ATG2B 0,256286 S 886 3 ___1 1 2,01E-35 184,75 167,47 184,75 -0,14493 140460000 1179200 72057000 67222000

EIF5B 0,256165 S 107 2 ___1 1 5,09E-06 129,88 112,07 91,475 0,66464 109780000 570700 63488000 45721000

WAPAL 0,256045 S 226 3 ___1 1 1,70E-05 130,95 101,41 96,773 -0,73488 2449200000 33535000 1257200000 1158500000

C2orf49 0,255924 S 193 2 ___1 0,955529 0,00370047 72,891 28,275 70,089 0,30167 62994000 3251300 31700000 28043000

ETV6 0,255682 T 18 3 ___2 0,709554 0,00051045 54,466 47,962 54,466 1,1126 113000000 5492300 51686000 55825000

CARHSP1 0,25567 S 30 3 ___2 1 0,00031234 99,891 86,949 89,721 0,44387 1118100000 14462000 531740000 571850000

CARHSP1 0,25567 S 32 3 ___2 0,999999 0,00025914 99,891 86,949 89,721 0,44387 1116100000 14462000 544790000 556880000

CAD 0,255073 S 1406 2 ___1 0,962695 0,00064418 113,69 56,957 113,69 0,23042 933950000 11043000 445270000 477640000

GAPDH 0,255071 T 184 3 ___1 0,957129 1,05E-05 93,295 84,677 93,295 -0,38112 261980000 13280000 123570000 125140000

EEPD1 0,255032 S 173 4 ___1 1 6,75E-05 127,76 96,117 68,41 -0,38677 490970000 9937600 223450000 257590000

GPM6A 0,254916 T 268 4 ___1 0,835783 7,41E-39 197,14 183,31 192,94 -0,13643 168500000 10792000 79519000 78187000

PANK2 0,254263 S 168 3 ___1 0,932891 0,00177819 61,524 44,772 61,524 -0,33438 23313000 192320 11155000 11966000

DNLZ 0,253893 S 171 3 ___1 1 4,53E-15 95,926 87,608 95,926 1,3355 83364000 6836300 29889000 46639000

TMEM131 0,253791 S 1155 3 ___1 0,999623 7,30E-05 102,21 81,207 102,21 0,2554 149440000 1493100 80940000 67003000

ZMYM6 0,253706 S 730 2 ___1 0,982099 1,74E-05 135,02 114,5 108,59 0,97771 132760000 65535000 31741000 35483000

RANBP1;PKIB0,253544 S 188 2 ___1 1 1,45E-11 156,02 97,547 54,982 0,10673 535910000 16706000 257230000 261970000

ZFC3H1 0,253353 S 655 3 ___1 0,999054 2,13E-07 109,54 98,779 109,54 0,65856 470590000 1357500 235090000 234140000

FGFR1OP 0,253097 S 156 2 ___2 1 1,55E-116 259,64 223,88 259,64 0,2653 1172700000 32392000 536150000 604150000

ACIN1 0,252943 S 657 2 ___1 0,999915 0,00702085 96,143 47,719 93,556 -0,034207 185760000 4823800 89540000 91396000

PELP1 0,252896 S 481 2 ___2 1 6,96E-50 208,51 188,42 208,51 0,32818 610710000 6041000 317200000 287470000

PELP1 0,252896 S 477 3 ___2 0,999997 1,91E-05 136,39 121,7 79,635 0,28268 475770000 847620 249680000 225240000

UBA1 0,252779 T 800 3 ___1 0,999933 0,00216026 85,636 71,957 53,585 0,068141 29576000 3052200 6682300 19841000

MAP7D1 0,252652 S 113 2 ___1 0,961712 2,46E-14 160,3 138,1 160,3 0,4128 369970000 3234700 190580000 176150000

RSRC2 0,252165 S 4 2 ___1 0,997638 6,96E-07 138,81 123,54 122,75 0,18059 8008800000 86487000 3923300000 3999000000

GPSM3 0,25189 S 39 2 ___1 0,997056 0,011418 64,224 53,06 55,841 0,35556 52141000 5592600 20446000 26102000

SRRM2 0,251794 S 2688 2 ___1 0,999718 2,62E-07 143,31 116,52 109,39 -0,086876 4718000000 540750000 2003400000 2173800000

DENND4A 0,251469 S 1410 2 ___1 0,978784 0,00023827 107,82 63,209 92,38 -0,8411 54807000 4703500 26768000 23335000

PRRC2A 0,251083 S 1110 2 ___1 0,982406 1,13E-96 232,01 210,63 232,01 0,47632 13960000 355970 4256700 9347100

FRYL 0,250823 S 1957 3 ___1 0,922964 0,00347429 64,65 46,285 55,899 0,058846 48357000 5323900 22025000 21008000

HIST1H1C 0,250381 T 4 2 ___1 0,976635 0,00022297 83,511 11,576 63,091 -1,1537 648350000 42361000 267480000 338510000

HDGFRP2 0,250366 S 652 3 ___1 1 8,43E-06 137,79 112,06 49,463 0,21708 990360000 62351000 460960000 467060000

RRP1B 0,249991 S 458 3 ___1 0,794251 9,97E-07 74,282 63,406 73,239 -0,32208 252340000 8543100 106140000 137650000

NUP214 0,249803 S 940 2 ___1 1 0,00014848 115,33 89,768 68,676 -0,27438 947570000 27212000 430300000 490060000

PHACTR4 0,249741 S 464 2 ___1 0,999959 0,0165176 72,531 55,589 72,531 -0,089547 68321000 2511900 28955000 36854000

PJA2 0,249627 S 309 2 ___1 0,703724 0,00174713 110,92 98,362 110,92 -0,053877 28934000 258240 15595000 13080000

NCL 0,249353 T 76 2 ___1 1 0,00388367 111,31 83,992 81,771 -0,20964 235040000 6233000 109150000 119660000

RPS8 0,249142 T 130 2 ___1 1 7,15E-20 176,23 151,82 96,604 -0,48738 250810000 6070600 111030000 133710000

ZDHHC5 0,248899 S 380 3 ___1 0,878443 0,00021215 92,792 83,387 72,316 -0,15507 73334000 416400 22022000 50895000

CANX 0,247928 T 562 3 ___1 0,988382 4,61E-151 284,5 268,55 190,37 -1,9541 995990000 10304000 455470000 530220000

SF3B1 0,247684 S 129 3 ___1 0,999818 0,00113618 86,378 67,782 57,496 0,59049 129760000 10057000 53697000 66011000

PDCD4 0,246712 T 93 2 ___1 0,662339 0,0048746 95,909 57,671 70,919 1,4356 303550000 34895000 127270000 141390000

USP6NL 0,24665 S 680 2 ___1 0,997933 5,99E-05 95,429 85,076 55,213 -0,28097 96822000 5223500 39202000 52396000

ATXN2 0,246591 T 771 2 ___1 0,614113 0,00281931 100,54 83,628 100,54 -0,21399 75567000 399370 40870000 34297000

NELFE 0,24646 S 115 3 ___1 0,999705 2,66E-35 165,02 142,82 78,674 0,10281 1028700000 30921000 482260000 515550000

IFI16 0,246405 S 153 2 ___1 0,99996 9,29E-23 173,56 154,98 141,97 -0,56697 2820100000 100800000 1306400000 1412900000

OSBPL11 0,24619 S 189 3 ___1 0,999999 6,88E-05 104,76 86,847 92,098 0,10226 302770000 9458900 142420000 150890000

RNF126 0,246149 S 5 2 ___1 1 5,05E-14 123,51 100,95 104,05 -0,027158 68967000 2036700 31970000 34960000

RBBP8 0,245982 T 315 3 ___2 0,98075 1,10E-13 83,185 78,282 83,185 -0,38755 44086000 12190000 12978000 18918000

BSG 0,245365 S 362 3 ___1 1 1,26E-14 163,45 146,31 46,273 -0,22855 285040000 18990000 121510000 144540000

DNAJC2 0,245143 S 47 2 ___1 1 1,89E-08 148,52 131,31 78,814 -0,063271 2573600000 77906000 1169500000 1326100000

PDHA1;PDHA20,244997 S 293 3 ___1 0,999628 3,70E-19 144,8 139,26 117,13 -0,067102 4530300000 144740000 2084000000 2301600000

SQSTM1 0,244972 S 266 3 ___1 0,831665 4,09E-06 128,01 128,01 64,537 0,05585 122200000 801420 45286000 76108000

RANBP2 0,244522 T 1396 2 ___2 0,992164 0,00091919 90,754 73,318 90,754 0,1703 312340000 19907000 134070000 158360000

RANBP2 0,244522 T 1399 3 ___2 0,564615 0,0135199 69,598 46,579 61,499 0,37836 91151000 8434100 26334000 56382000

PNISR 0,244428 S 465 2 ___1 0,995331 0,003296 85,522 52,464 79,492 0,33831 201460000 150460000 24199000 26808000

CCNL2 0,244156 S 348 2 ___1 0,989124 0,00217691 105,43 74,359 105,43 -0,57842 651520000 2004300 444080000 205440000

NACA 0,244156 T 157 4 ___1 0,521682 6,04E-41 118,93 114,61 99,741 0,46839 289080000 10815000 85719000 192550000

LRBA 0,244017 S 1261 3 ___1 1 0,00030365 88,796 76,18 44,16 0,39371 110710000 15991000 46398000 48324000

RB1 0,243652 S 807 2 ___1 1 4,37E-14 147,35 111,05 132,83 0,091166 1965900000 70140000 867000000 1028700000

NRD1 0,243182 S 86 2 ___1 1 8,21E-06 77,522 51,105 63,662 -0,86887 3758700 908620 1057300 1792800

USP16 0,242997 S 415 2 ___1 1 2,43E-109 232,5 192,58 222,29 0,1885 41606000 3943900 19873000 17790000

FLNB 0,242957 S 2465 2 ___1 1 1,93E-05 133,14 92,548 133,14 0,40666 16845000 3685400 5916600 7243100

NCK1 0,242816 S 96 3 ___1 0,999993 6,76E-05 78,921 65,19 78,921 1,0143 25074000 2739300 12914000 9420300

DMXL1 0,242572 S 1285 2 ___1 0,748854 0,00043973 90,761 63,814 90,761 -0,60542 9115600 899810 3985800 4230000

APEH 0,242402 S 187 2 ___1 0,992855 0,00012484 123,02 88,298 101,3 0,13922 386410000 13871000 185350000 187190000

TPD52L2 0,242206 S 19 2 ___1 0,530121 0,0018189 71,607 57,701 71,607 0,32811 106670000 6928600 43396000 56348000

FAM21A;FAM21C0,242084 S 158 3 ___2 1 0,0020642 54,744 47,712 54,744 -0,0089911 35391000 1542200 16340000 17509000

FAM21A;FAM21C0,242084 S 160 3 ___2 1 0,0020642 54,744 47,712 54,744 -0,0089911 35391000 1542200 16340000 17509000

BET1 0,242053 S 50 2 ___1 0,999995 6,24E-27 148,18 93,924 140,45 -0,42859 5350100000 221640000 2413100000 2715400000

EIF4A3 0,241815 S 12 2 ___1 0,914255 1,25E-38 194 177,47 174,59 0,0065641 369290000 1744300 162370000 205170000

SMC5 0,241596 S 25 3 ___1 0,784111 0,00237122 65,105 42,63 65,105 0,19561 5821500 310930 2904900 2605700

ZNF148 0,24156 S 306 2 ___1 0,923677 1,08E-14 163,91 149,49 121,32 0,59938 154020000 7331700 70677000 76010000

LSP1 0,241474 T 184 3 ___1 0,549516 0,00145709 51,643 38,929 51,619 -0,5241 96990000 5355500 40231000 51404000

TRIM28 0,241423 T 541 3 ___1 0,966288 8,82E-06 72,163 64,541 60,218 0,14202 225550000 6102800 87645000 131800000

AFF1 0,24123 S 750 2 ___1 0,999449 2,86E-13 153,21 135,47 153,21 0,11301 307450000 161220 141330000 165960000

EIF4B 0,240585 S 459 3 ___1 0,997321 5,92E-05 117,35 105,39 117,35 -0,27217 618230000 58044000 300080000 260110000

ATP1A1 0,240375 S 47 4 ___1 0,999999 0,00019462 82,586 72,928 82,586 0,43152 9090600 384380 4080900 4625300

RPLP0;RPLP0P60,240131 S 307 2 ___1 1 7,97E-18 126,4 116,44 126,4 0,22771 2743400000 113700000 1339800000 1289800000

SETDB1 0,240063 S 1066 2 ___1 0,999993 0,00024671 119,32 92,774 110,44 -0,049547 392720000 6005400 185950000 200760000

TRIM28 0,239887 S 471 3 ___1 0,592284 0,00103882 71,601 55,071 71,601 -0,0099102 881200000 1692000 530740000 348770000

SETX 0,239819 S 947 2 ___1 1 0,0048174 92,943 72,913 63,473 0,20356 147030000 3492900 67601000 75937000

ERCC5 0,239517 S 382 2 ___1 1 0,00011467 103,67 74,122 75,968 0,10945 67316000 18669000 23764000 24883000

NOC2L 0,239276 S 673 2 ___1 0,999999 1,46E-20 172,99 157,6 172,99 0,077773 163470000 6512300 79925000 77033000

SQSTM1 0,239153 S 272 2 ___1 0,996385 1,93E-06 109,1 92,386 109,1 0,53142 186380000 10357000 92576000 83443000

RTN4 0,238761 S 184 3 ___2 0,655221 3,14E-07 115,89 111,27 111,18 0,5717 635120000 11474000 284570000 339080000

DCP1A 0,238388 S 522 2 ___1 0,99735 7,56E-09 140,16 118,6 140,16 0,55488 137750000 2617300 67007000 68121000

RNF219 0,237931 S 721 2 ___1 0,750643 0,00164099 85,45 49,116 68,044 0,15419 32034000 1682000 9753900 20598000

ERBB2IP 0,237808 S 872 2 ___1 0,997636 0,0148192 69,602 46,723 69,602 0,1037 22644000 1754300 8841400 12048000

PXN 0,237686 S 84 3 ___1 0,535769 0,00073122 78,285 60,183 66,644 -0,16848 10970000 826890 4987100 5156200

CCDC88B 0,237564 S 597 2 ___1 0,912777 1,29E-39 198,47 164,07 198,47 -0,15183 94847000 3274300 43128000 48445000

U2SURP 0,237319 S 731 2 ___1 0,999988 0,0128109 54,368 43,089 54,368 0,35495 14314000 1810700 5651100 6852500

FMNL1 0,237074 S 624 2 ___1 1 6,06E-05 121,86 66,286 121,86 0,11485 174230000 2088300 88547000 83592000

FGFR1OP 0,236673 S 160 2 ___2 1 2,04E-05 98,443 80,34 98,443 0,77218 904660000 12942000 432380000 459340000

TFAP4 0,23637 S 124 2 ___1 0,99643 0,00101081 103,44 83,11 79,744 -0,35429 1314700000 8974700 666280000 639480000

RPS7 0,23634 T 123 3 ___1 0,792271 1,25E-05 107 99,892 46,862 -0,33071 32031000 1684400 11902000 18445000

PGM1 0,23626 T 115 2 ___1 0,666366 9,42E-48 159,74 159,74 159,74 0,35439 1900100000 67937000 846900000 985220000

COG4 0,236094 S 6 2 ___1 1 0,00130875 97,813 71,371 80,979 0,95565 175120000 10723000 84571000 79828000

PDXDC1 0,235972 S 710 3 ___1 0,713132 9,56E-12 150,24 123,82 150,24 0,62411 93952000 2316300 25100000 66536000



FNIP1 0,23589 S 220 2 ___1 1 3,53E-08 142,83 110,9 131,17 0,13255 256030000 6195600 116170000 133660000

MIER1 0,235359 S 483 3 ___1 0,553843 2,52E-05 80,224 63,148 80,224 0,21015 34782000 5190700 13946000 15645000

CCDC94 0,235359 S 211 3 ___2 0,964541 3,50E-14 88,149 82,272 40,986 1,0904 193560000 4755200 85861000 102940000

CCDC94 0,235359 S 213 3 ___2 0,964541 3,50E-14 88,149 82,272 40,986 1,0904 154700000 4755200 62647000 87298000

HMHA1 0,235354 S 25 3 ___1 0,999033 0,00018824 90,729 78,828 41,256 0,23522 1382600000 1546100 681750000 699300000

PGM1 0,235209 S 117 2 ___1 0,999813 2,39E-120 259,16 226,42 216,04 1,5156 2877300000 109300000 1278400000 1489600000

THRAP3 0,234994 S 248 3 ___2 0,999992 0,0020139 80,859 66,297 57,142 0,75931 1061400000 5642900 574310000 481500000

RCSD1 0,234677 S 82 2 ___1 0,566272 0,00789828 57,59 28,173 57,59 0,095587 1079700000 42335000 474370000 563040000

ENO1 0,23446 S 27 2 ___1 0,819179 1,80E-05 103,83 21,93 103,83 -0,26758 41615000 9035700 15844000 16735000

RTN4 0,23381 S 181 3 ___1 0,931278 6,26E-10 131,56 124,19 111,68 0,36963 1820700000 15469000 891300000 913890000

GTF2I 0,233523 S 16 2 ___1 0,907761 7,90E-98 245,78 186,27 245,78 -0,15738 259530000 14507000 123550000 121470000

THRAP3 0,23352 S 207 2 ___1 0,90667 0,00035221 102,9 82,441 63,727 0,19665 36635000 1116500 13280000 22238000

RNF219 0,233397 S 717 2 ___1 0,689293 0,0014795 87,498 38,148 87,498 0,11269 18407000 799440 9197600 8409800

SLK 0,233152 S 779 2 ___1 0,999274 0,00299651 86,911 68,774 83,137 0,71349 44578000 1965000 19654000 22958000

AKAP2 0,232798 S 465 2 ___1 0,999994 1,22E-119 260,53 211,11 260,53 0,65496 143370000 1869900 66801000 74699000

PDS5B 0,232783 S 1204 3 ___1 0,999488 0,00014649 99,451 54,121 95,767 -0,38123 32373000 605290 19723000 12044000

DTX2 0,232549 S 360 2 ___1 0,846858 0,00344715 84,821 54,885 68,44 0,28584 29530000 6796200 10725000 12008000

GPS1 0,23217 S 474 3 ___1 0,998407 6,73E-05 105,03 81,73 105,03 0,20499 110000000 2437800 56561000 50996000

ZNF609 0,232047 S 804 2 ___1 0,806916 0,00241831 70,942 53,453 70,942 1,1567 13451000 1404700 4820700 7225900

ARHGAP4 0,23131 S 901 3 ___1 0,663933 0,00012855 91,733 70,906 91,733 -0,18467 24884000 777610 10330000 13776000

ABCC4 0,230584 T 646 2 ___1 0,905761 0,00175052 84,874 71,446 84,874 0,048808 26599000 8788600 8251700 9558800

VAPB 0,230572 S 160 2 ___1 0,881378 0,00178548 83,617 47,972 83,617 -0,26097 13176000 977880 6543900 5653800

PPP1R18 0,230566 S 133 3 ___1 1 0,00018725 95,205 68,841 95,205 -0,30608 141160000 16045000 63982000 61130000

DKC1 0,230101 S 451 2 ___1 1 1,87E-51 207,43 179,94 207,43 0,68444 156760000 6578200 73513000 76665000

HNRNPM 0,230068 S 701 2 ___1 1 7,10E-08 141,88 40,232 141,88 -0,32264 386710000 14446000 194550000 177710000

LMNB2 0,229834 S 419 2 ___1 0,999393 1,66E-26 155,98 148,26 155,98 -0,26123 27639000 2935300 12632000 12072000

KLC4 0,229754 S 590 3 ___1 0,999714 4,37E-05 99,954 88,101 99,954 -0,36996 88594000 1026900 29012000 58555000

ZC3H11A 0,229342 S 290 3 ___1 0,999992 9,29E-05 95,205 76,376 95,205 0,098502 83432000 43081000 20084000 20267000

TRPM7 0,229342 S 1269 2 ___1 0,839968 0,00104058 96,464 83,586 96,464 -0,23778 31596000 268950 15872000 15455000

MEPCE 0,229219 S 101 3 ___1 0,997193 0,00011421 81,974 69,492 81,974 -1,0896 97915000 2362900 59477000 36075000

MKI67 0,228757 S 1098 2 ___1 1 8,80E-05 124,86 104,02 124,86 -0,11946 94880000 5290800 40695000 48895000

MAP4K1 0,228693 S 737 2 ___1 0,999893 0,00225068 98,156 77,869 89,805 0,71382 48582000 1347300 20638000 26597000

EPB41 0,22848 S 712 3 ___1 0,984108 0,00844454 61,235 50,071 61,235 0,25919 118110000 542660 42780000 74787000

SPIRE1 0,228292 S 387 3 ___1 1 0,0206448 50,155 36,742 50,155 0,32091 16949000 373470 7690700 8884800

VPS51 0,228111 S 13 3 ___1 0,629746 8,50E-32 166,28 156,13 166,28 -0,24732 49521000 1228200 27269000 21023000

SYMPK 0,227864 S 510 3 ___1 0,853329 4,11E-06 70,525 57,204 70,525 -0,10738 19712000 757540 7470700 11483000

SF3A3 0,227309 S 295 2 ___1 0,999844 0,00077829 100,02 82,213 95,018 -0,057565 82271000 3123800 38456000 40692000

FAM117A 0,227125 S 428 2 ___1 1 0,0182879 63,727 48,851 63,727 -0,69193 18211000 585960 8105800 9519300

RPS2 0,226245 S 264 2 ___1 0,999181 0,00038277 89,46 62,749 89,46 -0,54933 338690000 18720000 148480000 171490000

TPR 0,226229 S 2155 2 ___1 1 2,15E-15 164,57 141,96 164,57 0,30936 650940000 94043000 258160000 298740000

MED24 0,226163 S 862 2 ___1 0,992817 8,16E-97 243,01 197,29 226,22 -0,01617 156630000 4578600 75101000 76946000

RTN4 0,226117 S 182 3 ___2 0,774885 6,26E-10 131,56 124,19 131,56 -0,11722 850870000 13915000 391310000 445650000

NCOA3 0,226058 S 1330 2 ___1 0,916371 0,0196901 59,898 59,898 59,898 -0,2447 67569000 2234100 29046000 36290000

DHX9 0,226043 S 87 3 ___1 0,994012 1,86E-23 103,2 95,394 87,023 0,90687 136500000 5543300 73533000 57425000

TBC1D10B 0,225892 S 661 2 ___1 0,969194 0,00068346 91,518 77,435 91,518 0,061833 31265000 535550 12894000 17835000

SRRM2 0,225892 T 1043 2 ___1 0,544658 1,64E-06 84,94 84,94 70,944 -0,033577 252220000 10962000 106670000 134590000

PHKA2 0,225836 S 729 2 ___1 1 0,0005952 76,85 76,85 76,82 -0,056117 85157000 6321500 36737000 42098000

HIST1H1B 0,225765 T 4 2 ___1 0,880411 3,29E-05 89,507 78,562 89,507 -0,051972 1071000000 43603000 476000000 551410000

TMC8 0,225209 S 658 2 ___1 0,834627 0,00481036 51,771 51,771 50,843 -0,29472 208720000 5386000 95188000 108150000

SMARCAL1 0,224534 S 198 3 ___1 0,938107 0,00120338 54,225 45,406 54,225 0,51306 22682000 590910 6770700 15320000

MIER1 0,22404 S 377 2 ___1 1 2,71E-09 149,09 129,76 149,09 -0,3031 112320000 685480 63274000 48364000

PCNP 0,223546 S 53 3 ___1 1 0,00010713 112,85 100,55 112,85 -0,33541 70772000 3238200 35736000 31798000

SAE1 0,223111 S 12 2 ___1 1 5,98E-39 198,95 161,35 198,95 0,053708 179000000 35462000 70356000 73186000

FANCE 0,222982 S 249 2 ___1 0,989726 2,32E-26 149,22 120,89 149,22 0,013363 297110000 12257000 132460000 152390000

SRRM2 0,222451 S 2684 3 ___1 0,852836 0,00466711 74,237 50,386 51,013 -0,079013 899510000 26920000 406560000 466040000

ATF7 0,22231 S 434 3 ___1 0,78689 2,16E-07 77,733 69,799 71,596 0,21577 46917000 1740500 31458000 13719000

SMAP2 0,22231 S 216 2 ___1 0,534339 0,000454 94,544 70,035 94,544 0,16237 82648000 4428200 42804000 35416000

CCAR1 0,221807 S 626 2 ___1 0,591749 4,89E-08 97,813 75,576 97,813 -0,097 119330000 4713700 55016000 59605000

SASH3 0,221572 S 142 3 ___1 0,999996 0,00016262 89,402 72,908 89,402 0,30164 316250000 14850000 142090000 159310000

DAXX 0,221568 S 668 3 ___1 0,583382 3,69E-05 87,156 68,86 87,156 0,48296 20608000 569960 10095000 9943000

IRF2BP1 0,22132 S 186 3 ___1 0,978907 0,00528155 43,895 29,435 43,895 -2,7187 31315000 1959200 15270000 14086000

CDK11B;CDK11A0,221216 S 752 3 ___2 0,999932 4,98E-07 132,12 114,18 81,346 0,18379 5390000000 179920000 2727100000 2483000000

CDK11B;CDK11A0,221216 T 751 3 ___2 0,999975 4,98E-07 132,12 114,18 81,346 0,18379 5211700000 191670000 2672400000 2347600000

GLCCI1 0,221197 S 258 3 ___1 1 5,22E-68 218 200,57 129,51 -0,018349 938620000 3445500 452250000 482920000

NCOR2 0,221197 S 1971 2 ___1 0,704687 0,00372528 89,133 49,132 89,133 0,13198 94556000 2625100 54992000 36939000

ZNF532 0,220991 S 314 2 ___1 0,999989 6,38E-05 126,63 102,44 96,371 -0,17361 301200000 32115000 137870000 131210000

NASP 0,22096 S 497 2 ___1 1 0,00163874 77,185 54,987 77,185 0,37907 316640000 15145000 139800000 161700000

SRRM2 0,220463 S 994 3 ___2 0,775994 0,0107919 60,521 48,176 56,533 -0,19826 1046700000 4080400 560160000 482440000

IWS1 0,220082 S 159 2 ___1 0,584253 0,00033681 105,65 69,206 105,65 -0,31156 21373000 1163100 9223200 10987000

LSP1 0,219997 S 204 3 ___1 0,999328 2,15E-05 130,56 77,773 116,01 0,34757 7161200000 48023000 3419800000 3693300000

PRKD3;PRKD10,21987 S 735 2 ___1 0,999999 0,0002329 108,71 88,324 108,71 0,24747 149420000 9031800 68391000 71994000

HSPH1 0,219835 S 557 3 ___1 0,711544 3,39E-07 64,847 56,512 64,847 -0,41861 65544000 3036900 44798000 17709000

GTF2F1 0,219587 T 446 3 ___1 0,853089 0,00237877 58,997 46,694 58,997 -0,1737 45183000 4199900 22657000 18326000

AKAP11 0,218843 S 1139 3 ___2 0,522966 3,13E-05 65,345 56,432 65,345 0,80657 16450000 650470 9316700 6482900

AKAP11 0,218843 T 1136 3 ___2 0,98481 3,13E-05 65,345 56,432 65,345 0,80657 16450000 650470 9316700 6482900

SNX17 0,218347 S 437 2 ___1 0,982935 5,77E-05 131,53 83,094 85,536 -0,12997 57313000 246600 20289000 36777000

POLR3GL 0,218258 S 163 2 ___1 1 7,04E-138 272,24 197,15 62,287 0,12459 68484000 6124300 32440000 29919000

OSBPL3 0,217722 S 410 3 ___1 0,999999 7,25E-05 112,42 99,019 94,463 0,087168 359070000 11394000 149880000 197790000

RALGPS2 0,217231 S 308 3 ___1 0,983234 0,00023671 74,494 65,114 48,226 -0,13197 367270000 8268600 215000000 144010000

TBC1D22A 0,216901 S 167 3 ___1 0,758674 1,04E-09 117,84 105,28 89,559 0,05638 407870000 6463200 190570000 210840000

MED1 0,216486 S 772 3 ___2 0,54297 3,20E-05 73,616 63,361 72,228 0,20388 36899000 4262600 15057000 17580000

MED1 0,216486 S 774 2 ___2 0,987148 2,13E-07 126,63 113,8 126,63 -0,11965 66779000 4262600 29274000 33242000

CIT 0,216261 S 1939 4 ___1 0,574619 3,44E-05 85,185 72,956 85,185 0,30521 85694000 951720 47723000 37019000

RB1 0,215625 S 794 2 ___2 0,679411 0,00031528 132,83 119,67 57,484 0,36118 317820000 4726900 141700000 171390000

XRN2 0,215622 S 448 2 ___1 1 4,19E-18 169,46 137,02 169,46 -1,2661 176710000 30827000 64510000 81369000

RGPD5;RGPD8;RGPD1;RGPD2;RANBP2;RGPD3;RGPD40,215617 T 2153 2 ___1 1 0,00187035 89,43 40,862 89,43 -0,18172 37290000 337390 20771000 16181000

BTK 0,214495 T 191 2 ___1 1 0,00020386 130,95 70,553 56,951 0,24991 293230000 18320000 134850000 140070000

SPRTN 0,214151 S 268 2 ___1 0,972466 0,00245642 73,707 55,44 69,261 -0,21974 27536000 2421300 12967000 12148000

RNASEH2C 0,214125 S 3 2 ___1 1 0,00147253 85,845 76,982 75,479 0,14617 28845000 966230 14459000 13420000

ASXL1 0,213752 S 503 3 ___1 0,858329 4,33E-10 145,75 118,25 97,124 0,29794 72349000 1423500 35677000 35249000

SND1 0,213719 S 781 2 ___1 0,999195 0,00096353 104,24 61,555 84,718 0,023517 138080000 6612200 65219000 66254000

TTF2 0,213612 S 368 2 ___1 1 8,25E-06 131,56 111,9 129,05 1,3907 76002000 8713400 37407000 29881000

CDCA3 0,213281 S 222 2 ___1 0,999927 1,51E-13 163,99 119,13 163,99 0,61894 29046000 1119600 15226000 12700000

ADRBK1 0,213223 S 670 2 ___1 1 1,15E-07 143,46 111,47 124,12 -0,15724 2460300000 4230500 1246000000 1210100000

EIF4EBP1 0,213129 S 94 4 ___2 0,524106 9,46E-14 89,677 79,67 89,677 -0,40892 430450000 8662600 277880000 143910000

EIF4EBP1 0,213129 T 77 4 ___2 0,881551 9,46E-14 89,677 79,67 89,677 -0,40892 745740000 13332000 443220000 289180000

PITPNB 0,212897 S 262 2 ___1 0,99981 0,00141112 121,18 109,45 90,689 0,11433 1220600000 7041600 566220000 647380000

FBXW9 0,21229 S 59 3 ___1 0,975332 2,32E-05 75,436 61,275 75,436 0,27784 41040000 4115500 18440000 18485000

DDB2 0,212287 S 26 2 ___1 0,99562 7,55E-27 182,17 154,52 150,05 -0,19366 3333200000 83714000 1627800000 1621700000

RAB11B;RAB11A0,212001 S 42 2 ___1 0,754488 0,00161325 101,5 70,008 101,5 -0,14864 31840000 1329300 14933000 15577000

TIMELESS 0,211845 S 1087 2 ___1 0,999927 1,56E-08 151,7 100,69 73,665 0,037534 121840000 1151200 51609000 69082000

NFKB1 0,211746 S 892 2 ___1 0,499992 0,0025718 67,234 46,281 67,234 -0,0076638 32205000 4351000 14608000 13246000

RRP12 0,211669 T 88 2 ___1 1 6,43E-06 135,98 118,49 135,98 -0,13027 218510000 19020000 96041000 103450000

SYNRG 0,211652 S 935 2 ___1 0,973941 2,39E-250 333,75 297,86 132,13 0,28422 533970000 52354000 252690000 228920000

STOML2 0,211508 T 327 2 ___1 0,996603 0,00231207 78,326 60,625 60,209 1,3966 93836000 18621000 35744000 39472000

NEDD4L 0,211386 S 448 2 ___1 0,678532 0,010818 69,594 55,931 51,128 -0,14283 29917000 1336200 14645000 13936000

TTC4 0,211316 S 51 2 ___1 1 0,00036733 103,26 31,642 92,239 0,0061949 384560000 25530000 166670000 192370000

ZFYVE19 0,211113 S 354 2 ___1 1 4,92E-09 146,16 120,94 146,16 0,028649 98788000 4102700 60007000 34679000

MAP4 0,211012 S 928 2 ___1 0,974662 2,05E-05 134,13 80,379 134,13 0,4166 522890000 44697000 224530000 253660000

PSEN1 0,211012 S 367 2 ___1 0,871765 1,32E-20 169,28 135,66 144,68 -0,66451 50836000 3553800 20501000 26781000

ARHGEF18 0,210889 S 155 2 ___1 0,999345 2,49E-07 141,06 115,44 90,412 -0,12239 1654600000 36585000 822260000 795750000

DKC1 0,210888 S 455 2 ___2 0,835966 2,08E-09 147,16 131,53 147,16 0,63721 114150000 3010600 33171000 77969000

ATP2A2 0,210676 S 663 2 ___1 1 1,15E-17 166,7 146,18 104,94 0,20083 571950000 26200000 269990000 275750000

AP3B1 0,210524 S 609 2 ___1 1 1,41E-05 128,85 99,891 81,676 1,2897 244410000 11337000 111790000 121280000



CAMKK1;CAMKK20,210264 S 100 2 ___1 1 0,0136422 80,787 22,558 80,787 -0,27075 108060000 6156300 50661000 51245000

RIOK2 0,210084 S 350 2 ___1 0,999923 1,24E-07 141,37 116,67 141,37 0,27557 161710000 4519300 78134000 79055000

OSBP 0,210011 S 193 2 ___1 1 2,65E-116 256,45 238,32 210,57 -0,1359 649880000 51358000 303900000 294620000

HN1 0,209906 S 91 2 ___2 0,794805 0,00073671 76,051 63,174 76,051 0,20204 72929000 2076100 27579000 43274000

MFAP1 0,209692 S 94 3 ___1 1 0,00023183 90,561 56,937 74,428 -0,37534 139760000 2770100 73378000 63615000

LSP1 0,209074 S 208 2 ___1 0,999764 3,47E-06 126,07 93,327 113,82 -0,64332 3379200000 6628700 1840100000 1532400000

ZNF263 0,208892 S 178 3 ___1 1 0,00018394 84,946 61,847 43,696 0,19581 40430000 572190 18951000 20906000

FLNB 0,208767 S 983 2 ___1 0,877532 0,00030659 113,77 89,612 113,77 -0,39578 30231000 315680 8729300 21186000

DENND4A 0,208642 T 1019 3 ___1 0,5 0,00251949 58,09 50,378 58,09 0,4111 2885800 34745 1686000 1165000

ZNF106 0,208642 T 1372 4 ___1 0,499999 9,75E-05 74,662 71,518 74,662 0,15209 8498400 207840 2652000 5638600

CCDC124 0,208051 S 141 2 ___1 1 8,95E-05 121,02 68,443 91,937 -0,75851 67724000 2861600 31070000 33793000

NACA 0,207606 S 166 3 ___1 1 6,34E-111 227,5 212,45 227,5 -1,1652 2684000000 70773000 1377900000 1235400000

FAM208A 0,207518 T 819 3 ___1 0,817894 0,00016332 102,5 90,922 102,5 0,055557 32559000 2164900 19111000 11283000

RIMS2 0,207018 S 400 3 ___1 0,999982 3,74E-22 176,67 114,39 176,67 0,67971 75771000 1492100 32744000 41535000

ZMYM3 0,207018 T 462 3 ___1 0,532435 0,00506555 72,089 58,889 40,801 -0,69836 26193000 1763900 16658000 7771300

KDM2B 0,206974 S 474 2 ___1 0,991254 6,23E-08 145,1 112,6 145,1 -0,09009 102380000 5530400 45893000 50957000

ANKRD17 0,206874 T 5 4 ___1 0,715853 6,45E-06 57,743 52,083 41,497 0,64788 163050000 4806400 68143000 90099000

TIAM1 0,206768 S 231 2 ___1 0,999995 0,0110068 69,864 40,565 67,519 -0,64983 22044000 963680 11613000 9467800

KLC4 0,206672 S 460 2 ___1 0,956202 6,36E-07 96,103 71,759 96,103 -0,56792 78859000 2269300 38289000 38300000

STK4 0,206643 S 320 2 ___1 1 3,24E-67 215,75 196,01 215,75 -0,58957 150990000 1625800 93859000 55502000

MYO9B 0,206431 T 1346 2 ___1 0,999095 1,27E-34 199,3 172,89 178,84 -0,097556 413870000 144240000 134900000 134730000

RAB11FIP1 0,206143 S 435 2 ___1 0,85557 2,14E-08 150,11 125,96 150,11 -0,060004 27752000 1813500 13168000 12771000

CRK 0,205768 S 74 3 ___1 0,850771 1,15E-06 75,654 67,179 75,654 0,51337 13754000 741820 6926000 6086000

CLSPN 0,205529 T 949 2 ___1 0,557652 0,00404164 74,257 58,491 69,451 0,12903 32779000 3003400 11366000 18410000

PDHA1 0,205518 T 231 2 ___1 0,499999 0,00346136 78,513 64,743 78,513 -0,01791 127560000 4888800 59317000 63355000

PRKACA 0,205314 S 339 3 ___1 1 4,89E-09 137,9 130 137,9 1,2497 574330000 39232000 271440000 263650000

RAB8A 0,205267 S 111 2 ___1 1 3,57E-60 225,6 173,64 191,91 1,0645 94176000 2147800 40706000 51322000

UTP20 0,205092 T 1741 2 ___1 0,999638 0,00024387 107,02 84,483 107,02 -0,3017 179270000 12572000 83466000 83237000

EEF1G 0,205029 T 43 5 ___1 0,565972 6,29E-05 92,275 80,079 80,711 0,10271 779110000 6459300 386250000 386400000

PPFIA3 0,204727 S 683 2 ___1 0,999955 0,00065228 105,95 59,882 105,95 0,040774 134380000 6192200 71086000 57102000

SH3KBP1 0,204655 S 587 2 ___1 0,999503 0,00025623 92,65 78,297 92,65 0,026051 791910000 11809000 382790000 397310000

TNKS1BP1 0,204391 S 1666 3 ___1 1 0,00010496 99,813 74,878 99,813 1,0674 24890000 816720 11734000 12339000

SRRM2 0,204292 S 988 4 ___1 0,742004 0,00032572 71,052 48,073 71,052 -1,2485 425270000 2153400 237620000 185490000

RB1 0,204129 S 807 2 ___2 1 4,37E-14 147,35 111,05 132,83 0,091166 1965900000 70140000 867000000 1028700000

AKAP13 0,20389 T 953 4 ___1 0,783886 0,0007556 47,487 35,634 47,487 -0,411 16045000 657000 5477800 9910400

CD2AP 0,203514 S 554 2 ___1 0,5416 2,13E-12 156,6 127,79 156,6 0,019906 20091000 1432600 8880600 9777800

KIAA1211 0,203013 S 874 2 ___1 0,823955 6,50E-07 137,09 95,119 102,33 -0,29591 107340000 346700 49605000 57389000

RAB8A 0,202888 S 185 2 ___1 1 1,29E-78 227 199,67 197,75 0,082064 57263000 352530 21140000 35770000

TMEM131 0,202883 S 1375 3 ___1 0,99689 2,09E-05 77,51 70,15 77,51 -0,12309 659320000 30379000 297690000 331250000

GPALPP1 0,202662 S 105 3 ___1 1 9,70E-08 135,69 126,97 42,041 0,094392 9070800000 151360000 4454600000 4464800000

TLK1 0,202386 S 743 3 ___1 0,826341 4,32E-06 70,15 56,558 70,15 -0,33473 13214000 1928900 4275600 7009800

VAPA 0,202261 S 164 3 ___1 0,998313 7,80E-20 175,08 161,91 175,08 0,018115 222010000 2123300 121360000 98527000

PGAM5 0,201923 S 80 2 ___1 1 3,99E-08 144,29 99,442 140,84 -0,28139 338760000 10829000 159180000 168750000

RBL2 0,201818 S 1035 2 ___1 1 0,00019932 120,24 105,55 120,24 -0,28808 55293000 8301500 23988000 23003000

KAT8 0,201759 S 42 4 ___1 0,555956 1,00E-06 56,055 47,857 42,221 0,14243 29535000 1113800 17767000 10654000

AUP1 0,201759 T 367 2 ___1 0,967073 0,00211555 80,545 70,702 80,545 0,28609 12864000 1499300 6204500 5160400

NCOR2 0,20175 S 149 3 ___2 0,999998 6,01E-14 96,887 96,887 96,887 0,22938 779090000 35783000 377220000 366090000

NCOR2 0,20175 S 152 3 ___2 0,999736 6,01E-14 97,441 86,298 96,887 0,22938 1183100000 47009000 580480000 555630000

MCM2 0,201592 S 139 2 ___1 1 1,74E-78 231,58 206,61 204,52 0,12899 2,0395E+10 134650000 1,0425E+10 9835800000

XRCC1 0,201471 S 241 2 ___1 1 4,85E-92 246,34 191,87 246,34 -0,61073 479440000 1699600 203780000 273960000

ORC6 0,201006 T 195 3 ___1 1 0,00450151 90,534 82,73 42,904 -0,21434 672310000 818180 364040000 307460000

TBC1D5 0,200795 S 43 2 ___1 0,981432 7,93E-51 207,61 199,83 101,67 -0,46703 1299900000 29576000 619290000 650990000

NELFE 0,200504 S 249 3 ___1 0,998249 0,0118498 51,193 25,874 51,193 -0,016746 6537500 173280 3291500 3072700

MRE11A 0,200128 S 688 3 ___1 0,499947 0,00013744 64,377 51,886 64,377 0,26653 55854000 3694800 25972000 26187000

MRE11A 0,200128 S 689 3 ___1 0,499947 0,00013744 64,377 51,886 64,377 0,26653 55854000 3694800 25972000 26187000

ZNF136 0,199751 S 405 2 ___1 0,976821 0,00115731 107,83 78,873 107,83 -0,025326 15910000 984820 6857800 8067100

ABLIM1 0,199625 S 540 2 ___1 0,92217 0,011487 93,162 16,685 93,162 0,57865 18041000 5010200 7337600 5692700

HMGA1 0,199625 S 36 3 ___1 0,976197 0,0111664 41,798 35,217 41,798 0,29157 15838000 1387800 6526800 7923600

RBL2 0,19962 T 401 2 ___1 0,998991 0,00980115 94,692 58,268 84,817 0,14659 192820000 5442800 96145000 91234000

CAPZA2 0,199366 S 9 2 ___1 1 0,00089133 81,494 58,065 77,185 -0,070624 146920000 8459600 63973000 74490000

SLCO4A1 0,199324 S 40 3 ___1 0,988792 0,00110551 82,55 59,829 40,349 0,335 32497000 3564000 13335000 15599000

MYO9B 0,199292 T 1271 2 ___1 0,993132 0,00379843 74,772 60,614 74,772 -0,3236 525470000 27684000 231640000 266150000

RCSD1 0,199181 S 17 3 ___1 0,9859 2,69E-08 120,98 105,33 111,52 -1,0647 275920000 15877000 149120000 110920000

NOC2L 0,199175 S 49 3 ___1 1 1,36E-37 190,24 170,48 129,9 -0,23066 1727300000 7244100 891460000 828600000

RNF214 0,199014 S 200 2 ___1 1 0,00204608 80,312 59,082 72,891 -3,1435 67611000 5480300 27505000 34626000

NEDD1 0,198871 S 516 2 ___1 0,959384 4,50E-177 292,29 265,88 263,09 -0,069555 157640000 3275000 81626000 72742000

PRPF4B 0,198692 S 142 3 ___1 0,958865 7,34E-06 101,86 90,341 71,472 -0,39212 232720000 52095000 88237000 92393000

SNRPD1 0,198021 S 73 2 ___1 0,999818 0,00011618 113,47 101,09 113,47 0,86851 46956000 1517900 18634000 26804000

CCDC82 0,197797 S 131 2 ___1 1 4,43E-46 210,07 151,9 167,37 0,51642 165850000 5201400 77412000 83235000

CAD 0,197648 T 1833 3 ___1 0,6276 1,45E-06 96,068 86,272 93,568 -0,47603 113470000 10234000 43764000 59468000

CHD9 0,19756 S 550 2 ___1 0,999978 0,0032687 71,176 46,321 71,176 0,46956 78061000 2914800 32505000 42641000

GTF3C1 0,19711 S 754 2 ___1 0,966015 0,00021087 119,23 94,808 119,23 0,81206 17610000 166560 7916600 9526700

NELFA 0,196857 T 157 2 ___1 0,999999 7,02E-05 117,4 93,558 104,41 0,035327 124170000 4863000 56946000 62357000

LSM14A 0,196607 S 183 2 ___2 0,5 0,00282386 85,813 62,136 62,466 0,13672 3746700000 10900000 1824000000 1911800000

RAPGEF6 0,196351 S 1241 3 ___2 0,940135 1,28E-05 91,819 84,787 91,819 -0,60122 63173000 4714900 29562000 28896000

PELP1 0,196278 T 1082 3 ___1 0,997561 6,19E-05 67,778 55,101 67,778 1,1039 193690000 5422600 93159000 95110000

KMT2A 0,196103 S 2201 2 ___1 0,608799 0,0150517 73,632 31,927 73,632 -0,26623 4714100 951770 1872700 1889600

ERF 0,196044 T 526 3 ___1 1 0,00018251 90,397 81,143 45,011 0,28172 98957000 1468300 46509000 50980000

TPR 0,195852 S 2073 4 ___1 1 0,0067523 50,787 44,35 50,787 -0,37183 19153000 116990 7111700 11924000

NOP58 0,195852 S 502 2 ___1 1 0,00017089 107,57 90,082 107,57 -0,79985 37715000 1526900 28141000 8047000

NKTR 0,195498 S 379 2 ___1 1 1,67E-05 126,19 80,036 126,19 0,014796 88728000 1869000 40729000 46129000

DPF2 0,195096 S 117 2 ___1 0,5 8,12E-05 124,62 105,3 124,62 -0,01997 7801100 385770 2659000 4756300

RAD51AP1 0,194339 S 294 3 ___1 0,995911 8,09E-05 130,47 79,682 117,4 0,13942 61071000 762050 33963000 26346000

RAD51AP1 0,194339 S 296 2 ___1 0,499908 8,09E-05 130,47 79,682 130,47 0,054419 30341000 762050 14666000 14912000

NCKAP5L 0,193961 S 473 2 ___1 0,999958 0,00513009 65,374 38,276 65,374 -0,81778 8520700 1174400 3004800 4341500

USP15 0,193765 S 229 2 ___1 1 9,16E-08 144,27 130,46 144,27 0,079964 452600000 27911000 211120000 213570000

CD3EAP 0,193731 S 128 3 ___1 0,777709 4,09E-10 88,161 78,191 69,197 0,42296 129460000 3309200 78904000 47246000

NSRP1 0,193709 S 255 2 ___1 0,5 0,00083145 106,49 97,205 106,49 0,23201 30710000 1696000 12471000 16543000

TFEB 0,192952 S 122 3 ___1 0,999992 3,88E-05 86,48 76,36 86,48 0,9452 268860000 1543400 130010000 137310000

SCAF1 0,192952 S 548 3 ___1 0,927734 0,00017226 61,101 49,684 40,456 0,3037 14615000 83433 10049000 4482700

CDK14 0,192869 S 95 3 ___1 1 0,00037734 75,998 56,258 49,535 -0,17565 86397000 3223300 39353000 43820000

BOLA1 0,192854 S 81 2 ___1 1 0,0115901 79,974 45,253 74,944 -0,64829 18676000 1542300 7955200 9178300

MAP4 0,192731 S 507 2 ___1 0,996436 0,0211746 54,471 42,305 48,004 -0,31432 81890000 3413500 37664000 40812000

WDR75 0,192321 S 796 2 ___1 0,994241 4,94E-29 182,31 154,67 182,31 0,23988 77813000 3077000 44998000 29738000

PDCD4 0,19232 S 94 2 ___1 0,987967 2,49E-11 120,55 99,776 98,182 0,12698 2,4011E+10 964640000 1,1142E+10 1,1904E+10

ZNF622 0,192044 S 143 2 ___1 0,989777 0,0202701 74,841 52,71 74,841 0,49258 73028000 1911400 32378000 38738000

TFEB 0,191715 S 467 2 ___1 0,893694 0,00041353 108,17 72,966 108,17 -0,16732 102880000 2149300 51434000 49295000

EEF2 0,190825 T 435 2 ___1 0,999993 7,29E-10 110,08 100,42 110,08 0,25193 499870000 21625000 231000000 247240000

ADD1;ADD3;ADD20,190518 S 693 3 ___1 0,987208 0,00370025 73,499 35,196 53,567 -0,46267 3470600000 11079000 1712200000 1747300000

TCEA1 0,190425 T 96 3 ___1 0,544135 8,27E-05 104,09 87,422 80,36 0,042927 1262700000 2738600 475740000 784230000

MYC;MYCN 0,190313 S 64 3 ___1 0,616281 0,0001296 91,414 82,92 55,206 0,15377 530960000 2206100 269840000 258910000

SNX15 0,19001 S 227 2 ___1 0,995419 6,11E-54 202,95 189,55 202,95 0,2962 974330000 39107000 482530000 452700000

TBC1D5 0,189593 S 539 2 ___1 0,899419 3,04E-06 135,37 84,158 135,37 -0,057007 38723000 2958900 18037000 17727000

LIG1 0,189287 S 163 3 ___1 0,838063 7,57E-05 81,888 61,913 69,152 -1,0343 21404000 727830 11158000 9517500

TBC1D1 0,189045 S 565 3 ___2 0,789818 1,61E-14 131,68 114,88 79,616 -0,32344 438630000 19566000 173950000 245120000

APBB2 0,188898 S 123 2 ___1 0,999812 0,00051724 82,102 66,714 78,069 -0,45213 169070000 12849000 72148000 84076000

FMNL1 0,188781 T 1020 2 ___1 1 2,50E-62 219,52 194,5 219,52 0,4468 50801000 1368900 23334000 26098000

PNISR 0,18857 S 290 2 ___1 1 1,74E-255 327,46 312,44 201,18 -0,18209 500620000 16600000 241500000 242530000

KANK1 0,188485 S 325 2 ___1 0,998575 1,52E-38 196,95 184,96 196,95 1,0953 555080000 6523400 249250000 299300000

CLK3 0,188463 S 157 3 ___1 0,997819 0,00079339 75,239 64,184 72,932 -0,20012 99764000 844650 61653000 37266000

ADD3 0,188021 S 681 2 ___1 0,757496 7,27E-06 136,36 110,98 136,36 -0,22984 104770000 1152500 38837000 64778000

RPLP1;RPLP20,187939 S 102 2 ___1 1 1,31E-78 198,85 186,27 63,436 -0,21447 8692200000 338850000 4082600000 4270800000

NUMB 0,187822 T 436 3 ___1 0,588034 0,00667941 79,311 55,268 79,013 -0,15205 212300000 898450 108870000 102540000

PHAX 0,187768 S 16 3 ___1 0,672118 2,43E-10 93,569 82,361 74,767 0,71237 80572000 1454500 43771000 35347000



ENSA;ARPP190,187427 S 67 2 ___1 0,999942 0,00237257 89,805 66,055 89,403 -0,051671 123790000 6429100 56281000 61076000

MARS 0,187424 S 825 3 ___1 0,5 0,00015556 93,51 83,458 93,51 -0,072894 707590000 112800000 325630000 269160000

MARS 0,187424 T 824 3 ___1 0,5 0,00015556 93,51 83,458 93,51 -0,072894 707590000 112800000 325630000 269160000

KHSRP 0,187261 S 480 2 ___1 1 1,03E-08 143,38 128,18 128,9 0,37722 1165600000 2607300 579550000 583480000

FAM21A;FAM21D;FAM21C0,186754 S 1169 3 ___1 0,993456 0,00371983 42,347 33,957 42,347 -0,22909 12299000 333620 7224100 4741000

TMCC1 0,186437 S 413 2 ___1 0,682524 7,32E-08 141,13 103,95 84,365 0,33201 238260000 13991000 109180000 115080000

BOD1L1 0,186374 S 2501 3 ___1 0,999972 3,41E-11 138,88 124,65 138,88 -0,80594 83699000 356830 40283000 43059000

RPLP1;RPLP20,186053 S 105 2 ___1 1 3,79E-79 205,98 198,07 63,436 -0,21447 1,8302E+10 725270000 8469900000 9106800000

AGGF1 0,185976 S 344 3 ___1 0,99982 1,63E-10 130,87 110,57 129,64 -0,34392 200330000 9771300 102570000 87997000

UQCRFS1;UQCRFS1P10,18574 T 37 3 ___1 0,997663 0,00055833 53,266 46,234 46,785 0,27852 18223000 348230 9744600 8130200

ARHGAP4 0,185592 S 930 4 ___1 0,970784 3,74E-12 86,006 86,006 56,041 -0,007487 162500000 8500600 74689000 79312000

ARHGEF2 0,185232 S 956 3 ___1 0,790989 2,05E-06 69,521 50,802 59,228 0,29432 150890000 45643000 50155000 55094000

MYO9B 0,185105 S 1405 3 ___1 0,99931 4,46E-05 103,07 88,454 103,07 -0,64831 62698000 1299900 31781000 29618000

RFC1 0,184717 S 156 2 ___1 1 0,0166286 91,656 46,964 68,893 0,25662 2188400000 3986900 1049800000 1134600000

LIG3 0,184471 S 210 2 ___1 0,84724 3,36E-12 142,38 103,12 124,47 -0,025145 447770000 25714000 199230000 222830000

RIF1 0,184266 S 1422 3 ___1 1 8,93E-29 178,4 158,03 178,4 -0,04168 80416000 658170 38916000 40842000

CHAF1A 0,18409 S 141 3 ___1 0,982634 6,69E-13 129,83 99,694 129,83 0,47475 193480000 2445200 111160000 79872000

DNMT1 0,183709 S 1105 2 ___1 1 6,80E-14 161,61 135,67 161,61 -0,020384 1033300000 673890 465700000 566910000

MSANTD2 0,18353 S 48 2 ___1 0,999999 3,41E-18 147,39 135 132,84 0,47431 134190000 4826400 63292000 66071000

HN1L 0,183156 S 97 2 ___1 0,997613 0,00106601 80,632 62,888 80,632 -0,37308 198760000 6487300 97706000 94569000

UBA52;RPS27A;UBB;UBC0,18255 T 66 2 ___1 0,59446 0,0104274 83,948 43,451 83,948 -0,25969 28713000 775190 10757000 17181000

PPP6R3 0,182367 S 525 4 ___1 0,830777 1,08E-23 167,48 150,14 124,08 0,25891 360550000 5644400 200300000 154610000

ZFC3H1 0,182201 S 1303 2 ___1 0,987872 2,28E-65 225,13 203,9 151,62 0,21029 101770000 2026500 43183000 56566000

IWS1 0,181755 S 400 2 ___1 1 4,07E-12 136,24 106,9 64,65 -0,30052 614420000 29020000 292840000 292560000

PBX2 0,181319 S 151 3 ___1 0,999542 8,50E-113 242,12 229,96 224,08 -0,36878 402600000 13744000 196630000 192220000

MAP7D1 0,181034 S 460 2 ___1 0,999987 3,50E-59 185,95 117,59 185,95 0,35384 601610000 41680000 257530000 302390000

PPFIA1 0,180936 S 763 3 ___1 0,993124 4,32E-06 126,84 91,214 85,982 0,052613 310030000 7136000 132760000 170130000

SRRT 0,180912 S 570 3 ___1 0,998118 1,18E-10 106,5 94,645 106,5 -0,12133 146560000 4598100 92417000 49541000

PI4KB 0,180905 S 511 3 ___1 1 1,51E-14 157,74 130,41 143,39 0,36359 1456800000 9406600 705970000 741380000

USP10 0,180848 S 547 2 ___1 0,999956 3,43E-05 126,31 95,644 115,82 0,073294 338850000 18406000 152320000 168120000

WDR74 0,180736 S 361 3 ___1 0,999981 0,0134732 47,32 28,284 47,32 0,79301 13458000 427960 6153800 6876400

PPIL4 0,180424 S 178 3 ___1 0,995872 1,11E-184 280,36 255,93 280,36 0,13945 4312600000 37284000 2735700000 1539700000

KIAA1109 0,180327 S 2603 2 ___1 0,95872 0,00028406 115,06 82,541 115,06 -0,21986 96726000 5685300 40180000 50861000

MED1 0,180183 S 664 2 ___1 0,841668 9,39E-14 156,73 128,52 156,73 0,26428 52554000 6415400 26461000 19678000

STIM2 0,180148 S 626 3 ___1 0,865558 0,0058787 56,936 29,665 56,936 -0,34415 7966100 466050 4109500 3390600

EIF2A 0,179858 S 506 2 ___1 1 7,28E-29 186,36 161,8 118,08 -0,10435 5335900000 99104000 2635300000 2601500000

LRRC16A 0,179848 S 968 2 ___1 0,873668 3,63E-05 124,84 76,14 65,287 -0,4929 128960000 6108500 60578000 62274000

CAT 0,179645 S 515 3 ___1 0,880693 2,04E-06 112,56 91,621 102,37 -0,31584 86128000 3580000 40257000 42291000

CXCR4 0,179384 S 338 3 ___1 0,636242 6,38E-13 148,2 135,05 148,2 0,052591 167520000 5721000 87155000 74647000

ERCC5 0,17923 S 341 2 ___1 0,995105 9,41E-05 83,617 68,938 56,951 0,38038 700360000 79411000 305890000 315050000

MPHOSPH6 0,179063 S 110 3 ___1 0,999747 5,21E-05 84,946 74,888 84,946 0,20532 33439000 2160000 15433000 15846000

OXSR1 0,178942 S 359 2 ___1 1 1,00E-09 152,23 71,603 152,23 -0,10346 110520000 1733900 59357000 49430000

IFI16 0,178623 S 106 2 ___1 0,994505 2,61E-37 168,5 168,5 168,5 0,061908 1248300000 56016000 594290000 597960000

PFKP 0,178617 S 386 2 ___1 1 0,0034726 83,633 66,266 83,633 0,23024 8906700 692640 3950400 4263600

CDC25B 0,178481 S 353 2 ___1 0,796358 3,69E-05 97,579 97,579 97,579 0,23612 181300000 8578500 85160000 87563000

DENND4C 0,178237 S 1278 3 ___1 0,796508 3,28E-10 143,19 129,78 143,19 -0,12053 88124000 1024800 41874000 45225000

ASCC2 0,178168 T 233 2 ___1 0,989354 5,57E-06 138,91 76,618 106,82 0,68893 219770000 6598900 113600000 99568000

CEP170 0,178148 S 838 2 ___1 0,998283 0,00887586 62,823 34,311 60,167 0,83166 94243000 6715500 41127000 46401000

ATP2B1 0,177727 S 1139 3 ___1 0,499906 0,00026339 51,147 44,67 51,147 -0,057866 10624000 627220 5256000 4740500

ATP2B1 0,177727 S 1140 3 ___1 0,499906 0,00026339 51,147 44,67 51,147 -0,057866 10624000 627220 5256000 4740500

TRIP11 0,177727 S 1854 3 ___1 0,692858 0,00125753 48,867 39,724 48,867 0,37776 48666000 1377900 20324000 26963000

SHMT2 0,177693 S 266 2 ___1 1 0,00555242 63,419 46,323 51,059 -0,49042 351920000 13856000 161840000 176230000

HCFC1 0,177471 S 794 2 ___1 0,997306 0,0109833 81,017 68,061 81,017 -0,32005 32442000 1169700 12710000 18562000

SASH3 0,177089 T 318 4 ___1 0,662948 1,01E-67 197,83 179,3 65,152 -1,7755 442720000 14632000 288310000 139780000

HIST1H1B 0,176833 T 9 2 ___1 0,504602 0,00039108 76,358 60,818 76,358 -0,23095 43643000 1323500 23338000 18981000

CAMSAP1 0,176833 T 1122 3 ___1 0,700955 0,00560265 46,833 38,841 46,833 -0,50631 10534000 715470 4964900 4853600

RB1 0,176778 S 795 2 ___2 0,907967 0,00031528 132,83 119,67 118,35 0,25088 865500000 24074000 377030000 464400000

DOCK7 0,176706 S 900 2 ___2 0,993539 2,42E-100 247 211,52 198,35 0,050442 104960000 1159300 48761000 55038000

ZC3H12D 0,176344 S 336 4 ___1 0,994204 2,85E-05 96,748 78,25 96,748 -0,068063 231850000 3136200 124090000 104630000

PI4K2A 0,176254 S 47 3 ___1 0,995109 3,87E-08 137,62 113,33 137,62 0,26946 761650000 15251000 359060000 387340000

RPS6KB2 0,176195 S 423 2 ___2 1 0,0148534 61,09 44,983 61,09 -0,039591 93875000 9024900 43440000 41410000

RPS6KB2 0,176195 S 416 3 ___2 0,532217 0,0148534 52,045 40,775 52,045 0,10571 49858000 557990 26360000 22940000

WRN 0,176143 S 1133 2 ___1 1 0,00387693 96,756 47,758 96,756 -0,38259 82071000 3480500 34703000 43887000

ZDHHC5 0,175977 S 529 4 ___1 0,982229 0,00032684 66,868 58,779 66,868 0,16034 1374800000 2861200 761610000 610350000

SRRM1 0,175777 T 872 2 ___1 1 0 379,43 353,42 169,25 -0,30412 4922500000 57611000 2774900000 2090000000

PKN1 0,175684 S 561 2 ___1 0,701869 3,60E-35 162,72 152,2 162,72 -0,12951 129060000 7730500 62911000 58415000

MAP4 0,175671 S 358 2 ___1 1 1,06E-18 167,2 118,4 167,2 -0,1975 787720000 12487000 382390000 392840000

WIPF1 0,175596 S 340 2 ___1 0,995021 0,00113676 77,324 55,126 77,324 1,271 32605000 3365700 14159000 15081000

TP53BP1 0,175557 S 1656 3 ___1 0,962487 0,00258028 73,296 52,05 60,564 0,10798 31162000 2078800 21942000 7141500

PCM1 0,175394 S 386 3 ___1 0,616507 0,00174284 72,321 35,802 72,321 -0,188 80366000 11059000 34385000 34922000

PPP1R10 0,175383 S 382 3 ___1 1 1,36E-05 112,42 84,561 111,33 -0,076428 154730000 18639000 72058000 64032000

TRAM1 0,175349 S 365 3 ___1 0,999996 2,45E-39 196,89 179,27 131,26 -0,28496 400250000 33860000 175770000 190620000

PIKFYVE 0,175301 S 475 3 ___1 0,915021 3,29E-24 155,74 142,47 155,74 -0,073147 87620000 458210 43251000 43911000

PIKFYVE 0,175301 T 477 3 ___1 0,5 5,27E-06 67,911 59,712 67,911 -1,1116 51218000 458210 6848300 43911000

SNTB2 0,175114 S 110 2 ___1 1 8,85E-07 136,3 116,56 78,763 -0,84361 695610000 12269000 358270000 325080000

RIOK2 0,175045 S 380 2 ___1 0,998493 0,00612908 61,11 44,337 61,11 -1,0203 24154000 775350 18624000 4754600

TMEM192 0,17479 S 11 5 ___1 0,998446 1,16E-15 105,75 101,17 105,75 0,35865 46454000 671610 27190000 18592000

SRSF4 0,17479 S 460 3 ___2 0,695398 0,0243565 49,482 17,606 45,357 0,17044 39651000 226710 14420000 25004000

NOLC1 0,17432 T 607 2 ___2 1 0,00213752 86,014 76,582 78,342 0,14628 656390000 23556000 305660000 327170000

NOLC1 0,17432 T 610 2 ___2 1 0,00019929 91,937 46,058 78,342 0,14628 912580000 31528000 428700000 452350000

HNRNPK 0,174151 S 214 2 ___1 0,729764 0,00060666 104,87 76,06 104,87 0,59189 13600000 296620 7995500 5307900

SYNRG 0,174069 S 1075 2 ___1 0,990797 0,00230894 107,58 65,855 107,58 0,099521 1814800000 14338000 938290000 862160000

SLC9A3R1 0,172628 S 2 2 ___1 1 4,49E-05 84,718 75,855 84,718 0,098101 35468000 2476700 14552000 18440000

UMPS 0,172558 S 214 3 ___1 0,999844 9,27E-23 165,31 146,54 165,31 0,055176 729810000 2682500 357520000 369610000

UBXN2B 0,172272 S 235 2 ___1 0,873505 8,29E-40 197,1 172,69 197,1 0,80313 117640000 4452000 54951000 58239000

Sep 01 0,171847 S 206 3 ___1 1 6,23E-05 90,694 73,977 90,694 0,55138 73237000 1060600 45117000 27059000

AMPD2 0,17176 S 190 2 ___1 0,966254 0,00681006 56,205 37,765 56,205 0,20284 54876000 25570000 12171000 17136000

SMAP2 0,171591 S 240 3 ___1 0,589761 8,71E-06 69,492 56,854 62,663 -0,52498 65726000 2502600 32199000 31024000

SCAF4 0,171544 S 154 3 ___1 0,999921 2,58E-18 120,69 111,7 120,69 -1,294 3199800000 150030000 1405000000 1644800000

RBL1 0,171482 S 762 2 ___1 0,999968 7,05E-29 186,94 173,8 121,82 0,085483 403070000 7930000 220840000 174300000

ANP32A 0,171335 S 27 2 ___1 0,974671 1,20E-35 192,65 125,19 145,61 0,83166 179380000 1395300 74700000 103290000

SRRM2 0,170702 S 424 2 ___1 0,999894 8,53E-130 267,92 238,15 267,92 0,12198 399170000 17350000 189300000 192520000

TBCC 0,170694 S 80 3 ___1 0,998687 0,00497766 45,611 37,899 45,611 0,24167 41549000 2574900 23107000 15868000

ITGA4 0,170566 S 1021 3 ___1 0,997387 5,69E-06 127,35 110 119,41 0,15712 95578000 272880 48153000 47152000

ARHGAP35 0,170566 S 770 2 ___2 0,767261 0,00022828 116,03 76,109 112,08 0,16721 71679000 698140 35221000 35760000

ARHGAP35 0,170566 S 773 2 ___2 0,999934 7,20E-06 136,6 74,463 77,776 1,1231 96246000 698140 46992000 48556000

ABL1 0,170559 S 569 3 ___1 1 3,88E-05 96,54 88,15 96,54 0,12997 391290000 20323000 184870000 186100000

EIF5B 0,170053 S 164 2 ___1 1 6,18E-245 337,35 306 334,14 -0,22959 778850000 663630 478950000 299230000

SRSF4 0,169668 S 422 3 ___1 0,730897 5,65E-05 100,06 85,476 46,695 -3,8505 42640000 1229400 15157000 26253000

PRRC2A 0,169668 S 1085 3 ___2 0,806781 0,0001903 98,281 63,668 84,181 0,14164 322210000 27185000 154590000 140440000

ARID4A 0,169612 S 1140 3 ___2 1 0,00669096 62,203 39,838 54,368 -0,092882 645630000 1189600 336390000 308050000

ARID4A 0,169612 S 1145 3 ___2 1 0,00669096 62,203 39,838 54,368 -0,092882 645630000 1189600 336390000 308050000

KIF15 0,16954 T 1144 3 ___1 0,999999 0,00037444 71,279 64,842 71,279 -0,51045 8708500 779310 3680600 4248600

CHAF1A 0,168942 S 772 2 ___1 0,999926 2,83E-60 193,62 193,62 193,62 0,24442 527670000 18015000 231820000 277830000

PRRC2A 0,168533 S 380 2 ___1 1 2,30E-12 160,18 126,39 147,33 -0,1613 220400000 7725000 106310000 106370000

LSM14A 0,168366 S 182 3 ___2 0,582895 0,00178587 85,813 62,136 45,992 1,0049 3777400000 10989000 1839600000 1926800000

LSM14A 0,168366 S 178 3 ___2 0,993538 0,00178587 66,845 47,535 66,845 -0,22506 82215000 1081700 40639000 40495000

TAF10 0,168341 S 44 2 ___1 0,999994 3,50E-72 225,23 198,28 225,23 0,065985 141190000 3078900 65840000 72273000

SEC22B 0,168284 S 137 2 ___1 1 1,12E-13 152,99 133,75 152,99 -0,26831 386280000 20891000 171640000 193750000

PPP1R2;PPP1R2P30,168257 S 121 3 ___1 0,995092 6,50E-12 148,22 135,67 72,644 -0,27853 187090000 1588000 140810000 44700000

PPP1R2;PPP1R2P30,168257 S 122 3 ___1 0,995092 2,52E-101 241,15 224,88 72,644 -0,27853 278930000 1588000 152780000 124570000

LUC7L2 0,167537 S 18 2 ___1 0,931996 2,14E-13 156,13 133,25 156,13 -0,55668 527380000 22556000 234540000 270280000

NCOA3 0,167409 S 857 2 ___1 0,999993 5,12E-14 124,78 124,78 124,78 -0,10521 405700000 15118000 191200000 199380000

CHAMP1 0,167358 S 286 2 ___2 0,942052 7,69E-24 176,26 160,78 131,35 0,14508 303360000 17529000 129590000 156240000



CEP170 0,167232 S 1165 3 ___1 0,977173 1,62E-06 133,52 110,6 133,09 -0,44618 502050000 20580000 222840000 258630000

RIF1 0,167053 S 2196 2 ___1 0,976019 5,93E-08 148,41 79,871 148,41 0,028619 62103000 6420100 26205000 29478000

SRRM1 0,167016 S 393 2 ___1 0,999779 0,00239888 94,767 69,845 50,786 0,081686 3436400000 51699000 1841700000 1543000000

COPB2 0,166587 T 861 4 ___1 0,548776 3,21E-207 301,76 278,16 62,393 0,49982 210650000 701190 167900000 42047000

RALGPS2 0,166214 S 296 4 ___1 0,801787 0,00023671 103,4 69,125 55,158 -0,052182 399140000 11452000 227380000 160320000

ZBTB3 0,165944 S 549 3 ___1 0,851255 5,82E-05 68,733 59,189 45,631 1,7714 36754000 288620 13350000 23115000

CANX 0,16543 S 554 3 ___1 1 1,43E-224 325,62 311,29 220,69 -0,83104 5058000000 16084000 2341000000 2700900000

UTP18 0,16543 S 121 2 ___1 1 3,18E-21 173,09 156,38 116,29 -0,025191 95645000 411190 55067000 40166000

STIM2 0,165044 S 522 2 ___1 0,499984 0,00033578 113,65 78,964 105,65 -0,22592 12278000 16075 6319200 5943100

BCL11A 0,165023 S 86 2 ___1 0,984952 7,02E-06 128,71 106,48 128,71 -0,23807 2169200000 75718000 1022200000 1071300000

IARS 0,164793 S 1047 2 ___1 0,990153 1,47E-09 113,69 101,92 104,97 -0,16266 873750000 19352000 438010000 416380000

MED1 0,164143 S 770 2 ___2 0,537299 2,13E-07 126,63 113,8 70,584 1,4119 30884000 1133500 20158000 9592200

ZNF652 0,163885 S 55 2 ___1 0,652134 2,08E-06 131,4 94,98 131,4 0,5048 60989000 5297100 27724000 27969000

PPIG 0,163628 S 687 3 ___1 1 8,63E-25 183,7 152,52 98,592 -0,15048 348630000 2569200 217290000 128770000

TTC33 0,163605 T 251 2 ___1 0,99998 0,00261805 79,466 62,099 75,736 -0,19704 54691000 2684800 24787000 27219000

CXorf23 0,163519 S 402 3 ___1 1 0,00399455 62,287 47,497 53,403 0,63551 16458000 430530 8834100 7192900

DNAJC2 0,163512 S 49 2 ___1 1 6,29E-05 121,99 112,58 78,814 -0,063271 778860000 27275000 368650000 382930000

CDR2 0,162983 S 311 2 ___1 0,75618 6,20E-21 174,22 146,13 174,22 0,039697 24878000 777330 12672000 11428000

ADD1 0,162939 S 600 3 ___1 0,999981 0,00171407 55,061 45,004 53,496 0,45355 361090000 3707700 172260000 185120000

RANBP2 0,162726 S 2626 3 ___1 0,499974 7,70E-05 65,423 58,471 65,423 -0,49762 50552000 1595300 32602000 16355000

RANBP2 0,162726 S 2628 3 ___1 0,499974 7,70E-05 65,423 58,471 65,423 -0,49762 50552000 1595300 32602000 16355000

SMEK1 0,162597 S 741 2 ___1 0,977831 0,00115912 105,46 49,338 72,815 -0,22418 35503000 2770700 16208000 16524000

PRKAR1A 0,16232 S 83 2 ___1 0,998785 7,15E-05 121,26 106,34 116,6 -0,028786 1092200000 47893000 514120000 530210000

TCOF1 0,162081 T 1234 2 ___1 0,856098 0,00012022 117,07 93,696 117,07 -0,4495 16583000 1767200 7534800 7281100

CCAR2 0,162081 T 35 3 ___1 0,877248 0,00015066 51,577 43,772 51,577 0,95173 50904000 3110000 16905000 30890000

TPGS1 0,161952 S 266 3 ___1 0,991397 0,0165009 47,09 31,936 47,09 -0,07085 4080100 29514 1820600 2230000

ZMYM3 0,161891 S 464 3 ___1 0,931463 0,00015749 84,499 67,28 84,499 -0,28009 56123000 3106200 36211000 16806000

ZBTB21 0,161694 S 504 3 ___1 0,95008 1,10E-10 98,94 87,54 98,94 -0,10755 61024000 1619500 37573000 21831000

RANBP2 0,161214 S 955 2 ___1 0,999991 0,00046536 112,42 84,205 112,42 -0,2268 57599000 1419500 25765000 30414000

SAR1A 0,160945 T 139 3 ___1 0,999993 2,10E-25 189,1 134,75 90,754 0,070903 1438000000 21131000 710480000 706410000

PNPLA2 0,16092 S 404 2 ___1 0,999937 0,00208498 75,316 56,484 75,316 -0,12823 29467000 1076200 21137000 7253600

SEC62 0,160885 S 341 3 ___1 0,876885 1,18E-13 142,28 127,03 141,78 0,0065948 106550000 6109900 50326000 50117000

EIF1 0,160865 S 9 2 ___1 0,999999 8,64E-05 120,4 99,153 119,8 -0,38924 76817000 3309600 37134000 36374000

SMEK2 0,160791 S 839 3 ___1 0,588999 9,12E-06 104,83 94,715 104,83 -0,71175 50003000 828730 25997000 23177000

DENND4A 0,160533 S 1251 3 ___1 0,891822 0,0140062 71,076 45,183 46,702 -0,49893 66292000 32331000 17759000 16203000

GORASP2 0,16049 S 432 3 ___1 0,603512 0,00012389 97,49 87,023 97,49 0,14318 361030000 39731000 159830000 161460000

TLK2 0,160429 S 73 2 ___1 0,987953 3,05E-05 126,19 99,521 126,19 0,084266 49548000 2075200 21385000 26087000

LIG3 0,160404 S 242 2 ___1 0,993968 0 322,89 322,89 322,89 0,011619 485780000 18776000 220220000 246790000

MAST3 0,160017 S 709 2 ___1 0,543501 4,09E-06 134,21 118,07 134,21 0,4829 31716000 2091500 15186000 14438000

ABCF1 0,159693 S 109 2 ___1 0,999404 3,21E-20 165,2 142,4 62,646 0,063495 2151800000 62485000 1082400000 1006900000

NUMB 0,159565 S 438 3 ___1 0,919006 4,25E-05 119,38 88,408 108,71 -0,03481 225770000 1027200 113570000 111170000

BNIP2 0,159316 S 114 2 ___1 0,999871 1,90E-26 181,51 150,01 152,94 -0,074424 1092300000 34417000 514870000 543020000

NIFK 0,159168 S 247 3 ___1 1 1,02E-13 160,27 136,64 91,733 -0,38205 206690000 2749700 93477000 110470000

CD2AP 0,159113 S 510 2 ___2 0,999985 2,49E-75 227,91 175,84 186,08 -0,22091 215010000 5700700 105880000 103430000

CD2AP 0,159113 S 514 2 ___2 1 2,27E-26 186,08 138,17 186,08 -0,22091 91647000 1583100 47571000 42494000

HNRNPM 0,158963 S 481 2 ___1 1 0,0111128 101,9 32,085 74,173 0,080221 118540000 3564400 56675000 58304000

NRBF2 0,158957 S 113 3 ___1 0,997564 6,20E-15 148,75 136,2 123,52 0,1495 284130000 7749400 139350000 137030000

DOCK2 0,158941 S 1706 2 ___1 0,948078 2,69E-12 154,72 67,461 154,72 -0,39838 857110000 9404200 421910000 425790000

MCM2 0,158854 S 12 2 ___1 0,778296 5,90E-64 220,97 171,49 141,85 -0,010625 208540000 21003000 89744000 97798000

SETD2 0,158399 S 1888 2 ___1 0,998616 1,17E-15 160,95 139,39 160,95 -0,36093 60886000 3633600 29609000 27643000

UBAP2 0,158337 S 473 3 ___1 0,958336 0,00404441 55,337 42,201 55,337 0,60527 32906000 1407600 14480000 17018000

SIRT1 0,158337 S 16 3 ___1 0,759925 1,26E-06 62,16 45,414 62,16 -0,51977 210380000 728010 116020000 93633000

KANK1 0,158253 S 881 3 ___1 0,972037 7,63E-14 160,65 140,97 74,12 -0,011477 409860000 19276000 183910000 206680000

ESF1 0,15799 S 153 2 ___1 1 1,54E-07 138,42 74,382 138,42 -0,19479 301600000 5119100 156230000 140250000

XRCC6 0,157864 S 520 2 ___1 1 0,00167749 98,368 66,36 73,881 0,44018 171990000 5858100 84590000 81540000

HTATSF1 0,157702 S 616 2 ___2 1 6,60E-19 174,04 160,63 94,384 0,95 364380000 851080 269510000 94017000

HTATSF1 0,157702 S 624 2 ___2 1 6,60E-19 174,04 160,63 94,384 0,95 312860000 851080 226290000 85722000

HAX1 0,157388 S 68 3 ___1 0,9072 9,37E-06 78,836 71,475 78,836 0,55309 26464000 1049300 12036000 13379000

MEPCE 0,157247 T 213 2 ___1 1 8,89E-17 163,65 129,73 163,65 -0,40528 123540000 3629000 58966000 60947000

STX10 0,157173 S 132 2 ___1 0,543578 0,00341239 66,335 55,123 56,514 1,1634 62161000 4613900 28327000 29219000

ILF3 0,156584 T 592 3 ___1 1 0,00061543 89,013 89,013 48,053 -0,27542 963420000 41147000 435420000 486860000

OSBPL8 0,156454 S 342 2 ___1 1 5,52E-221 315,94 277,33 315,94 -0,55638 108210000 4476100 49954000 53783000

IRF2BP1 0,156415 S 453 2 ___1 1 2,48E-42 163,56 163,56 163,56 0,23133 339910000 31479000 157390000 151050000

SRSF11 0,156397 S 449 2 ___1 0,99337 2,42E-07 132,14 81,084 117,03 0,48775 101720000 2723800 52954000 46042000

RPAP3 0,156397 S 480 2 ___1 0,556471 0,0071583 63,631 49,473 63,631 -0,24305 14049000 1228500 6964400 5856400

PRRC2A 0,156359 S 1085 3 ___1 0,806781 0,0001903 98,281 63,668 84,181 0,14164 322210000 27185000 154590000 140440000

GCSAM 0,156244 S 120 4 ___1 0,999708 6,43E-27 173,03 147,03 173,03 -0,11702 2770400000 12653000 1417200000 1340500000

FOXP4 0,155973 S 554 2 ___1 0,991876 0,00953844 83,499 69,729 66,486 -0,45306 146480000 7328900 68118000 71034000

RABEP1 0,155722 S 410 2 ___1 0,995653 0,000209 119,31 100,24 111,92 0,029868 134280000 23438000 52579000 58265000

FNIP1 0,15562 S 760 2 ___1 0,82321 0,00803348 58,671 44,991 58,671 -0,37447 5900600 1525300 1623100 2752300

NACA 0,155231 T 161 3 ___1 0,667526 3,10E-22 118,23 96,911 95,16 0,24374 132910000 3584100 62416000 66911000

ACAP1 0,154972 S 379 4 ___1 0,551473 5,63E-07 65,465 52,662 54,136 0,079077 39757000 577360 30851000 8328700

GZF1 0,154804 S 613 2 ___1 1 3,81E-27 152,47 134,48 152,47 -0,27552 351370000 14825000 161470000 175080000

TCOF1 0,154194 S 381 3 ___1 1 9,78E-38 193,54 172,75 169,9 0,26539 181830000 11353 100860000 80968000

ATXN2L 0,154194 S 406 2 ___1 0,660173 0,022191 52,071 31,283 52,071 -0,66367 37397000 138940 27601000 9657000

BLNK 0,154182 S 219 2 ___1 0,981254 0,00035187 109,35 86,344 80,545 0,06535 96966000 4323600 45121000 47521000

ZKSCAN1 0,15417 S 13 2 ___1 0,993559 0,00045563 99,161 81,467 99,161 0,099912 317320000 17876000 148040000 151400000

CREB1 0,154109 S 111 3 ___1 0,967705 1,14E-07 98,84 89,697 98,84 0,40826 65185000 6162600 26510000 32512000

EEF1B2 0,153743 S 90 2 ___1 0,908762 9,30E-09 141,22 120,36 141,22 -0,06705 128820000 6876400 68462000 53486000

GTPBP4 0,153666 S 578 2 ___1 1 0,00010358 119,03 79,406 86,243 0,23087 581440000 4674500 274930000 301830000

DOT1L 0,153546 S 1213 2 ___1 0,997661 0,00013486 105 74,998 99,011 0,18018 268060000 4429200 122710000 140930000

MICAL3 0,153416 S 1310 3 ___1 1 1,64E-05 124,69 112,77 49,089 -0,043655 371260000 919740 186070000 184270000

BRAT1 0,153157 S 582 3 ___1 0,632544 6,62E-05 62,039 46,398 62,039 -0,7187 34226000 1490000 14693000 18043000

WASF1 0,153112 S 310 4 ___1 0,884587 2,86E-05 90,137 61,173 90,137 -0,2033 205850000 21071000 108120000 76665000

PITPNC1 0,153056 S 299 2 ___1 0,999977 4,79E-08 145 117,03 145 -0,37358 42768000 4391100 18221000 20156000

DENND4A 0,152669 S 1117 2 ___1 1 1,04E-14 160,97 132,76 160,97 0,3286 175740000 8040100 88426000 79270000

PFAS 0,152544 S 569 3 ___1 0,999999 0,00015692 92,439 74,894 92,439 -0,022673 50111000 745760 25771000 23595000

NKTR 0,152508 T 1155 2 ___1 1 0,00207359 105,17 80,916 105,17 0,060519 31563000 1149000 11117000 19296000

PDS5B 0,152378 S 1319 3 ___1 0,999975 0,00072 58,26 45,769 58,26 -0,98508 44521000 647120 16697000 27177000

HNRNPUL2 0,152378 S 161 3 ___2 0,99997 2,03E-100 247,02 213,32 182,07 3,0602 7413700000 11159000 3806500000 3596000000

HNRNPUL2 0,152378 T 165 3 ___2 0,991179 0,00054071 107,76 91,134 107,76 0,44795 192880000 5579100 97752000 89546000

FANCI 0,151688 S 407 2 ___1 0,995359 8,13E-15 132,17 94,827 129,82 0,29633 464030000 14520000 217030000 232480000

KIAA0753 0,151561 S 826 2 ___1 1 0,00802715 101,9 49,618 101,9 -0,24136 24295000 1021100 11495000 11779000

PRKAB2 0,151487 S 108 2 ___1 1 6,88E-14 155,28 135,57 155,28 -1,2293 369410000 21756000 179150000 168500000

BAG6 0,150949 T 1080 3 ___1 0,596116 0,00015723 93,152 85,372 86,8 0,029865 239490000 4061400 119630000 115800000

ZNF800 0,150664 S 334 2 ___1 0,680613 4,50E-05 89,32 81,787 78,069 0,26669 523110000 14964000 259650000 248500000

PEX14 0,150652 S 282 3 ___1 0,976106 1,41E-19 94,73 85,817 94,73 -0,029738 2166100000 68249000 1141200000 956660000

REPIN1 0,150632 S 27 2 ___1 0,81338 0,00382852 69,431 49,004 63,128 0,08977 63377000 3808400 21951000 37618000

CHTF18 0,150439 S 865 3 ___1 0,613257 0,00028115 59,324 51,332 58,627 0,027803 98329000 7046100 48572000 42711000

DAXX 0,15043 S 178 4 ___1 0,738436 3,21E-06 63,533 56,502 53,237 0,82846 151610000 2512800 95062000 54038000

SRRM2 0,15043 S 1112 3 ___2 0,809413 0,00019884 94,234 79,465 63,165 0,42721 196740000 656160 84154000 111930000

RSRC2 0,150202 T 6 2 ___1 0,996706 8,47E-05 103,79 85,972 71,513 0,80035 5893300000 35235000 2921500000 2936600000

BOD1L1 0,15017 S 635 3 ___1 0,891596 0,00010364 94,01 87,282 94,01 0,19006 134660000 2021800 66970000 65670000

PTPN22 0,150102 S 449 2 ___1 0,5 0,00359591 91,095 65,053 88,134 -0,044976 479780000 18096000 230250000 231440000

PTPN22 0,150102 T 450 2 ___1 0,5 0,00359591 91,095 65,053 88,134 -0,044976 479780000 18096000 230250000 231440000

RNF31 0,149901 S 466 2 ___1 0,999885 2,35E-05 125,98 101,7 91,657 0,24102 136880000 3838300 66958000 66085000

FAM126B 0,14978 S 430 2 ___1 1 0,00132486 89,46 65,736 89,46 -0,092598 20981000 3037700 9840300 8103200

NRD1 0,149775 S 94 2 ___1 0,998455 1,16E-09 137,52 111,4 137,52 0,29212 2690700000 179170000 1385600000 1126000000

PDCD4 0,149473 S 71 2 ___1 0,988472 1,84E-99 245,66 210,34 245,66 0,12662 2015500000 9419500 1029100000 976970000

RCSD1 0,14914 S 333 2 ___1 0,999988 1,13E-171 298,33 268,39 298,33 -0,46221 308550000 29721000 131680000 147140000

ATP8A1 0,149129 T 28 3 ___1 0,622453 0,00012734 115,76 105,42 63,184 0,1581 77517000 7345500 40843000 29328000

HSH2D 0,149087 S 194 2 ___1 1 0,0167222 82,645 44,917 82,645 0,056719 66190000 1905300 33555000 30730000

CDC25B 0,149024 S 160 2 ___1 1 1,57E-07 107,06 107,06 107,06 0,29808 61416000 1723400 28628000 31064000

IKZF1 0,148999 T 358 2 ___2 1 3,96E-06 107,55 44,338 103,01 0,83306 506220000 36475000 227030000 242720000



CTU2 0,148998 S 419 2 ___1 0,999368 0,00083877 84,468 68,929 84,468 0,27219 72162000 3639100 26720000 41802000

RRBP1 0,14891 S 1277 3 ___1 0,831085 7,86E-09 99,269 88,747 99,269 -0,28743 501930000 16038000 298040000 187850000

PCNP 0,148803 S 119 2 ___1 1 1,64E-09 128,01 116,57 128,01 -0,74345 758760000 48471000 343100000 367200000

LRWD1 0,148528 S 212 3 ___1 1 6,48E-21 176,29 176,29 95,957 -0,4105 2376300000 10603000 1212400000 1153300000

OSBPL11 0,148218 T 27 2 ___1 0,999489 0,00242477 94,287 61,248 94,287 -0,36591 67090000 29371000 18444000 19275000

CHAMP1 0,147799 S 427 2 ___1 1 9,88E-15 128,85 111,9 128,85 0,22581 2511000000 86011000 1205200000 1219800000

NSFL1C 0,147697 S 177 4 ___1 0,5 7,49E-05 99,747 83,929 41,378 -0,81354 25527000 114900 12704000 12708000

PRKCI 0,14767 T 564 3 ___1 0,815909 0,00026379 48,348 32,707 48,348 -0,5589 88697000 3776700 42700000 42220000

LEMD3 0,14757 T 209 3 ___1 1 0,00103228 71,976 53,773 57,804 0,47341 135070000 41046000 47159000 46866000

RABEPK 0,147567 S 316 2 ___1 0,925185 4,08E-38 196,33 162,49 77,754 0,1996 20655000 1776600 7728100 11150000

HOMEZ 0,147093 T 451 3 ___1 1 0,00038143 59,971 53,115 41,904 0,27914 652380000 65063000 323730000 263580000

ATF7IP 0,146952 S 673 4 ___1 1 2,11E-49 203,53 186,1 53,779 -0,47641 2291500000 30765000 1133400000 1127300000

HMHA1 0,146916 S 90 4 ___2 0,641898 7,79E-96 226,07 214,98 226,07 -0,14297 989960000 10548000 511760000 467650000

HMHA1 0,146916 T 96 4 ___2 0,846395 3,96E-18 115,71 100,31 106,88 -0,76964 82965000 1502300 28783000 52680000

CREB1 0,146895 S 142 2 ___1 0,904137 4,88E-05 117,92 78,768 117,92 0,069992 122920000 15063000 54829000 53024000

MTDH 0,146786 S 298 2 ___1 0,999998 0,00020292 120,53 66,331 120,53 -4,0901 231000000 26330000 91589000 113080000

DENND5B 0,146655 S 1076 2 ___1 0,976509 0,0039091 87,216 74,125 87,216 -0,01071 25605000 662180 10596000 14347000

R3HDM1 0,146478 S 381 2 ___1 0,848976 0,00275687 74,987 61,533 49,31 1,3815 613910000 18278000 283650000 311980000

HSF1 0,146122 S 121 2 ___1 0,997523 0,00292301 84,817 67,349 84,817 -0,10814 151250000 49452000 48618000 53184000

CHAMP1 0,146121 S 286 2 ___1 0,942052 7,69E-24 176,26 160,78 131,35 0,14508 303360000 17529000 129590000 156240000

CLTC 0,145873 T 397 3 ___1 0,709979 0,0086212 69,451 48,594 69,451 -0,18324 25074000 170850 12659000 12244000

RCSD1 0,145743 S 126 3 ___2 0,597894 5,07E-39 191,93 168,08 124,19 -0,59533 740840000 45414000 371390000 324040000

NUP214 0,145639 S 678 2 ___1 1 0,00010703 116,58 98,72 116,58 0,27514 2423200000 114100000 1143000000 1166100000

ATRIP 0,145617 S 518 3 ___1 0,999985 7,13E-10 120,56 110,08 120,56 -0,0041269 167960000 7543500 77965000 82448000

EMD 0,145612 S 173 3 ___1 0,545219 0,0002188 80,752 70,769 80,752 -0,45405 32772000 2250900 14935000 15586000

AKAP13 0,145328 S 2561 2 ___1 0,956253 0,00020093 132,47 78,506 132,47 0,33145 284920000 17741000 137210000 129960000

PDCD4 0,145091 S 78 3 ___1 0,995205 0,00063839 113,86 91,642 69,255 -0,67638 160880000 4508900 76310000 80058000

SIT1 0,145091 S 182 2 ___1 1 1,28E-08 144,5 114,52 144,5 0,39034 63455000 1402700 28850000 33202000

EPRS 0,144828 S 886 2 ___1 0,671339 6,46E-84 207,43 207,43 207,43 -0,010227 386130000 12632000 195850000 177650000

SETD5 0,144692 S 477 3 ___1 0,96307 6,95E-42 195,97 181,36 195,97 0,39867 122450000 5102900 67923000 49427000

WASF3 0,144643 S 235 2 ___1 0,965974 1,76E-51 206,34 178,49 206,34 0,63704 174440000 6891700 93190000 74357000

MAP7D1 0,144583 S 446 2 ___1 0,999763 0,0208493 69,342 41,138 69,342 -0,44609 160010000 17353000 71224000 71433000

EIF4B 0,144568 S 16 2 ___1 0,894257 7,17E-11 139,11 111,77 106,73 -1,3797 24879000 1150900 8157700 15571000

BCL9L 0,144568 S 938 3 ___1 0,59915 0,00103065 60,171 51,125 60,171 -0,059632 62036000 2221600 27384000 32430000

PSMD1 0,144331 T 273 3 ___1 0,94584 1,06E-05 118,37 93,475 64,701 0,12455 159210000 23156000 69677000 66380000

IKZF1 0,144241 T 358 2 ___1 1 3,96E-06 107,55 44,338 103,01 0,83306 506220000 36475000 227030000 242720000

LTV1 0,143916 S 331 3 ___1 0,961973 0,000508 42,78 37,923 40,017 0,82988 67223000 1001800 12148000 54073000

EIF3J 0,143785 S 13 3 ___1 0,999466 5,31E-06 109,83 98,882 66,383 0,14551 414100000 3664100 198060000 212380000

THUMPD1 0,143717 S 88 2 ___1 1 1,34E-17 127,32 119,02 78,814 -0,65504 680120000 31376000 344050000 304690000

ANKZF1 0,143621 S 361 3 ___1 0,999835 0,00227344 82,171 67,027 82,171 -0,080879 22011000 1066600 9233500 11711000

DCLRE1C 0,143393 S 385 3 ___1 0,836737 4,66E-05 90,518 84,423 45,193 0,90147 87523000 4603400 37054000 45866000

LMNB2 0,143327 T 34 2 ___1 0,999269 0,0058756 77,204 50,055 73,877 0,11985 85696000 62727000 11311000 11658000

TRAK1 0,143314 S 719 3 ___1 0,999958 0,00020653 91,355 64,092 91,355 -0,1859 129400000 6606300 61765000 61025000

HIST1H1B 0,143162 T 11 2 ___1 0,99868 1,12E-21 176,29 157,55 176,29 0,23472 371500000 19074000 162190000 190240000

RABEP1 0,143132 S 407 2 ___2 0,998633 6,37E-64 219,95 157,67 191,51 0,0018078 353500000 28961000 139870000 184670000

RABEP1 0,143132 S 410 2 ___2 0,995653 0,000209 119,31 100,24 111,92 0,029868 134280000 23438000 52579000 58265000

EIF5B 0,142609 S 1168 2 ___1 1 0,00074757 75,088 59,426 75,088 -0,21835 109520000 4274500 52938000 52311000

PELP1 0,142609 S 743 5 ___1 0,504654 2,01E-20 111,64 103,25 73,078 0,087764 69967000 672340 47400000 21895000

CLASP1 0,142586 S 1091 2 ___1 0,938399 8,42E-05 107,62 88,791 107,62 -0,078042 33710000 2269700 15099000 16341000

ASXL2 0,142479 S 395 2 ___1 0,988822 0,00105298 102,73 47,667 98,407 -0,17673 44244000 591100 29652000 14001000

SNX5 0,142465 S 20 3 ___1 0,59543 4,06E-07 79,636 69,919 67,441 -1,2921 190870000 25890000 68815000 96162000

SRRM2 0,141956 S 144 2 ___1 0,75661 0,00093958 76,713 63,513 59,502 0,41104 16636000 1201300 6208000 9227000

SCAF4 0,141739 S 1004 3 ___1 1 0,00034398 94,551 71,831 48,405 -1,4649 282200000 1584500 124990000 155630000

DOCK2 0,141452 S 1731 2 ___1 0,99925 3,48E-96 208,92 200,17 182,17 0,37048 1153300000 46488000 530970000 575840000

SRRM1 0,14138 S 616 3 ___2 1 1,48E-11 121,83 94,501 63,894 -0,40833 3292100000 67274000 1731300000 1493600000

C2CD2L 0,141169 S 660 3 ___1 0,879351 6,83E-18 117,4 111,95 117,4 0,081638 145150000 4911000 62370000 77871000

LARP1B 0,140779 T 454 2 ___1 0,899609 0,00395171 84,289 46,814 84,289 -0,0001241 113610000 4983800 55763000 52861000

ZNF106 0,140765 S 1328 3 ___1 1 4,79E-07 123,35 114,7 123,35 -0,56642 138360000 4603300 73220000 60533000

ZCCHC8 0,140622 T 492 2 ___1 0,999993 0,00133252 87,498 60,169 66,533 0,10628 100320000 8970300 44387000 46959000

ELMSAN1 0,140589 S 923 2 ___1 0,999138 0,00027695 129,29 103,16 129,29 0,10205 1521800000 30187000 757500000 734110000

TRAF2 0,14019 T 7 2 ___1 0,920673 1,81E-10 148,26 135,28 148,26 -0,40482 606750000 50170000 267330000 289250000

TMCC1 0,140173 S 382 2 ___1 1 2,18E-27 155,33 142,38 67,879 -0,61929 618080000 23462000 287120000 307500000

NAB2 0,140124 S 171 2 ___1 1 0,00091741 55,209 43,013 50,806 0,092371 50189000 8057500 15421000 26711000

MCM2 0,140108 S 13 2 ___1 0,964054 1,16E-154 256,8 256,8 228,73 -0,31114 1305700000 86974000 625280000 593460000

ERCC5 0,140009 S 563 2 ___1 0,773162 1,63E-18 143,93 136,01 134,61 -0,066852 165210000 6769800 69881000 88561000

ANKRD13D 0,140006 S 465 3 ___1 0,999904 0,00037295 63,625 47,859 41,734 0,65456 178640000 5231800 83032000 90371000

GFPT1 0,139993 S 261 2 ___1 0,636587 2,86E-05 100,48 85,504 99,941 0,18296 182580000 9686300 82260000 90633000

HTATSF1 0,139611 S 529 2 ___1 1 6,92E-279 341,72 316,02 241,51 -0,29738 689720000 1669100 337080000 350970000

NUP88 0,139599 T 525 2 ___1 0,993992 1,23E-05 138,42 106,83 116,03 0,19147 256530000 21883000 95115000 139540000

LSP1 0,13947 T 175 3 ___1 0,527775 0,00094296 53,209 47,549 53,209 0,31014 409550000 18458000 185050000 206040000

RICTOR 0,139339 S 1353 3 ___1 0,97528 0,00761203 48,824 30,907 48,824 -0,83567 4222600 461290 1584900 2176400

TLN1 0,13925 S 425 3 ___1 0,993577 2,80E-134 273,27 251,47 134,76 0,27625 1251500000 17192000 640900000 593430000

RBM17 0,139132 S 155 3 ___1 1 2,45E-114 262,5 238,21 201,61 -0,30573 2788300000 14324000 1462500000 1311500000

ZHX2 0,139116 T 37 2 ___1 1 0,00565952 89,301 75,066 84,999 -0,028561 264900000 33833000 117050000 114020000

SRRM1 0,139077 S 560 2 ___1 1 0,00480872 82,069 63,973 63,727 0,14609 1026000000 5288600 595510000 425250000

EIF2AK3 0,139077 S 844 2 ___1 0,599182 0,00335158 100,93 56,068 79,286 0,32074 8217100 3310000 1852100 3055100

MGEA5 0,138945 S 364 2 ___1 0,999516 0,0001675 87,148 75,709 87,148 -0,36428 111820000 5131300 59849000 46835000

RSBN1L 0,138945 S 6 2 ___1 1 7,01E-08 136,02 117,29 136,02 0,25619 113320000 5977600 45929000 61410000

PRR12 0,138814 S 1925 4 ___1 0,999717 1,36E-59 192,57 186,02 192,57 -0,58011 332980000 186480 179340000 153450000

HN1 0,138647 S 87 2 ___2 0,994428 1,25E-78 227,46 186,98 188,41 -0,085021 2,745E+10 138950000 1,4875E+10 1,2436E+10

CUL4A 0,138456 S 10 2 ___1 0,999339 0,00703147 87,806 69,958 87,806 0,14726 135240000 2108200 71600000 61533000

KATNA1 0,138323 S 170 2 ___1 0,999998 0,00132721 89,43 65,176 89,43 0,11386 52237000 3452700 20933000 27851000

NELFE 0,138092 S 49 2 ___1 0,623981 4,43E-09 141,31 123,61 141,31 0,25241 152080000 1190100 77351000 73535000

PABPN1 0,137897 S 95 4 ___1 0,967269 6,74E-06 53,094 48,19 53,094 -0,87631 189650000 5012800 126030000 58611000

RBM17 0,13776 T 71 3 ___1 1 2,31E-16 159,66 146,23 51,147 -1,1429 2108900000 11183000 1106400000 991290000

DYNC1H1 0,137635 S 4368 3 ___1 0,696379 0,00610711 53,773 44,024 53,773 0,11206 5122700 136130 2643900 2342700

ZDHHC5 0,137504 T 521 3 ___1 0,580803 7,60E-05 89,873 76,553 42,382 -0,10331 473250000 2734900 265070000 205440000

SLCO4A1 0,137372 S 34 3 ___1 0,962235 0,00324863 56,121 36,797 54,253 0,64196 16680000 178230 10282000 6220200

HUWE1 0,13719 S 2887 2 ___1 0,974387 2,04E-09 135,09 108,3 135,09 0,06883 281810000 8416200 147690000 125710000

DDX39B 0,136979 T 172 3 ___1 1 0,00587438 60,555 54,524 60,555 -0,03917 10111000 541950 4823000 4745800

UBR4 0,136848 T 904 3 ___1 0,668276 0,0090321 56,08 43,454 56,08 -0,21128 40125000 534720 20224000 19366000

DENND4A 0,136768 S 1194 2 ___1 0,850345 0,0112534 85,862 14,17 85,862 2,183 26032000 1405300 11781000 12845000

RBM26 0,13675 S 616 2 ___1 0,879804 0,00031544 109,47 85,438 109,47 0,27871 110500000 10353000 48271000 51873000

DOCK2 0,136716 S 1705 2 ___1 0,531435 0,00042811 110,98 43,259 110,98 -0,41481 372840000 2399000 181830000 188610000

OGFR 0,136646 S 349 2 ___1 1 0,00025729 73,881 69,43 73,881 0,85679 219340000 14900000 100750000 103680000

CCDC94 0,136454 S 211 3 ___1 0,964541 3,50E-14 88,149 82,272 40,986 1,0904 193560000 4755200 85861000 102940000

CCDC94 0,136454 S 213 3 ___1 0,964541 3,50E-14 88,149 82,272 40,986 1,0904 154700000 4755200 62647000 87298000

BCR 0,136356 S 459 3 ___1 0,987465 3,80E-05 87,489 76,384 65,775 -0,12781 44707000 3265400 21868000 19573000

LCK 0,136323 Y 192 3 ___1 0,993464 0,00480467 94,616 67,313 58,831 -0,86413 8363100 262770 7053700 1046600

LEMD2 0,13623 S 499 2 ___1 0,999455 2,33E-27 152,07 144,13 139,86 0,020283 774220000 28901000 373390000 371920000

RPS3A 0,136224 S 238 2 ___1 0,796915 3,16E-26 179,41 153,99 141,37 -0,29061 258990000 9508800 124850000 124640000

HUWE1 0,135992 T 2889 2 ___1 0,822734 3,01E-23 149,97 123,18 135,09 -0,073685 182000000 5324800 87498000 89181000

VPRBP 0,135976 S 255 2 ___1 0,995463 3,25E-12 158,35 134,6 158,35 -0,16333 135040000 6943600 63524000 64570000

DNAJC21 0,135846 S 423 2 ___1 1 5,78E-15 164,15 146,34 164,15 -0,38366 170350000 6279100 82217000 81849000

MYC;MYCN 0,13573 S 62 3 ___1 0,942091 7,47E-05 109,5 109,5 109,5 0,01932 576660000 4419900 292610000 279630000

RAB3IP 0,135535 S 163 2 ___1 0,99995 6,78E-05 125,82 94,34 125,82 0,41288 9919500 97242 6818100 3004200

SRF 0,135418 S 224 3 ___1 0,877114 3,42E-05 102,05 88,988 102,05 -0,08237 188870000 9022600 82577000 97274000

SCAP 0,135387 S 851 2 ___1 1 0,00039036 101,39 101,39 72,496 0,030889 618560000 33394000 287710000 297460000

HAT1 0,135374 S 361 2 ___1 1 0,00062758 121,05 49,669 121,05 0,00020582 215620000 6923200 106170000 102530000

HTT 0,135228 S 1199 2 ___1 0,999937 0,00022692 85,493 71,83 83,966 -0,085557 749070000 113580000 340260000 295230000

ATF7 0,135203 T 53 2 ___1 0,859053 3,56E-78 228,03 201,92 142,1 0,33249 142010000 13265000 62131000 66611000

HAUS6 0,134747 S 908 2 ___1 0,873064 0,020867 70,488 26,171 68,893 0,06264 130850000 1317200 68148000 61383000

HSP90AB1;HSP90AB2P0,134432 S 255 2 ___1 1 0 383 353,03 52,372 -3,7152 6,002E+10 1414400000 3,0152E+10 2,8454E+10

EPS15 0,134393 S 796 2 ___1 1 7,29E-11 123,86 99,088 112,36 0,046664 1598000000 62782000 736520000 798740000



PKN2 0,134221 S 582 3 ___1 0,709636 0,00061164 86,756 75,592 47,59 -0,35067 65607000 2140700 27200000 36267000

SF3B2 0,133998 S 362 3 ___1 0,76712 2,78E-24 152,05 147,04 130,87 0,019837 1589100000 126200000 782670000 680210000

SIN3B 0,133958 S 122 3 ___1 0,887217 0,00176985 47,05 30,384 47,05 0,9709 25196000 3151800 8821700 13222000

RRM2 0,133956 S 20 2 ___1 1 8,50E-115 227 227 217,97 0,19419 5737700000 219230000 2758000000 2760400000

STK11IP 0,13365 S 599 4 ___1 0,936349 1,65E-16 110,16 87,784 110,16 0,17689 220360000 3089100 106470000 110800000

CDS2 0,133631 S 21 2 ___1 0,99621 3,88E-39 197,84 147,76 190,67 -0,10347 3372600000 20205000 1612300000 1740200000

CABIN1 0,1333 T 2154 2 ___1 0,89452 5,95E-15 164,53 148 164,53 -0,48997 68812000 1652200 32061000 35100000

MAP4 0,133058 T 571 2 ___1 0,999999 4,17E-07 118,33 97,382 110,38 -0,088353 1038600000 60235000 475320000 503080000

MACF1 0,133042 S 4521 2 ___1 1 3,61E-59 185,59 175,07 167,98 0,19244 525930000 29701000 246230000 250000000

NCOR2 0,132974 S 2005 4 ___1 0,999999 4,82E-06 78,451 70,459 78,451 0,28982 80094000 1231300 40283000 38579000

POC1B 0,132906 S 321 3 ___1 0,999999 0,00016335 78,69 69,284 73,783 -0,94167 26069000 301910 12411000 13356000

PKN2 0,132719 T 958 3 ___1 0,999914 0,00017194 97,916 91,552 97,916 -0,091264 1200900000 21075000 617850000 561990000

TALDO1 0,132587 S 237 2 ___1 1 0,00717031 87,568 66,698 87,568 -0,11046 55175000 2370900 30726000 22078000

ZRANB2 0,132476 S 188 2 ___1 1 7,18E-113 253,46 206,98 253,46 -0,031478 6101800000 221520000 3181100000 2699200000

RPS3A 0,132434 S 263 2 ___1 1 7,05E-09 146,2 114,67 146,2 -0,12397 673540000 23010000 325490000 325040000

RTN3 0,132415 S 229 2 ___1 0,844426 2,39E-05 131,53 109,3 131,53 0,19005 75935000 3451300 28986000 43498000

NCOR1 0,132391 S 1322 3 ___1 1 0,00035575 78,794 61,306 78,794 0,13955 88843000 4800500 44725000 39317000

CHERP 0,132248 S 698 3 ___1 0,535006 0,0110673 44,415 29,955 44,415 0,54163 21937000 877180 10361000 10699000

EPN1 0,132178 T 470 3 ___1 0,999115 7,85E-26 162,86 157,64 148,66 -0,28953 1005200000 3198100 455630000 546330000

ZNF687 0,132003 S 1057 3 ___1 1 5,21E-12 155,08 135,95 43,544 0,01889 156060000 8246700 74434000 73385000

NOC2L 0,131985 S 56 3 ___2 0,99478 8,20E-13 153,04 127,61 129,9 -0,23066 473290000 1527900 242360000 229390000

VDAC2 0,131757 S 115 3 ___1 0,998344 8,35E-78 232,53 199,26 119,47 -0,2587 1545000000 45297000 748050000 751660000

ZXDC 0,131527 S 34 2 ___1 1 0,0003341 113,77 83,217 83,617 0,060499 50365000 3660100 22365000 24340000

SRRM2 0,131485 S 353 2 ___2 0,993383 3,54E-12 129,01 119,63 107,44 -0,052503 3772600000 11222000 1969700000 1791600000

SRRM1 0,131458 S 607 2 ___1 0,999999 0,00122227 104,79 94,381 88,942 0,059856 1640600000 19099000 891660000 729800000

MSH6 0,131405 S 830 2 ___1 1 2,99E-27 157,68 115,8 107,97 0,47564 375740000 13819000 167900000 194010000

FANCE 0,131392 S 247 2 ___1 0,673081 0,00044973 82,908 52,344 82,908 0,67937 219180000 10213000 97867000 111110000

TRAPPC9 0,13133 S 953 2 ___1 1 0,00013244 122,64 114,41 122,64 0,099166 383050000 24291000 174030000 184730000

SSBP2 0,131082 S 321 2 ___1 1 3,39E-20 169,4 157,67 169,4 -0,16818 121560000 10650000 60481000 50429000

HSPA4 0,131063 S 496 3 ___1 0,931271 0,00127419 60,991 51,203 60,991 -0,094121 21662000 1646700 11878000 8137900

IPO5 0,130931 S 827 3 ___1 0,999998 1,78E-09 119,97 108,66 119,97 0,14295 84151000 2895100 46184000 35071000

USP10 0,130864 S 365 2 ___1 0,990714 7,51E-06 89,356 80,506 56,599 -0,38988 193120000 7092000 91390000 94635000

SH3BP1 0,130517 S 552 3 ___1 1 0,00010167 119,92 97,119 99,011 -0,4163 937530000 40243000 412240000 485050000

BRIP1 0,130404 S 1237 2 ___1 0,994641 0,00484888 109,11 73,286 89,9 0,55045 36288000 4301700 17299000 14687000

PCF11 0,130404 T 1530 3 ___1 0,999485 0,00027683 71,297 64,024 71,297 -0,62377 22470000 1390100 8914700 12165000

NELFE 0,129892 S 51 3 ___1 0,73257 0,00021695 104,03 85,662 73,461 -0,81344 190220000 3144600 97805000 89269000

FBXO46 0,129847 S 240 3 ___1 0,995159 1,90E-14 158 135,53 158 -0,10162 139170000 19347000 61540000 58284000

POLM 0,129559 S 12 2 ___1 0,999092 1,21E-13 132,82 119,95 131,18 -0,46997 437300000 30689000 199700000 206920000

INTS3 0,12936 S 502 2 ___1 0,876553 0,00016552 117 99,186 58,32 -0,0078319 80148000 6299600 35222000 38626000

SIK3 0,129264 S 551 3 ___1 1 6,01E-30 186,55 146,03 141,53 0,51427 449520000 1163800 231520000 216840000

SCAF4 0,129085 S 656 3 ___1 0,999996 1,68E-139 272,46 243,53 272,46 -0,28273 2106700000 15312000 980120000 1111300000

RANBP2;RGPD3;RGPD40,128955 T 799 2 ___1 1 3,79E-18 135,47 103,19 135,47 0,47198 518840000 130010000 205510000 183320000

EIF2S1 0,128855 T 279 2 ___1 0,998236 0,00444154 81,565 65,767 75,479 -0,28664 21520000 973810 12469000 8077400

WDR62 0,128704 S 1228 3 ___1 0,975139 9,93E-55 194,37 180,12 142,93 0,014539 486240000 11950000 236430000 237860000

RCSD1 0,128441 S 127 3 ___1 0,713388 3,57E-14 160,09 138,21 68,569 0,29234 48826000 3068500 22171000 23587000

PNISR 0,128334 S 211 2 ___1 1 6,06E-18 170,89 130,62 170,89 1,1055 440810000 8042100 223580000 209190000

MAP4K1 0,128272 S 586 3 ___1 1 2,69E-05 90,367 69,94 90,367 -0,29328 110270000 3906300 52749000 53612000

HIRIP3 0,128141 S 27 3 ___1 0,96441 1,97E-05 110,74 100,1 45,221 0,18017 71856000 450710 33594000 37811000

ARHGAP15 0,128058 S 212 2 ___1 0,955342 1,65E-26 152,11 130,56 133,66 -0,23778 2634100000 109590000 1266500000 1258000000

ELF1 0,127841 S 432 2 ___1 0,999378 0,0005325 88,133 72,243 70,41 0,080628 147140000 3249400 76008000 67882000

CHAMP1 0,127765 S 204 2 ___1 1 3,76E-20 166,35 147,14 76,326 -0,36728 4137400000 169570000 1912900000 2054900000

THRAP3 0,12768 S 624 3 ___1 0,997622 6,34E-08 106,23 106,23 106,23 0,45584 191830000 7462600 97925000 86440000

RLTPR 0,127678 S 1120 2 ___1 0,983328 1,01E-18 144,47 103,74 144,47 -0,0063516 165890000 6647100 79238000 80009000

GIT2 0,127403 S 415 2 ___1 0,969333 7,73E-99 250,95 216,45 250,95 -0,0061024 122620000 8454400 60990000 53176000

MTHFD1L 0,127383 S 357 2 ___1 0,99983 0,00033299 96,993 70,452 96,993 0,41165 131650000 4996600 62406000 64250000

PHRF1 0,127369 T 917 4 ___1 0,529728 0,00174546 43,438 33,016 43,438 0,012942 38796000 3650500 15027000 20119000

MAP4 0,127237 S 941 2 ___1 0,964544 8,56E-05 107,08 52,097 107,08 -0,056122 127960000 5728500 57990000 64239000

TLE3 0,127105 S 286 2 ___1 0,855057 0,00021462 115,34 94,483 115,34 -0,54146 179120000 21502000 83941000 73675000

NCOA7 0,127105 S 441 2 ___1 1 0,00799195 70,488 48,257 70,488 -0,7097 11305000 4117300 2441700 4746400

PFKFB3 0,127039 S 461 2 ___1 0,998735 7,59E-07 136,81 112,72 126,77 0,25737 721990000 277760000 217790000 226440000

NOP56 0,126999 S 556 3 ___1 0,687797 1,36E-05 125,73 100,22 125,73 -0,16186 137850000 1967500 69768000 66109000

STIM1 0,126936 S 575 2 ___1 1 0,00247387 100,82 56,502 90,05 -0,075669 1091200000 56154000 494120000 540940000

MYC;MYCN 0,126841 S 62 3 ___2 0,942091 7,47E-05 109,5 109,5 109,5 0,01932 576660000 4419900 292610000 279630000

MYC;MYCN 0,126841 T 58 3 ___2 0,999812 0,0119448 99,451 79,612 56,719 0,12191 98595000 781840 47657000 50155000

GORASP2 0,126741 T 225 3 ___1 0,99707 5,55E-09 120,66 120,66 52,298 -0,37783 643180000 26748000 295390000 321040000

RBM26 0,126378 S 127 3 ___1 1 4,41E-18 166,48 137,18 118,52 0,17556 480080000 6199500 256750000 217130000

PPA2 0,126316 S 317 2 ___1 0,93293 3,91E-12 157,5 131,76 139,74 0,10086 463200000 20533000 207930000 234740000

PRKCD 0,126122 S 299 2 ___1 0,975422 1,50E-07 133,38 119,48 51,643 0,50531 256280000 1600400 95561000 159120000

ATF7IP 0,125977 S 477 2 ___1 0,992931 4,96E-29 158,42 147,1 133,32 0,23126 418970000 28073000 187680000 203220000

COPA 0,125935 S 173 2 ___1 1 3,30E-05 103,97 61,173 103,97 0,63825 664630000 23955000 334230000 306450000

TBC1D1 0,125848 S 565 3 ___1 0,789818 1,61E-14 131,68 114,88 79,616 -0,32344 438630000 19566000 173950000 245120000

RGS3 0,125783 S 917 2 ___1 0,95753 5,70E-05 118,37 90,041 118,37 2,265 87431000 1558100 44165000 41707000

HNRNPK 0,125429 S 216 2 ___1 0,999937 9,27E-36 169,04 169,04 169,04 0,10131 3979400000 172550000 1845200000 1961600000

SLC38A1 0,12499 T 54 3 ___2 0,967144 2,74E-28 153,81 129,38 153,81 0,1135 429840000 4187900 238290000 187360000

HIRIP3 0,124633 T 25 3 ___1 0,750077 3,43E-05 110,77 100,28 110,77 -0,49179 67683000 482990 33350000 33850000

NEURL4 0,124501 S 902 3 ___1 1 2,26E-08 139,6 111,02 50,178 0,057824 117550000 3225200 56597000 57724000

ILKAP 0,124085 S 13 3 ___1 1 5,84E-06 134,32 117,08 46,178 -0,0071233 849100000 20542000 432360000 396200000

TMEM192 0,1239 Y 213 2 ___1 0,999999 1,12E-12 153,95 99,339 140,39 0,50106 94918000 7419100 49242000 38257000

HSPH1 0,123855 T 486 3 ___1 0,999999 0,00022643 91,416 83,328 91,416 0,24181 173730000 3200300 88262000 82267000

UBR5 0,123786 S 2011 2 ___1 1 0,00034317 110,84 102,43 110,84 0,51784 134950000 6460900 65307000 63179000

LIG1 0,123666 S 49 2 ___1 0,734426 1,17E-07 110,98 93,766 110,98 0,44787 86746000 4711100 41140000 40895000

FKBP5 0,123655 T 443 2 ___1 0,877774 1,71E-36 160,8 160,8 115,91 -0,59124 45346000 1785500 23462000 20099000

HMHA1 0,123591 S 99 3 ___1 0,994639 2,74E-65 180,97 170,16 147,72 -0,17945 904780000 25824000 504690000 374270000

ATG2B 0,123434 S 497 3 ___1 0,999307 3,54E-05 101,39 101,39 101,39 0,22647 400920000 5172500 187970000 207770000

BUD13 0,123269 S 163 3 ___2 1 2,04E-07 134,13 103,56 59,261 0,5857 417580000 10254000 255420000 151900000

BUD13 0,123269 T 159 3 ___2 1 1,06E-07 142,83 119,51 59,261 0,5857 442790000 24181000 245890000 172720000

REPS1 0,123233 S 709 3 ___1 1 1,42E-20 164,94 144,12 164,94 -0,48239 1106700000 10750000 611550000 484400000

CTPS1 0,123126 S 575 2 ___1 0,904987 0,00025566 96,464 77,193 96,464 0,21316 1504000000 134340000 659570000 710130000

PPP1R12A 0,122623 S 509 2 ___1 0,85553 9,64E-09 116,98 65,536 108,59 0,17763 121980000 27562000 47661000 46758000

SETD1A 0,122607 S 915 3 ___1 0,821866 3,50E-117 261,03 242,26 234,3 -0,4747 672000000 2639100 406390000 262970000

EPB41L2 0,122474 S 718 2 ___1 0,999953 7,20E-05 124,51 95,611 124,51 -0,27924 127340000 696000 29734000 96911000

CASP2 0,122209 S 164 3 ___1 0,998919 0,0115897 46,621 31,199 46,621 0,034429 2769200 58982 1962700 747550

NUP188 0,122134 S 1717 3 ___1 0,999997 0,0002779 74,732 65,935 74,251 -0,37198 68371000 6459300 28451000 33460000

BTK 0,121811 S 21 2 ___1 0,997216 8,48E-05 123,6 89,674 123,6 0,075044 12145000 390150 5488400 6266800

EVL 0,121811 S 329 3 ___1 0,554754 0,00471833 55,656 50,377 55,656 0,26505 19394000 242330 9324900 9826500

RB1 0,121811 T 356 3 ___1 0,623253 0,00019396 97,662 77,586 97,662 -0,013853 46952000 1267200 22147000 23538000

BSDC1 0,121811 T 338 3 ___1 0,999994 0,00071209 74,364 49,166 74,364 0,0072148 22715000 1118200 11893000 9704000

SRRM2 0,121666 T 983 3 ___2 0,99683 0,00123192 96,54 71,319 60,521 -0,22773 3096100000 10883000 1661000000 1424200000

PDZD8 0,121663 S 538 3 ___1 1 1,00E-05 136,93 91,053 86,944 -0,17664 518720000 2020700 269570000 247120000

LARP1 0,121577 S 143 3 ___1 0,995314 5,35E-15 102,57 102,57 102,57 -0,11579 1986500000 91944000 971500000 923010000

NUMB 0,121546 T 363 3 ___1 0,555328 7,21E-06 90,534 78,746 90,123 -0,092294 30045000 4396300 11239000 14410000

NUP88 0,121418 S 517 2 ___1 1 5,43E-177 291,33 257,92 168,98 -1,2763 1637000000 56506000 808280000 772220000

FCHSD2 0,12132 S 681 3 ___1 0,985901 8,40E-05 104,84 69,212 104,84 -0,32299 137200000 38210000 52694000 46294000

YY1 0,121177 S 247 3 ___1 0,999923 1,51E-27 158,57 138,67 158,57 0,094455 763360000 25837000 340690000 396830000

SFPQ 0,120971 S 225 3 ___1 0,550025 0,00454967 50,358 31,526 49,528 -0,031677 78263000 21889000 29399000 26975000

USP8 0,120969 S 716 3 ___1 0,64778 5,87E-05 110,75 88,313 110,75 -0,63312 593570000 6730800 278860000 307980000

N6AMT2 0,12096 S 2 3 ___1 0,999978 1,60E-19 126,05 107,56 126,05 0,75784 660600000 19203000 270380000 371010000

NCL 0,120948 T 587 2 ___1 1 3,91E-46 208,27 145,86 208,27 -0,31156 107370000 7319900 47075000 52975000

REEP4 0,120921 S 152 2 ___1 0,998644 2,71E-08 99,5 67,171 70,1 0,12639 585660000 268570000 152110000 164980000

RTN4 0,120625 S 181 3 ___2 0,931278 6,26E-10 131,56 124,19 111,68 0,36963 1820700000 15469000 891300000 913890000

PHRF1 0,120226 S 1360 2 ___1 0,985963 0,00012743 102,28 65,43 94,728 -0,12992 895620000 35060000 432270000 428290000

ELMSAN1 0,120219 S 632 4 ___1 0,583961 7,74E-20 161,72 161,72 157,95 0,21629 58685000 366240 40223000 18096000

SIK3 0,119862 S 626 2 ___1 1 7,48E-27 186,42 156,09 186,42 0,22344 160540000 3858100 70132000 86554000

SIN3A 0,119827 T 435 3 ___1 0,85913 0,00824032 57,434 52,336 47,532 -0,64548 235850000 1854300 115240000 118760000



NSRP1 0,119685 S 248 2 ___1 1 6,55E-08 119,31 94,094 100,4 -0,24336 356510000 15982000 163580000 176960000

BICD2 0,119677 S 568 3 ___2 0,616179 0,00022103 90,1 73,169 89,272 -0,45077 397950000 1873400 203600000 192480000

HSPA4 0,119627 S 647 2 ___1 0,997683 4,15E-05 132,44 101,48 132,44 -0,27405 772080000 7551200 361450000 403080000

ATF2 0,11955 T 71 2 ___2 0,973699 1,90E-95 246,75 246,75 246,75 0,21428 636860000 47427000 306870000 282570000

CRTC2 0,119288 S 70 3 ___1 0,998914 2,64E-23 144,43 131,09 144,43 0,30185 252310000 7517900 97653000 147140000

WDR62 0,118891 S 32 3 ___1 0,58204 0,00217507 58,848 47,265 58,848 0,74931 43734000 1143100 23108000 19483000

DPH2 0,118891 S 488 2 ___1 1 0,00020784 115,57 96,516 115,57 -0,28074 7957100 562260 4026600 3368300

TP53BP1 0,118815 S 1618 2 ___1 1 0,00443127 66,533 46,436 66,533 -0,68 87655000 18344000 34550000 34761000

EIF2AK2 0,118722 S 83 2 ___1 0,999999 2,69E-38 175,77 154,76 175,77 -1,1634 600320000 26159000 273000000 301160000

C7orf50 0,118617 S 59 3 ___1 1 7,97E-10 140,2 116,87 85,412 0,39091 348260000 8419400 171560000 168280000

HECTD1 0,118608 S 632 3 ___1 0,979367 1,69E-31 183,42 174,32 183,42 -1,2326 205990000 2573400 96552000 106860000

CCDC88A 0,118574 S 245 3 ___1 0,736288 0,00011352 92,31 75,431 62,739 -0,15841 51975000 2389700 24442000 25143000

RCSD1 0,118491 S 120 3 ___2 0,999969 4,13E-140 241,08 241,08 143,15 0,0031797 4859900000 216510000 2387600000 2255800000

OSBPL8 0,118466 S 68 3 ___1 0,997514 6,33E-05 103,84 94,26 103,84 -0,027324 165690000 6784900 79643000 79261000

PHF8 0,118227 S 857 3 ___1 0,989765 2,52E-06 136,39 119,9 59,814 -0,33884 51686000 1846400 36010000 13830000

GGA2 0,118094 S 327 2 ___1 0,877522 0,00223529 77,912 42,708 77,912 0,046926 11456000 719280 5293000 5443500

EIF4EBP1 0,118017 T 70 3 ___2 0,996831 4,79E-20 150,45 139,67 150,45 0,052454 5591700000 61620000 2950300000 2579800000

ISCU 0,117786 S 14 3 ___1 1 6,67E-05 103,19 43,463 44,382 0,19507 626610000 19714000 314070000 292830000

RCSD1 0,11776 S 126 3 ___1 0,597894 5,07E-39 191,93 168,08 124,19 -0,59533 740840000 45414000 371390000 324040000

DNMT1 0,117695 S 152 2 ___1 0,973033 5,94E-07 132,25 109,83 89,466 -0,19496 154840000 1790000 68452000 84597000

THUMPD1 0,117623 S 86 2 ___1 1 1,34E-17 127,32 119,02 78,814 -0,65504 700830000 33851000 359310000 307670000

ATXN2L 0,117577 S 391 3 ___1 0,762345 0,00022627 101,39 80,545 77,726 -0,06502 28189000 636540 17891000 9661200

NFRKB 0,117499 S 1022 3 ___1 0,999999 4,27E-05 100,04 90,46 100,04 -0,61517 51098000 2068100 24239000 24791000

BICD2 0,117472 T 573 2 ___2 0,872979 0,00095677 90,1 73,169 73,138 -0,18806 317870000 1722500 167900000 148250000

MICALL1 0,117471 S 486 2 ___1 0,999996 1,68E-12 158,31 122,66 158,31 -0,35651 134910000 4884800 66830000 63192000

MED1 0,117462 T 1051 2 ___1 0,973858 0,0069743 73,834 58,263 63,894 1,6369 1189200000 160360000 540310000 488550000

LATS1 0,117296 S 464 2 ___1 0,982558 0,00211156 91,961 62,026 67,548 0,25011 17743000 646490 4654300 12442000

EDC4 0,11703 T 693 2 ___1 1 0,00146168 92,063 83,55 92,063 0,064807 75048000 76073 47957000 27016000

RPS6KA1 0,11691 S 363 2 ___1 0,999934 0,00053995 58,672 55,385 58,32 -0,4488 293390000 64508000 117500000 111380000

ATAD3A 0,116897 S 369 3 ___1 0,974135 0,00433089 46,956 40,452 46,956 0,10846 10971000 1678000 5320200 3973000

MCMBP 0,11664 S 154 2 ___1 0,997597 0,00227401 62,303 44,917 62,303 0,12101 266930000 8070600 140010000 118850000

OSBPL3 0,116564 S 304 2 ___1 0,997268 1,31E-95 225,01 201,65 216,17 -0,42758 2842500000 137710000 1359900000 1344900000

DCLRE1C 0,116232 S 518 3 ___1 0,735997 4,06E-06 102,47 89,222 102,47 0,096968 56797000 3330400 23501000 29966000

RBM7 0,116165 S 136 2 ___1 0,906399 1,17E-06 123,79 111,65 123,79 -0,64045 160620000 18853000 68497000 73269000

HJURP 0,116102 S 486 2 ___1 0,999935 0,00451966 99,283 38,121 99,283 -0,042838 51084000 2322500 24039000 24723000

TRIT1 0,116018 S 443 3 ___1 0,995454 1,19E-08 138,92 114,02 106,88 1,4211 213900000 5656900 107690000 100550000

MSH6 0,115992 S 227 2 ___1 1 3,11E-177 260,24 253,8 164,2 -0,38915 1406500000 58746000 689950000 657800000

CANX 0,115832 S 554 3 ___2 1 1,43E-224 325,62 311,29 220,69 -0,83104 5058000000 16084000 2341000000 2700900000

CANX 0,115832 S 564 4 ___2 0,99999 0 443,39 416,92 149,93 -0,92629 1,4602E+10 28031000 6972900000 7601300000

ANKRD27 0,11575 S 962 3 ___1 0,999993 8,27E-05 110,67 86,834 110,67 -0,54695 101290000 9523800 47403000 44362000

RBL1 0,115699 T 385 2 ___1 1 0,00072695 114,01 94,69 114,01 -0,13179 35870000 881680 17568000 17420000

RCSD1 0,115637 S 116 2 ___2 0,999999 3,12E-06 106,16 84,922 95,814 0,10035 979600000 36439000 484660000 458500000

PALD1 0,115634 S 406 3 ___1 0,999988 3,49E-06 129,77 108,24 129,77 0,24698 481190000 7061700 251590000 222530000

CLTC 0,115611 T 394 2 ___1 0,999908 0,00638503 110,08 71,443 110,08 0,26978 265650000 1037800 145280000 119330000

DDX20 0,115569 S 714 2 ___1 0,99999 0,00022839 81,865 73,333 81,865 0,17329 309780000 37789000 135630000 136360000

LIG1 0,115546 S 141 2 ___1 1 9,97E-173 289,22 263,37 268,21 -0,52965 1,9506E+10 44504000 1,0164E+10 9297000000

RNF185 0,115494 T 106 3 ___1 1 0,00068058 79,311 66,478 76,713 0,10981 129490000 28281000 50497000 50710000

SLC16A1 0,1149 T 466 2 ___1 0,916626 0,00016008 130,95 121,47 130,95 0,51824 1665100000 14046000 848980000 802110000

API5 0,114767 S 464 2 ___1 0,985302 0,00010115 94,057 84 60,196 -0,42646 78524000 5088000 34665000 38771000

GOLGA5 0,114711 S 116 2 ___1 1 1,06E-150 284,65 260,17 201,3 -0,30724 1097400000 12607000 551350000 533470000

SF3B1 0,114609 S 488 2 ___1 0,999997 1,11E-128 270,26 250,68 270,26 -0,066112 292290000 46284000 120410000 125600000

ZKSCAN8 0,114315 S 177 2 ___1 1 2,47E-05 126,71 86,439 126,71 0,80164 235100000 6519700 121480000 107110000

RLTPR 0,114288 S 1246 2 ___1 1 8,83E-23 174,63 159,63 172,42 0,64483 657060000 16085000 315150000 325830000

AFTPH 0,114234 S 411 3 ___1 0,866905 1,06E-05 109,59 84,313 109,59 0,36135 31569000 1728200 18251000 11590000

RGS14 0,11419 S 218 3 ___1 1 8,49E-06 90,123 82,677 56,46 -0,37153 492360000 13686000 252520000 226160000

PJA2 0,114182 S 308 3 ___1 0,630637 0,00046454 100,23 85,348 100,23 -0,14 62001000 372580 32684000 28945000

ESYT2 0,1141 S 755 2 ___2 0,898412 0,0002402 113,54 92,702 113,54 0,69229 49301000 2607200 30531000 16163000

ESYT2 0,1141 S 761 2 ___2 0,987433 0,0002402 113,54 92,702 76,176 0,45518 43854000 2607200 25084000 16163000

WDR59 0,114058 S 564 2 ___1 0,999842 3,98E-08 99,985 58,586 99,985 0,52999 198630000 6836500 85295000 106500000

RGPD5;RGPD8;RGPD1;RGPD2;RANBP2;RGPD3;RGPD40,114055 S 2510 2 ___1 1 0,00487401 69,598 45,643 67,897 -0,31564 632410000 24835000 298350000 309220000

OTUD4 0,114008 S 443 2 ___1 0,999987 8,63E-05 92,939 80,963 88,092 -0,11908 115410000 5463900 55854000 54092000

WDR44 0,113986 T 219 2 ___1 1 1,62E-60 223,03 193,22 223,03 -0,28354 170230000 6173300 66489000 97572000

TRRAP 0,113976 S 2077 2 ___1 0,987139 0,00443127 62,68 47,478 50,806 0,060248 98394000 3468500 47268000 47658000

SLC38A1 0,113879 S 52 2 ___1 0,999312 9,15E-129 236,31 236,31 236,31 -0,33977 2316100000 70258000 1091100000 1154800000

REPS1 0,113454 S 562 2 ___1 0,999571 0,0001104 100,25 86,476 99,013 -0,083298 101530000 3339900 49867000 48323000

LIG1 0,113434 S 47 2 ___2 0,955863 0,00977905 70,197 56,844 70,197 -0,047165 36415000 2650200 17648000 16117000

LIG1 0,113434 S 51 2 ___2 0,978544 3,09E-26 155,06 136,7 147,07 0,51064 789140000 47836000 371540000 369760000

ABCF1 0,1129 T 108 2 ___1 0,990904 0,0013698 63,337 47,945 62,646 0,063495 59360000 3355900 27252000 28753000

POU2F1;POU2F30,1125 S 385 2 ___1 0,960357 0,0188986 70,829 45,976 70,829 0,038479 53093000 4279800 24246000 24567000

CCDC88B 0,112361 S 1475 2 ___1 0,999989 5,25E-07 110,08 90,6 110,08 -0,11579 489710000 20104000 233390000 236220000

ATF2 0,112233 S 136 3 ___1 0,972773 9,43E-07 91,942 77,237 91,942 0,0022568 67011000 1549900 40870000 24591000

OSBP 0,112149 S 351 3 ___1 1 1,72E-54 187,33 184,79 175,17 -0,1378 4883800000 150420000 2306300000 2427100000

TRIM24 0,112134 S 811 2 ___1 1 4,68E-06 135,1 109,62 135,1 -0,51606 448040000 8858600 220700000 218490000

PPP6R3 0,111966 S 524 3 ___1 0,545743 1,08E-23 167,48 150,14 150,95 0,62956 58349000 2148800 26217000 29983000

POLA1 0,111774 S 209 2 ___1 0,999898 0,00142147 116,37 116,37 116,37 -0,019278 283390000 8523400 136500000 138370000

SND1 0,111702 S 426 3 ___1 0,999827 1,03E-56 202,43 173,04 172,18 -0,036458 4660200000 45638000 2141800000 2472800000

WDR62 0,111566 S 1226 2 ___1 0,560097 3,04E-09 89,011 89,011 76,068 0,23136 67461000 2474500 34784000 30203000

AIFM1 0,111566 S 266 2 ___1 0,551501 0,0209647 63,185 38,332 63,185 0,59682 49534000 4833400 18856000 25845000

SRRM2 0,111566 S 1257 2 ___1 0,717355 0,00213006 72,421 47,863 72,421 -0,051036 23456000 3206500 10221000 10028000

SSH2 0,111498 S 784 3 ___1 1 2,53E-05 130,1 111,69 43,69 -0,19907 566130000 3122800 281750000 281260000

ANKRD13D 0,111475 S 465 3 ___2 0,999904 0,00037295 63,625 47,859 41,734 0,65456 178640000 5231800 83032000 90371000

ANKRD13D 0,111475 T 469 3 ___2 0,999761 0,00037295 63,625 47,859 41,734 0,65456 111300000 3693800 55612000 51997000

LIG3 0,111332 T 209 2 ___1 0,811598 2,99E-12 162,32 111,23 162,32 -0,25517 781290000 39344000 346520000 395430000

MED26 0,111178 S 7 2 ___1 0,999973 0,00168684 67,456 40,487 67,456 -0,33162 200310000 10585000 98845000 90879000

RCSD1 0,11117 S 284 3 ___1 0,999599 2,00E-45 140,34 131,57 137,35 -0,47813 1023200000 33506000 527130000 462610000

RNF8 0,110995 S 157 3 ___1 1 0,00094595 63,893 47,581 63,893 0,35065 45717000 1993900 13294000 30429000

MYH9 0,110898 S 1714 3 ___1 0,832884 0,00396022 51,234 29,013 51,234 -0,27558 10155000 251190 5317900 4586200

SAP130 0,110898 S 460 3 ___1 0,542684 0,00643599 43,895 34,436 43,895 0,46596 16686000 253810 7749700 8682500

N4BP2 0,110898 T 1210 3 ___1 0,923717 3,18E-05 46,982 46,982 46,982 0,13333 46721000 1445100 22372000 22904000

SLC4A2 0,110898 S 449 4 ___2 0,508558 8,16E-14 83,566 67,787 80,178 0,1409 34324000 1091600 22767000 10466000

SP2 0,110764 T 55 3 ___1 0,999996 0,00013986 76,691 68,332 76,691 -0,29546 17368000 578130 9689500 7100300

ATXN2L 0,110758 S 559 2 ___1 0,968705 2,53E-15 145,69 114,69 145,69 0,36591 1230800000 63481000 606100000 561200000

ELMSAN1 0,110708 S 461 3 ___1 1 3,15E-09 141,86 101,58 92,093 -0,048816 1590400000 37094000 788170000 765170000

INTS1 0,110693 S 1326 2 ___1 0,5 0,00183465 94,767 77,825 87,184 -0,057237 266740000 47097000 109480000 110160000

INTS1 0,110693 S 1327 2 ___1 0,5 0,00183465 94,767 77,825 87,184 -0,057237 266740000 47097000 109480000 110160000

CHAMP1 0,11063 S 217 2 ___1 0,5 1,21E-10 115,29 100,62 115,29 0,019048 1026600000 46815000 492420000 487370000

PI4KB 0,11063 S 266 2 ___1 0,999791 1,65E-52 214,26 178,6 146,1 0,024482 141040000 4880900 65003000 71154000

ANKRD11 0,110556 S 505 2 ___1 1 0,00484915 71,379 15,849 69,825 -0,10384 190320000 5676500 91138000 93509000

ZMYND8 0,110363 S 756 3 ___2 0,975402 7,82E-05 93,21 76,279 93,21 -0,053887 135930000 2819900 54541000 78573000

ZMYND8 0,110363 T 746 3 ___2 0,994712 0,0112758 58,08 50,887 58,08 -0,19345 50355000 1049300 15126000 34179000

ARID4B 0,110004 S 675 2 ___1 0,999265 4,22E-20 171,04 139,85 135,29 -0,19881 734400000 25748000 339440000 369200000

IRF2BP1 0,10992 S 384 2 ___1 1 0,00052665 109,15 88,683 81,619 0,3429 363280000 14124000 172170000 176990000

FOXK1 0,109908 S 213 2 ___2 1 7,10E-80 231,44 212,05 231,44 0,24841 5246000000 91465000 2568400000 2586200000

FOXK1 0,109908 S 223 2 ___2 1 3,68E-66 226,72 206,06 226,72 0,12069 4666400000 90660000 2287700000 2288100000

GPI 0,109829 T 109 3 ___1 0,933684 2,05E-06 141,75 120,35 65,467 0,2517 134980000 5016000 56555000 73409000

SRSF2 0,109695 T 25 4 ___1 0,657863 2,40E-05 116,06 75,546 60,764 -0,09115 346150000 1040400 162310000 182800000

APBB1IP 0,109692 S 525 2 ___1 0,632669 1,96E-12 127,71 105,51 127,71 0,38383 1624500000 9425900 793180000 821900000

NUP214 0,10964 T 1312 2 ___1 0,999802 0,00598492 113,71 113,71 113,71 0,23983 51407000 4965400 23542000 22899000

CCAR2 0,109564 S 671 2 ___2 1 5,08E-06 90,858 82,383 75,378 0,00010717 449620000 17736000 265110000 166780000

NUP88 0,109427 S 50 2 ___1 0,803635 2,02E-20 171,46 154,52 171,46 -0,073761 90153000 2346200 46333000 41474000

CHAMP1 0,109222 S 507 2 ___1 0,999996 5,00E-35 196,75 196,75 160,63 0,11045 376370000 4121900 180790000 191450000

SLC44A1 0,10916 S 644 2 ___1 0,999726 0,00570115 76,586 48,617 76,586 -0,3419 14621000 3325800 4503600 6791900

CHAMP1 0,109061 S 436 2 ___1 0,999999 0,00055663 111,86 85,253 94,767 0,33795 84055000 4781500 39588000 39686000

MYH9 0,109026 S 1915 3 ___1 0,554937 0,00317303 50,752 22,805 50,752 0,2755 23293000 2283100 10746000 10263000



TELO2 0,108667 S 836 2 ___1 1 0,001366 110,88 97,113 90,15 -0,18234 71734000 5733200 35285000 30716000

ADSL 0,108611 S 9 2 ___1 0,999979 2,24E-74 201,06 201,06 145,71 0,011775 1298500000 44058000 613710000 640770000

AFF1 0,108464 T 697 4 ___1 1 4,49E-11 124,18 110,92 124,18 0,4176 243800000 6563400 92857000 144380000

LBR 0,108357 S 97 2 ___1 0,773688 5,56E-14 127,02 90,593 104,17 -0,29914 14845000 260150 1780800 12805000

NOLC1 0,107946 T 188 3 ___1 0,999889 0,00111748 117,03 76,643 78,692 -0,46546 144400000 1159900 65251000 77985000

EIF3C;EIF3CL0,10781 S 166 2 ___1 1 2,48E-59 188,96 177,6 117,7 -0,16261 5180900000 226210000 2572000000 2382700000

EIF4ENIF1 0,107554 S 77 2 ___1 0,499997 0,00133359 65,252 48,325 63,48 0,098132 33948000 1670100 10645000 21633000

EIF4ENIF1 0,107554 S 78 2 ___1 0,499997 0,00129053 65,252 48,325 63,48 0,098132 33948000 1670100 10645000 21633000

CDC20 0,107528 T 70 3 ___1 0,946046 0,00015295 92,993 73,957 80,238 0,026608 107320000 8204700 53970000 45146000

RNASEH1 0,107487 S 76 3 ___1 0,99961 5,53E-100 240,94 223,57 194,21 -0,61995 366980000 13645000 163300000 190030000

NUPL2 0,10742 S 106 2 ___1 0,999833 7,50E-29 178,52 159,22 178,52 -0,34818 111730000 7856600 55546000 48332000

HSPA4 0,10742 S 494 3 ___1 0,514712 0,00015071 82,477 72,728 82,477 -0,14019 10896000 460430 4807600 5627800

TLE3 0,10742 S 240 2 ___1 1 1,32E-07 146,34 117,04 146,34 -0,51433 34181000 209670 17043000 16929000

INPP5D 0,107204 S 1147 2 ___1 1 3,61E-05 129,71 111,9 129,71 -0,035736 45969000 7117700 17712000 21139000

FAM21A;FAM21C0,107192 T 331 3 ___1 0,886567 4,49E-29 188,98 173,22 175,28 0,29956 564470000 5823300 312060000 246590000

PSIP1 0,107152 T 122 3 ___1 1 3,79E-09 140,95 126,7 96,234 0,29874 35364000 1829300 17814000 15721000

HERC2 0,10708 S 2928 3 ___1 1 1,96E-06 113,65 99,593 92,449 0,20727 421630000 2285500 177490000 241850000

TMX1 0,107047 S 247 2 ___1 1 0 552,57 514,96 519,33 -0,093195 1,9064E+10 118720000 1,0008E+10 8937300000

IKZF3 0,106884 S 363 2 ___1 1 0,0226408 76,064 14,102 76,064 -0,28681 12196000 608710 5985200 5601700

LSP1 0,106875 S 252 2 ___1 1 2,76E-26 147,36 147,36 147,36 -0,032443 7583300000 328930000 3569800000 3684600000

HUWE1 0,106747 S 649 3 ___1 0,58661 2,87E-05 107,56 91,329 77,543 0,26579 214050000 3384000 106430000 104230000

UBR4 0,106565 S 619 3 ___1 0,5 2,43E-05 98,227 83,327 60,635 0,51078 1001400000 48226000 479820000 473350000

UBR4 0,106565 S 620 3 ___1 0,5 2,43E-05 98,227 83,327 60,635 0,51078 1001400000 48226000 479820000 473350000

WDR7 0,106546 S 935 2 ___1 0,99036 0,00046296 84,718 73,505 68,481 0,43263 153490000 36364000 58272000 58849000

OARD1 0,106348 S 3 2 ___1 0,560251 0,0146161 53,448 26,02 43,77 -0,74697 33578000 1434200 16157000 15987000

FNBP1 0,105956 S 296 2 ___1 0,999283 2,21E-35 192,65 158,97 192,65 0,16905 414520000 4144900 187440000 222930000

NSUN5P2 0,105946 S 260 3 ___2 0,999959 0,00014268 95,822 68,708 81,428 -0,18274 581880000 3261100 286630000 291990000

NSUN5P2 0,105946 T 258 3 ___2 0,999364 0,00158073 81,428 51,447 81,428 -0,18274 169250000 299410 68412000 100530000

HIRIP3 0,105678 S 227 2 ___1 1 5,40E-64 223,9 184,34 196,3 0,12021 1069000000 32844000 514080000 522070000

ZMYM4 0,105642 S 1030 2 ___1 0,999999 1,12E-13 124,67 67,753 124,67 0,09475 215380000 8544200 96211000 110620000

MSH6 0,105506 S 137 2 ___1 0,984929 9,27E-36 169,04 169,04 106,19 -0,4093 1637600000 86246000 782980000 768390000

ACAP1 0,105411 S 371 3 ___1 0,969337 1,70E-08 105,24 90,082 105,24 -0,24553 204820000 3779400 96796000 104240000

GORASP2 0,10541 T 433 2 ___1 0,989377 2,95E-79 237,81 205,08 99,506 0,58915 251520000 1230300 105230000 145060000

KLC1 0,105322 S 460 2 ___1 0,999883 0,00014497 116,01 76,745 116,01 2,0567 154220000 5052500 74051000 75115000

POU2F1 0,105119 S 448 2 ___1 0,993703 2,63E-15 136,34 136,34 134,25 -0,10003 2684100000 7920500 1346600000 1329500000

ZNF316 0,104746 S 10 3 ___1 0,999581 8,76E-77 203,2 203,2 93,371 -0,48457 664980000 22147000 328700000 314140000

KIF4A 0,104605 T 1181 2 ___1 0,999991 0,00127153 76,262 66,829 76,262 0,76103 126690000 1775100 59312000 65601000

EEF2K 0,104457 S 18 2 ___1 1 5,21E-41 201,61 174,34 155,66 0,011753 1965700000 51188000 985170000 929320000

SYNE2 0,104404 S 4108 2 ___1 0,999831 1,88E-152 287,32 263,52 287,32 0,12886 570930000 5996000 297940000 266990000

KTN1 0,104337 T 153 2 ___1 0,999994 0,00414695 91,939 53,636 91,939 -0,26285 22958000 845990 8849800 13263000

UBR5 0,104202 S 578 2 ___1 0,999779 0,00030008 115,34 74,059 75,739 0,59391 18813000 124700 9712700 8975900

PPP1R35 0,104068 S 52 3 ___1 0,647681 0,00067729 58,92 51,15 58,92 -0,016344 279690000 428080 133050000 146210000

RBBP8 0,104068 T 596 3 ___1 0,5 0,00538858 51,175 36,085 51,175 -0,11 38299000 1048700 19501000 17749000

TMX4 0,104012 S 259 3 ___1 1 4,37E-21 166,35 160,28 166,35 -0,14394 244970000 8022100 106660000 130290000

KIAA1468 0,103876 S 453 2 ___1 0,99998 0,00154449 75,213 62,597 75,213 -0,19896 79505000 3987100 39596000 35922000

C9orf40 0,103838 S 69 2 ___1 0,802468 1,38E-13 152,37 123,4 132,51 -0,12287 151750000 8247700 68720000 74785000

SMC4 0,103397 S 143 3 ___1 0,999563 0,00153961 64,298 42,1 48,711 -0,08679 69225000 281710 35275000 33668000

RPL23A 0,103128 T 42 2 ___1 0,774182 8,03E-10 143,4 94,338 115,82 0,052422 207130000 277570 88804000 118050000

EMD 0,103087 S 171 3 ___1 0,769137 2,50E-06 95,5 83,018 95,5 1,8569 182400000 6666100 83075000 92664000

MOCS3 0,103035 S 47 2 ___1 1 0,00748388 82,171 64,135 73,781 0,085852 81760000 3755300 39102000 38903000

EIF4B 0,102725 S 93 2 ___1 0,999994 2,09E-53 208,86 186,64 208,86 0,12724 163110000 4512000 79918000 78684000

TRIM28 0,10259 S 489 2 ___1 1 1,62E-23 169,57 140,8 77,379 0,090423 2977300000 20722000 1570900000 1385700000

NCOR2 0,102457 S 2114 4 ___1 0,786942 1,58E-10 100,17 92,506 82,789 0,25924 12637000 202330 5674200 6760500

SCAMP3 0,102412 S 76 2 ___1 0,999999 9,53E-12 149,95 104,35 133,85 -0,17883 1005100000 16092000 508190000 480820000

CCNK 0,102346 S 340 2 ___1 1 2,03E-25 185,37 151,5 108,38 -0,27233 2715100000 16145000 1469400000 1229500000

POLA2 0,102302 T 127 2 ___1 0,949084 2,37E-10 158,52 122,22 158,52 -0,16957 306500000 4722600 154170000 147600000

ISCU 0,102141 S 29 2 ___1 1 0,0013813 108,56 54,995 78,903 0,36841 647170000 12319000 324770000 310090000

CDC37 0,10214 S 13 3 ___1 1 3,00E-189 255,02 249,52 255,02 0,098292 2395400000 66817000 1202200000 1126400000

ZFP91 0,102099 S 82 3 ___1 0,594492 3,79E-05 113,54 100,22 105,51 -0,19951 773190000 436850 329770000 442980000

RTF1 0,102053 S 697 2 ___1 1 0,02158 68,786 38,438 68,786 0,64502 18245000 1323600 8841300 8079900

NOLC1 0,101985 T 610 2 ___1 1 0,00019929 91,937 46,058 78,342 0,14628 912580000 31528000 428700000 452350000

PRRC2A 0,101966 S 1120 2 ___1 1 1,07E-96 240,32 218,78 208,13 0,22939 158370000 5085800 77619000 75665000

ATP8A1 0,101862 S 29 2 ___1 0,975511 3,74E-15 163,53 143,71 131,51 0,32071 1126800000 45247000 513690000 567830000

KLC2 0,101843 S 582 2 ___1 0,998897 2,69E-08 145,09 68,803 81,099 0,096099 1249200000 27460000 633100000 588630000

C7orf50 0,101775 S 175 2 ___1 1 4,14E-12 125,03 125,03 98,902 -0,036405 1198900000 29335000 561860000 607670000

ATXN2L 0,101731 S 306 2 ___1 0,888081 0,00067579 111,06 59,612 111,06 0,10751 74200000 4218300 30158000 39824000

DMXL1 0,101432 S 436 2 ___1 0,999916 5,81E-06 81,494 65,553 81,494 -0,29851 278440000 6549700 135440000 136450000

ADD1 0,101247 S 613 3 ___1 0,570996 0,00012079 49,497 49,497 49,497 -0,069447 20333000 1028200 9947700 9357000

DOCK2 0,101112 T 1733 3 ___1 0,550339 0,00022489 90,729 82,02 90,729 0,026729 157380000 6257300 80033000 71085000

FGFR1OP 0,100843 S 152 3 ___2 0,757253 6,16E-05 74,65 63,349 74,65 0,52344 123160000 790520 65780000 56592000

NSRP1 0,100811 S 254 2 ___1 0,909822 9,15E-08 145,14 125,74 145,14 0,10643 73264000 3835600 31859000 37569000

ATF2 0,100709 T 73 2 ___2 0,505759 0,00150137 95,347 85,296 95,347 -0,32101 58918000 3238900 30448000 25231000

TMPO 0,100477 T 160 3 ___1 0,951163 2,90E-08 115,38 115,38 64,767 -0,46464 2679200000 100530000 1346900000 1231800000

NFRKB 0,10044 S 228 2 ___1 0,990838 0,0205389 52,549 24,442 52,549 -0,44006 9944000 1764500 5239600 2939900

LAS1L 0,100291 S 560 2 ___1 1 0 352,97 326,19 348,04 0,16024 969120000 24587000 466970000 477560000

SCAF11 0,100261 S 588 2 ___1 0,863383 0,00032138 81,494 58,773 81,494 -0,1587 163450000 3109500 89335000 71011000

KIF5B 0,0999666 S 933 3 ___1 0,989671 3,84E-10 149,32 149,32 96,708 -0,0037279 1252200000 6807400 560420000 685020000

TPD52L2 0,0999064 S 12 2 ___1 1 1,10E-20 169,25 150,66 169,25 -0,16094 698330000 39225000 327710000 331390000

MKI67 0,0999011 S 584 3 ___1 0,999613 9,65E-05 119,56 100,31 51,487 0,11701 62655000 585400 24644000 37425000

LSP1 0,0997664 S 177 2 ___1 0,953032 5,26E-23 169,09 150,63 129,51 0,030742 231920000 2280000 113080000 116560000

DCUN1D5 0,0996781 S 9 2 ___1 1 1,35E-05 105,14 89,984 74,296 0,17332 310380000 17018000 148240000 145130000

TEX264 0,0996318 S 244 2 ___1 0,908567 0,00034819 92,269 68,148 92,269 -1,0865 21716000 866940 13591000 7258100

RPS10;RPS10P50,0994781 S 146 2 ___1 0,995708 2,32E-05 123,38 90,65 115,31 -0,55424 179340000 11585000 85282000 82474000

KMT2D 0,099471 S 1671 2 ___1 1 2,11E-51 209,43 178,9 110,55 0,033653 859440000 24535000 390260000 444650000

SMAP 0,0994147 S 17 2 ___1 0,999806 6,13E-207 311,26 285,67 290,35 -0,62778 4646900000 8787500 2983300000 1654800000

NPM1 0,0992596 S 243 2 ___1 0,993777 9,44E-14 125,74 93,519 115,7 0,35441 543080000 22135000 259410000 261530000

CEP170 0,0992279 S 1260 2 ___1 0,803605 0,0243495 83,397 33,104 76,927 0,22279 15046000 245910 10110000 4690500

METTL3 0,0992279 S 48 2 ___1 0,558469 0,00147724 66,059 53,051 66,059 0,002454 168280000 6603900 76136000 85540000

CLASRP 0,0991623 S 294 2 ___1 0,99117 5,55E-05 122,46 86,918 122,46 -0,33939 102780000 1254800 52250000 49273000

SEC31A 0,0990331 S 799 2 ___1 1 1,98E-28 180,8 152,95 178,23 -0,46138 5042400000 448150000 2315500000 2278800000

XPO1 0,099014 S 391 3 ___1 0,998641 1,18E-10 134,91 123,29 134,91 -0,099946 519810000 59699000 237550000 222550000

NEMF 0,098562 S 417 2 ___1 1 1,48E-119 259,77 245,49 259,77 -0,061522 635020000 27706000 324230000 283080000

HTT 0,0985544 S 485 3 ___1 0,52931 2,84E-06 67,064 52,36 67,064 -0,10183 10710000 756710 3872900 6080400

CUL3 0,098508 S 737 2 ___1 1 0,0173137 54,611 54,611 50,108 -0,017958 159060000 6205800 78188000 74665000

NUP93 0,0984196 S 52 2 ___1 0,946679 0,0001573 125,22 90,257 125,22 0,13088 566610000 499700000 33210000 33700000

SUMO1 0,0982663 S 2 2 ___1 1 1,57E-95 248,1 227,98 212,95 0,080626 1,8794E+10 31634000 9199600000 9562500000

ABLIM1 0,0981793 S 431 2 ___1 0,998302 6,05E-08 112,96 98,277 112,24 0,38282 202510000 4528800 92933000 105050000

TRIM28 0,0979807 S 19 2 ___1 0,999954 0 419,07 419,07 266,86 -0,024872 1,7616E+10 727730000 8380000000 8508500000

DNAJC2 0,0975597 S 60 2 ___2 1 2,25E-51 204,07 178,45 46,746 0,27838 591810000 30397000 282170000 279240000

DNAJC2 0,0975597 S 63 2 ___2 1 2,48E-30 188,58 171,56 46,746 0,27838 634220000 32320000 312330000 289560000

GTF3C1 0,097476 S 1653 2 ___1 0,965401 0,0142851 66,498 51,347 66,498 0,39332 24919000 261720 12508000 12148000

CCAR1 0,0972062 T 627 2 ___1 0,831365 0,00045559 83,081 62,11 67,08 -0,00016 128980000 4046000 57975000 66955000

HUWE1 0,0972023 S 648 3 ___1 0,787346 8,95E-08 131,97 117,95 131,97 -0,14896 207800000 3853800 103470000 100480000

ZRANB3 0,0970713 S 569 2 ___1 0,979556 0,0174307 70,281 45,489 57,328 1,1371 21432000 1854700 9760200 9816700

SH2D3C 0,0968072 S 343 2 ___1 0,999899 0,00185727 94,538 75,762 85,522 -0,050986 119350000 4383600 63536000 51428000

ZNRF2 0,0967119 S 80 3 ___1 0,595212 0,00035056 75,773 63,213 73,279 0,037909 138550000 16677000 66924000 54950000

RNF219 0,0964781 S 719 2 ___1 0,905182 2,31E-18 141,54 128,53 141,54 -0,016407 121220000 4091700 66875000 50257000

TOE1 0,0964717 S 358 2 ___1 0,811952 0,00085929 63,998 37,874 63,682 0,58909 21341000 494420 9858600 10988000

CBL 0,0964066 S 619 3 ___1 0,990409 3,49E-07 115,06 96,175 68,942 0,0942 915630000 9407400 522400000 383820000

EVL 0,0963157 S 304 3 ___1 0,957956 2,71E-29 184,32 167,55 153,57 0,2303 317500000 2148100 171620000 143730000

KMT2A;IREB20,0961951 S 279 2 ___1 1 1,79E-06 128,01 80,412 128,01 -0,66193 304520000 1267300 160040000 143220000

TTC33 0,0959583 S 197 2 ___1 0,999984 3,16E-35 163,8 163,8 138,73 -0,29839 2976100000 74565000 1498300000 1403200000

OTUD4 0,0958947 S 1023 2 ___1 1 2,43E-13 154,24 139,27 154,24 -0,42968 121880000 7778200 55809000 58294000

SERBP1 0,0958916 S 25 2 ___1 1 0,00011149 123,36 106,14 87,932 0,43772 134460000 7895700 62266000 64298000



MCM2 0,0958569 S 40 2 ___1 0,609306 0,0182478 48,277 13,469 48,277 0,10201 28487000 2924800 12447000 13116000

CHAMP1 0,095722 S 319 3 ___1 1 0,00486905 62,891 52,161 62,891 -0,20945 26443000 468790 14894000 11081000

DYNC1LI1 0,095722 S 510 2 ___1 0,710812 4,90E-10 106,35 106,35 106,35 0,1461 120040000 2910800 45719000 71410000

TTC7A 0,0956093 S 182 2 ___1 0,999844 3,42E-05 109,42 51,829 109,42 0,23154 226680000 9009300 108890000 108770000

RFC1 0,095587 S 311 2 ___1 0,71059 0,0117862 84,817 59,199 84,817 -0,27352 40000000 5250700 17767000 16983000

RPUSD2 0,0954937 S 68 3 ___1 1 9,43E-14 125,75 74,633 65,472 0,36002 575100000 26834000 266530000 281740000

ARHGAP15 0,0954519 T 213 3 ___1 0,53126 0,00013478 89,982 69,319 89,982 0,0055254 173730000 7054500 85004000 81670000

CAMSAP1 0,0954421 S 1080 3 ___1 0,999547 8,21E-05 94,201 84,917 94,201 -0,25049 208090000 4642600 106330000 97118000

TERF2IP 0,0953169 S 154 3 ___1 0,978162 0,00356283 54,511 42,365 54,511 -0,10379 39087000 810680 15482000 22794000

LRMP 0,0949995 T 375 2 ___1 0,999994 2,28E-05 132,03 87,416 132,03 0,40187 132560000 2259500 68880000 61425000

OSBPL8 0,0947792 S 314 3 ___1 1 0,00012858 89,201 72,454 89,201 -0,45099 67301000 1541500 27152000 38608000

CBL 0,0947739 T 615 4 ___1 0,850734 0,00023442 61,89 53,589 61,89 -0,33674 696820000 6378700 311260000 379180000

VCP 0,0947083 S 702 3 ___1 0,99994 0,00011497 103,13 68,203 73,296 -0,099095 756830000 1264800 395610000 359960000

SBNO1 0,0946503 S 794 2 ___1 0,999922 7,02E-06 130,11 112,71 130,11 -0,081997 104290000 8024300 48520000 47749000

HUWE1 0,0946409 S 1907 2 ___1 0,99819 2,94E-05 104,61 91,182 103,21 -0,31936 3261200000 107130000 1592300000 1561800000

ZFC3H1 0,0945097 S 948 2 ___1 0,736226 0,00152392 93,011 52,296 93,011 1,3736 124560000 7106400 58098000 59360000

KIF2A 0,0944912 S 75 3 ___1 0,637046 2,67E-18 121,61 114,51 121,61 -0,81654 346150000 8165600 233580000 104400000

GIT2 0,0939724 S 418 2 ___1 0,805031 3,03E-14 153,75 136,63 64,346 -0,36722 72516000 5827900 33442000 33246000

ATF2 0,0939387 S 112 3 ___1 0,999998 3,55E-06 128,9 101,04 72,421 -0,18869 1634700000 30436000 871220000 733090000

DCAF6 0,0938766 S 467 3 ___1 0,988124 9,15E-07 87,203 80,328 71,359 0,59463 226480000 6193900 99505000 120780000

ATXN2L 0,0938589 S 409 2 ___1 0,999879 4,88E-05 132,93 106,66 132,93 0,10234 429600000 5959600 203370000 220260000

RBBP6 0,0938305 T 984 3 ___1 0,999474 3,82E-50 195,66 176,09 195,66 0,43645 281510000 20561000 185120000 75831000

CD2BP2 0,0937179 S 194 3 ___1 0,881202 1,93E-05 129,29 112,52 115,73 -0,23539 2274700000 10603000 1217900000 1046200000

EBAG9 0,0936395 S 36 2 ___1 1 9,94E-152 280,21 257,78 242,16 -0,3216 8570300000 19459000 4452200000 4098600000

MTDH 0,09345 S 426 2 ___1 1 1,40E-148 278,27 247,96 254,59 0,26836 7910600000 17893000 3898700000 3993900000

UPF3B 0,093425 S 30 3 ___1 0,614914 0,00051037 53,064 47,223 53,064 0,39122 4301700 204220 2258700 1838800

CCP110 0,0934189 S 372 2 ___1 0,913336 0,00085399 106,11 80,766 99,669 0,69919 72808000 6609000 31869000 34330000

FAM122B 0,0932308 S 119 2 ___2 0,983673 0,00017049 105,9 93,049 69,737 -0,027433 5716200000 1446300000 2259900000 2010000000

PI4K2A 0,0932055 S 51 3 ___2 0,999906 9,04E-05 102,27 89,337 102,27 -1,1722 367490000 8535800 172810000 186150000

SMTN 0,0931112 S 514 2 ___1 0,999999 7,48E-05 115,57 24,747 115,57 3,8776 57369000 2833400 25678000 28857000

ORC2 0,0930454 S 280 2 ___1 0,997947 0,00316727 93,345 58,591 93,345 -0,05743 41678000 1580500 23453000 16645000

FAM122B 0,0930377 S 115 3 ___2 0,997447 0,00015701 113,01 93,176 68,168 -0,92439 4705600000 849600000 2010600000 1845300000

SRRM2 0,0929039 S 2046 2 ___1 0,992888 0,00691459 106,16 16,008 91,937 0,0027765 51559000 610830 26984000 23964000

RALGPS2 0,0928807 S 37 2 ___1 1 7,71E-06 84,605 72,892 68,44 0,18975 47424000 3860900 19610000 23953000

DCP1B 0,0927488 S 283 3 ___2 1 0,00131131 71,148 60,533 63,073 -0,39081 107480000 1913300 53916000 51653000

DCP1B 0,0927488 S 275 2 ___2 0,988439 0,00131131 71,148 60,533 59,067 0,1896 268760000 7275900 139040000 122450000

BCL2L11 0,0927227 S 87 2 ___1 0,921837 0,00805264 103,26 21,284 103,26 0,079031 61489000 642700 31123000 29724000

PSD4 0,0926134 S 1019 2 ___1 0,999649 1,96E-38 191,93 173,91 176,44 0,34847 202920000 6570400 91823000 104530000

MYEF2 0,0926134 T 13 3 ___1 0,5 0,000576 55,783 42,376 55,783 0,40478 187640000 5634300 77745000 104260000

ATXN2 0,0923371 S 784 2 ___1 1 5,49E-05 115,34 96,51 107,85 -0,20172 539990000 22685000 259130000 258170000

ASMTL 0,0921922 S 239 3 ___1 0,999999 1,78E-45 153,01 145,29 149,52 0,071533 1445200000 37755000 725660000 681740000

ATF2 0,0921651 T 69 2 ___2 0,994622 2,83E-05 130,01 117,84 130,01 -0,34504 208040000 16005000 100620000 91418000

SRSF4;SRSF5;SRSF60,0921136 S 112 2 ___1 0,748619 1,60E-09 143,5 92,057 143,5 0,60897 348480000 47483000 146570000 154430000

CXCR4 0,0920721 S 344 3 ___1 0,990513 1,49E-42 159,26 159,26 159,26 -0,53492 193310000 3415500 88683000 101210000

ERF 0,0919367 S 531 3 ___1 0,836478 2,74E-06 126,45 108,39 116,35 0,12252 74891000 73926 42509000 32308000

ERF 0,0919367 S 532 4 ___1 0,583202 0,00013623 85,062 57,342 85,062 0,1199 5260400 73926 1710500 3476000

GPSM3 0,0919367 S 54 2 ___1 0,576139 5,43E-83 231,76 185,09 231,76 0,20896 197370000 8680300 95639000 93052000

NCKAP5L 0,0917444 S 763 2 ___1 1 0,0061619 89,301 74,525 62,528 -0,0524 29586000 2499800 13171000 13916000

NAP1L4 0,091666 S 12 2 ___1 0,955234 6,96E-10 147,64 111,25 141,13 -0,26651 206760000 4944800 122920000 78892000

ZNF318 0,0914485 S 136 3 ___1 0,999996 8,61E-05 116,13 88,044 116,13 -0,60304 174830000 2033100 95500000 77296000

FAM83G 0,0913876 S 650 2 ___1 0,99997 0,0121047 69,451 58,741 69,451 0,47597 181950000 450550 92328000 89174000

DENR 0,0913072 S 73 2 ___1 1 5,86E-33 163,38 77,521 163,38 0,22141 2933800000 91493000 1342800000 1499500000

MIEF1 0,0913 S 59 2 ___1 0,839716 2,54E-08 107,85 107,85 101,35 0,11865 601080000 26076000 312680000 262330000

UBAP2L 0,0909888 S 607 2 ___1 0,585348 1,30E-07 142,1 82,679 81,92 -0,39414 11731000 427560 5579900 5723300

ZDHHC5 0,0909888 S 554 4 ___1 1 4,56E-31 161,5 145,86 161,38 0,71269 389340000 460820 311730000 77155000

HCFC1 0,0906949 S 1507 3 ___1 0,998518 1,69E-08 68,728 68,728 66,281 -0,042155 1022600000 24721000 495060000 502850000

MSANTD3 0,0905825 S 98 3 ___1 0,600268 0,00355776 54,74 49,757 54,74 -0,012219 45302000 643580 23649000 21010000

CANX 0,0905568 S 583 3 ___1 1 1,54E-12 162,93 129,73 65,472 0,18197 2,1835E+10 196550000 1,0941E+10 1,0698E+10

AEBP2 0,0904841 S 390 3 ___1 1 8,28E-05 111,11 101,95 111,11 -0,23756 217360000 4912700 106040000 106410000

FAM122B 0,0902656 S 137 2 ___2 0,996955 9,45E-29 154,51 154,51 55,589 -0,98497 407400000 41338000 189320000 176750000

CHAMP1 0,0901759 S 282 2 ___1 0,999323 3,48E-12 156,24 137,57 156,24 -0,32996 151660000 64006000 39402000 48250000

DCP1A 0,0901759 S 523 2 ___1 0,972948 5,64E-06 132,84 75,818 132,84 0,30806 46518000 2975000 22387000 21156000

WDR77 0,0901742 T 5 3 ___1 1 0,00067725 97,551 97,551 75,239 -0,18315 7125300000 71359000 3532800000 3521100000

EZR 0,0900404 S 366 2 ___1 1 0,0103467 87,639 42,272 87,639 0,44993 13165000 432790 4580800 8151400

TLE3 0,0898745 S 203 2 ___1 0,983943 1,17E-13 154,19 137,3 113,59 -0,13413 600530000 25643000 283860000 291020000

VPS13D 0,0898683 S 1042 3 ___1 0,999801 7,77E-06 113,6 104,43 90,35 0,11335 349020000 19507000 176170000 153340000

VPRBP 0,0896338 T 1003 3 ___1 0,525897 0,00094007 68,481 58,9 68,481 -0,43029 4339900 162050 2266800 1911100

NOL9 0,0894042 S 487 2 ___1 0,999902 9,05E-27 173,68 158,85 56,432 0,022263 341980000 10233000 169570000 162180000

MCM3AP 0,0893599 S 538 3 ___1 1 1,88E-05 105,5 90,882 105,5 -0,19784 359360000 5647100 163650000 190060000

PKN1 0,0891514 S 562 2 ___1 0,936967 2,02E-59 190,37 179,84 179,46 0,23916 557390000 23286000 257290000 276820000

BSDC1 0,0889556 S 387 2 ___1 0,772313 4,58E-08 114,29 88,645 114,29 0,27277 14548000 4068500 3925800 6553400

ZNF687 0,0888688 S 253 2 ___1 0,99187 0,0003458 93,812 80,385 93,812 -0,59793 590860000 25488000 301620000 263750000

SUGT1 0,0887419 T 265 2 ___1 1 0,00502545 91,032 43,004 91,032 0,082665 124890000 7889200 59427000 57576000

KIAA0355 0,0886801 S 945 3 ___1 0,528506 1,01E-10 126,99 115,89 126,99 0,15198 63606000 3617800 34938000 25051000

SON 0,0886526 S 1769 2 ___1 0,998859 0,00090737 86,467 67,368 78,814 -0,28152 23065000 1171200 9522800 12371000

STIM1 0,0886056 S 519 3 ___1 0,961672 8,98E-51 212,95 188,61 141,6 -0,13515 370710000 9455300 178120000 183130000

RPS3 0,0884779 T 221 2 ___1 0,965723 1,06E-09 133,94 119,87 74,46 -0,088277 5553300000 198690000 2738900000 2615700000

HMHA1 0,088413 S 90 4 ___1 0,641898 7,79E-96 226,07 214,98 226,07 -0,14297 989960000 10548000 511760000 467650000

CXXC1 0,0883654 S 224 3 ___1 0,987029 0,00014697 87,326 73,494 87,326 0,11283 106630000 12806000 45172000 48651000

MATR3 0,0882773 S 511 3 ___1 0,870306 0,00474622 49,497 29,129 49,497 0,75215 20989000 1216600 9222600 10550000

EIF3E 0,0878786 S 399 3 ___1 0,996259 1,01E-05 122,14 112,45 71,651 -0,25512 184220000 7804600 84852000 91560000

LMNB1 0,0877981 S 23 2 ___2 0,830955 7,56E-06 104,81 79,668 50,222 0,061511 3509300000 118870000 1745100000 1645400000

LMNB1 0,0877981 T 20 2 ___2 0,888626 0,0145815 70,412 48,366 70,412 0,070334 691530000 20335000 347440000 323750000

XPC 0,087686 S 94 2 ___1 1 2,13E-28 180,14 159,4 180,14 0,037503 265400000 6396300 139190000 119810000

ARHGAP5 0,0876267 S 1218 2 ___1 0,999727 4,31E-39 195,45 151,65 195,45 0,32621 515040000 96076000 219130000 199830000

PDE7A 0,0871321 S 84 2 ___1 0,999956 0,00486961 84,479 52,225 84,297 -0,31812 665430000 29449000 326210000 309770000

CLASP2 0,0871219 S 370 2 ___1 0,995247 3,45E-77 228,39 178,97 228,39 -0,46182 1269700000 10997000 662110000 596630000

PI4K2A 0,0870549 S 47 3 ___2 0,995109 3,87E-08 137,62 113,33 137,62 0,26946 761650000 15251000 359060000 387340000

SRSF4;SRSF5;SRSF60,0870367 S 113 2 ___1 0,794458 4,10E-07 129,88 76,55 123,01 0,6711 338890000 39517000 144680000 154690000

NEK4 0,0870277 S 461 2 ___1 0,999964 0,00427464 94,767 55,985 94,767 -0,72171 16243000 3010500 6057800 7174400

CRTC1 0,0870066 S 113 3 ___1 0,997186 0,00433985 61,622 41,729 61,622 0,12346 223020000 2597000 121080000 99342000

ZNRF2 0,0869197 S 151 3 ___1 0,999741 0,0009556 63,184 26,094 63,184 -0,58694 15414000 726550 4426300 10262000

PA2G4 0,0869197 S 361 2 ___1 0,941606 4,16E-05 124,06 51,735 124,06 -0,77736 58380000 154640 27048000 31177000

IKZF1 0,0867304 S 361 3 ___2 0,966203 2,92E-46 194,93 187,81 194,93 0,059515 286840000 16870000 172140000 97830000

IKZF1 0,0867304 S 364 3 ___2 0,812776 7,78E-06 90,98 78,303 43,494 -0,03135 154340000 15104000 67808000 71425000

TRIM56 0,0865757 S 475 3 ___1 0,737797 7,43E-05 76,294 67,362 66,36 -0,042296 248730000 15754000 115540000 117440000

ZC3H3 0,0863761 S 408 2 ___1 0,99549 0,0007138 101,32 84,78 85,271 -0,60838 81386000 2541600 42555000 36289000

PPP1R7 0,0862313 S 37 2 ___1 0,980275 8,24E-06 127,57 115,41 96,435 -0,66491 141750000 50555000 45769000 45426000

ARHGEF18 0,0861763 S 1291 2 ___1 0,999982 0,0019273 96,64 22,859 81,338 0,45735 4059400000 127480000 1952200000 1979700000

WIPF1 0,0859685 S 350 2 ___1 0,999416 5,30E-09 145,69 93,185 140,81 -0,1399 159660000 8173500 70235000 81247000

CHAMP1 0,0859527 S 145 2 ___1 0,999475 5,88E-31 184,88 170,85 184,88 0,065838 2686700000 12772000 1556400000 1117600000

WDHD1 0,0856916 S 383 2 ___1 1 8,05E-234 297,55 270,34 294,65 0,033486 2560800000 101040000 1215200000 1244600000

CCNL2 0,085438 S 369 2 ___1 1 1,23E-05 87,184 65,615 83,045 0,52855 765350000 45300000 334110000 385930000

CCT6A 0,0854246 S 205 2 ___1 0,960445 5,80E-06 96,113 44,837 96,113 -0,043373 74599000 2703600 36079000 35816000

KPNA3 0,0851766 S 60 2 ___1 1 1,06E-116 260,08 243,78 218,43 -0,22238 6662700000 67277000 3365400000 3230100000

RALGPS2 0,0849072 S 293 3 ___1 0,538595 2,17E-05 110,75 103,64 110,75 -0,03548 880360000 37379000 421660000 421320000

NOC2L 0,0848807 S 672 2 ___2 1 2,61E-100 244,86 213,22 170,91 0,61494 554520000 30873000 264400000 259250000

NOC2L 0,0848807 S 673 2 ___2 0,999999 1,46E-20 172,99 157,6 172,99 0,077773 163470000 6512300 79925000 77033000

MLLT4 0,0848745 S 1501 2 ___1 0,961425 0,0104577 81,92 35,458 68,44 -0,14787 37051000 1583800 21781000 13686000

SENP3 0,0846086 T 353 3 ___1 0,783539 9,85E-05 91,475 73,674 69,737 -0,045066 56958000 1509400 40722000 14726000

NSFL1C 0,0845561 S 114 2 ___1 1 1,37E-24 177,36 145,83 93,959 0,086385 6239600000 240920000 3040400000 2958300000

FAM117A 0,0845186 S 193 3 ___1 0,988674 0,00202268 59,614 47,554 59,614 0,1831 31071000 346080 12970000 17754000

SLC43A2 0,08448 S 274 2 ___1 0,998489 0,00137657 103,43 61,242 64,439 0,14962 97319000 1170500 47242000 48907000

EIF4B 0,0843364 T 205 2 ___1 0,619475 0,00125789 112,5 86,376 112,5 0,3244 29094000 4323300 13237000 11534000



DOCK2 0,0840239 S 1592 3 ___1 1 0,00011124 111,43 99,457 55,975 0,049895 419480000 2119500 232550000 184810000

BAG6 0,0835316 S 113 4 ___1 0,995698 2,94E-48 136,95 128,62 94,336 -0,21967 3798700000 57990000 2161100000 1579600000

TKT 0,083414 T 287 2 ___1 1 1,07E-08 143,46 118,67 143,46 0,32857 244950000 27287000 109680000 107980000

MAP3K1 0,0834128 T 20 2 ___1 0,560822 0,0155786 65,5 49,298 65,5 0,32961 174650000 50664000 58676000 65307000

EIF2S2 0,0833855 S 105 2 ___1 0,999995 1,95E-09 138,78 131,8 121,44 -3,8905 844100000 37221000 423480000 383410000

TAF3 0,0832474 T 339 4 ___1 0,919299 2,19E-05 68,733 51,935 68,733 -0,0026138 127770000 234020 48413000 79122000

TRAF2 0,083233 T 7 2 ___2 0,920673 1,81E-10 148,26 135,28 148,26 -0,40482 606750000 50170000 267330000 289250000

GID8 0,0832251 S 2 2 ___1 0,999958 8,72E-05 115,14 94,71 115,14 0,64914 36618000 907260 13117000 22595000

PLCG2 0,083116 S 677 2 ___1 0,999886 3,21E-18 169,4 127,85 122,64 0,44353 371740000 32632000 184180000 154930000

INTS1 0,0831084 S 104 2 ___1 0,999736 0,0057104 101,25 16,092 101,25 -0,19551 1776600000 39811000 909560000 827270000

ETV6 0,0829751 S 16 3 ___1 0,510927 0,00012627 62,683 51,223 62,683 -0,01778 80995000 3837300 35121000 42037000

FBXO41 0,0828451 S 478 2 ___1 0,975283 3,09E-06 128,26 103,72 128,26 -0,47124 159620000 3353900 50152000 106110000

MAP3K7 0,0828389 S 439 2 ___1 0,999987 0,00034246 111,66 93,795 111,66 0,10525 58690000 2195600 27858000 28636000

FOXK1 0,0828389 S 416 2 ___1 1 0,00022787 107,82 68,83 107,82 0,21364 507740000 16943000 240920000 249870000

CHAMP1 0,0828313 S 542 2 ___1 1 5,48E-06 92,707 57,109 80,245 -0,19509 600010000 21003000 302090000 276910000

MAP4 0,0826893 T 521 2 ___1 0,999922 0,00014128 89,866 89,866 58,268 -0,12095 4562700000 199870000 2186500000 2176300000

APPL1 0,0825795 S 401 3 ___1 0,903147 5,65E-51 209,73 166,92 49,577 -0,1685 217760000 18404000 111860000 87495000

FANCD2 0,0825769 S 1435 2 ___1 1 1,38E-75 203,11 197,56 203,04 -0,034828 1393900000 57771000 687850000 648310000

DENND1A 0,082524 S 592 2 ___1 1 0,00266834 106,4 52,334 96,015 0,27331 1816400000 4601500 928670000 883150000

FKBP5 0,0824361 S 445 3 ___1 0,99416 1,27E-78 233,69 211,48 72,175 -0,56214 231880000 6454200 103460000 121960000

HNRNPK 0,0824301 S 116 3 ___1 0,795867 8,54E-22 94,869 80,71 94,869 1,6741 349760000 22659000 178170000 148930000

ATAT1 0,0824301 T 261 3 ___1 1 0,00343203 66,246 45,458 50,149 -4,0615 24182000 1653300 16928000 5600800

EFHD2 0,0822169 S 74 2 ___1 0,993552 4,02E-20 165,02 122,81 165,02 0,23056 1525400000 31557000 769340000 724520000

METAP2 0,0820783 S 29 3 ___1 0,881214 0 369,03 347,86 369,03 -2,9219 2814300000 77856000 1504400000 1232000000

SLU7 0,0819489 S 215 2 ___1 1 4,93E-28 157,68 142,14 88,187 -0,086916 232130000 9969500 107120000 115040000

DKC1 0,0818168 S 21 3 ___1 1 1,45E-13 152,21 137,63 152,21 0,61353 1546100000 34146000 771050000 740870000

FTSJ3 0,0817487 S 599 2 ___1 0,592641 0,00180542 71,685 51,555 71,685 0,0774 17358000 1085700 8420000 7851900

GTF2I 0,0817473 S 784 2 ___1 0,98074 0,00141619 103,08 69,705 103,08 0,12041 38304000 1196600 18161000 18946000

EEF1D 0,0816123 S 133 2 ___1 1 1,41E-59 188,39 188,39 149,59 -0,54125 2,3235E+10 426310000 1,1612E+10 1,1196E+10

WRNIP1 0,0816123 S 78 2 ___1 0,578773 0,0237749 67,113 18,689 67,113 0,022698 18784000 1817200 8448800 8517700

SIN3A 0,0815761 S 1112 2 ___1 0,960161 4,63E-18 168,61 128,69 136,3 -0,0052308 849130000 18696000 414720000 415720000

MFSD6 0,081539 T 10 2 ___1 1 0,004819 79,466 65,787 75,479 0,32008 114450000 6056100 57479000 50914000

SCAF1 0,0813676 S 734 3 ___2 0,996144 0,0116707 42,454 37,65 40,682 0,038012 143660000 63128000 40675000 39860000

SCAF1 0,0813676 S 738 3 ___2 0,999956 0,00074341 71,656 59,174 71,656 0,72637 117520000 1225900 60351000 55940000

KRTCAP2 0,0809786 T 124 2 ___1 1 5,11E-09 114,96 114,96 114,96 -0,25321 338150000 10575000 178540000 149040000

STK11IP 0,0808187 S 387 2 ___1 0,999995 1,03E-38 197,47 169,81 163,23 -0,26426 607530000 18459000 373120000 215940000

CHAMP1 0,0807941 S 183 2 ___1 0,685151 1,28E-47 184,81 166,9 136,7 -0,60974 508050000 24044000 245960000 238040000

PPIG 0,0807941 S 413 3 ___2 0,999928 0,00018855 92,307 72,917 92,307 0,0080134 158970000 346540 71805000 86814000

PPIG 0,0807941 S 415 3 ___2 0,999999 0,00018855 92,307 72,917 75,91 0,1 158970000 346540 71805000 86814000

FOXK1 0,0803141 S 420 2 ___1 0,981662 2,04E-19 145,43 136,42 62,709 0,033503 1759700000 64530000 838310000 856860000

APBB1IP 0,0800332 S 526 2 ___1 0,967576 2,72E-07 138,81 90,807 110,97 0,095009 1806600000 16194000 947150000 843220000

SMNDC1 0,0798396 S 201 3 ___1 0,998594 3,80E-08 144,68 117,35 79,393 -0,30413 457560000 7761500 223890000 225910000

ZFC3H1 0,0798389 S 948 2 ___2 0,736226 0,00152392 93,011 52,296 93,011 1,3736 124560000 7106400 58098000 59360000

ZFC3H1 0,0798389 S 952 2 ___2 0,770138 0,00338305 69,846 39,911 69,846 -0,37834 31344000 2332400 9978700 19033000

BRIX1 0,0798324 S 261 4 ___1 0,999994 4,32E-06 78,921 69,899 78,921 0,089192 20950000 761640 11150000 9038300

MED19 0,0797235 S 226 3 ___1 1 1,48E-42 200,13 174,93 200,13 -0,34259 575630000 3376300 315100000 257150000

FOXK1 0,0796936 S 420 2 ___2 0,981662 2,04E-19 145,43 136,42 62,709 0,033503 1759700000 64530000 838310000 856860000

NUF2 0,0795658 S 247 2 ___1 1 1,81E-10 150,36 59,992 150,36 -0,52409 90393000 1061600 45308000 44023000

HS1BP3 0,0793366 S 194 2 ___1 1 9,17E-83 232,15 206,02 90,422 0,093808 310280000 13216000 154180000 142890000

CDK14 0,0791117 S 78 2 ___1 0,961097 0,00015436 115,33 93,095 115,33 -0,40253 60034000 1826000 26401000 31807000

SCRN2 0,0790601 T 52 4 ___1 0,951395 1,61E-05 86,324 71,95 66,378 0,011038 183520000 8375400 79539000 95605000

ATR 0,0786983 S 435 2 ___1 0,902394 5,31E-21 177,16 120,01 176,87 -0,47689 92037000 1772900 43947000 46316000

ARHGAP30 0,0786975 S 678 2 ___1 0,998023 6,90E-05 120,77 88,471 83,37 -0,20514 736210000 11742000 407010000 317450000

CWF19L2 0,0786735 S 479 3 ___1 0,903586 2,11E-09 147,16 127,87 86,674 -0,10359 2462300000 36656000 1237200000 1188400000

UBL7 0,0786531 S 230 2 ___1 1 6,45E-13 137,09 123,35 137,09 -0,14043 644310000 27845000 328370000 288090000

APC 0,0786524 T 1773 3 ___1 0,5 0,00240608 105,38 90,906 105,38 -0,1871 31337000 1715500 15626000 13995000

SCRIB 0,0786505 S 1486 2 ___1 1 5,90E-07 112,11 55,297 112,11 -0,35127 166690000 4866900 83453000 78372000

PRRC2C 0,0785322 S 2105 2 ___1 1 4,27E-38 171,09 152,57 82,505 -0,23324 836850000 31614000 398490000 406750000

STRIP1 0,0784181 S 335 2 ___1 0,999999 1,43E-38 194,67 168,84 123,42 -0,22255 883690000 43537000 425730000 414420000

PGRMC2 0,0783746 T 211 2 ___1 1 1,37E-195 308,19 289,78 219,01 0,063542 2,8797E+10 116940000 1,4614E+10 1,4067E+10

TRAF2 0,0783332 S 11 2 ___2 1 1,81E-10 148,26 135,28 148,26 -0,40482 463000000 40940000 198890000 223170000

DBNL 0,0783092 S 283 2 ___1 1 0,0005148 118,23 46,884 84,507 -0,21501 1200400000 4918700 608700000 586740000

ARGLU1 0,0781774 S 76 3 ___1 0,613876 9,08E-06 126,19 115,53 126,19 0,045275 578790000 2993400 450480000 125310000

ADD3 0,0781258 S 677 2 ___1 0,97754 1,29E-46 179,39 149,46 109,38 -0,44071 1099500000 44951000 541110000 513420000

HDGF 0,0781215 S 239 2 ___1 1 1,91E-08 119,17 119,17 114,31 0,13283 687030000 22442000 336300000 328290000

WAC 0,0780605 T 457 2 ___1 0,961921 0,0008866 73,466 52,003 73,466 -0,092345 206800000 8523400 94465000 103810000

NAP1L4 0,0780412 T 51 2 ___1 0,999058 1,40E-13 159,95 128,73 159,95 0,16087 1210800000 61676000 593970000 555120000

RALBP1 0,07802 S 29 2 ___1 0,998268 5,09E-59 222,21 182,34 222,21 -0,24778 1001400000 71524000 471810000 458040000

FOXO1 0,0779266 S 470 3 ___1 0,849425 6,01E-38 127,16 127,16 127,16 -0,0035731 418510000 11720000 173620000 233170000

ADRBK1 0,0778815 S 685 2 ___1 1 5,18E-05 133,88 105,15 133,88 -0,24881 162510000 5775600 77499000 79231000

SYNRG 0,077825 S 752 2 ___1 0,999998 1,14E-29 187,19 156,36 98,654 -0,12275 700310000 50031000 292550000 357730000

KMT2D 0,0777268 S 4738 2 ___1 1 4,78E-06 87,184 86,014 76,332 0,20248 1346900000 42478000 657490000 646980000

CABIN1 0,0774326 S 1439 2 ___1 0,999557 0,00052942 109 84,876 81,494 -0,38841 136470000 24687000 61538000 50244000

VPS13C 0,0771819 S 1400 3 ___1 0,997357 0,0002638 103,6 76,956 58,672 -0,24769 28251000 2395000 10900000 14957000

PTPN2 0,0771048 S 304 2 ___1 1 7,53E-19 173,72 138,19 173,72 -0,13361 2311700000 113050000 1111500000 1087100000

TBC1D25 0,0770885 S 506 2 ___1 1 1,75E-05 134,98 101,7 69,451 -0,12814 51192000 2844100 26403000 21945000

CHAMP1 0,0769479 S 184 2 ___1 0,857295 1,28E-47 184,81 166,9 127,17 0,50807 1824400000 70460000 885470000 868460000

WHSC1 0,0768932 T 544 3 ___1 1 2,89E-07 127,58 119,87 127,58 0,017905 345920000 4144700 192860000 148910000

WDR20 0,0768327 S 357 3 ___1 0,960447 0,00017681 88,133 73,253 88,133 0,32212 118380000 290150 71408000 46677000

AKAP2 0,0767372 S 375 3 ___1 0,999853 4,22E-05 94,721 79,021 89,565 -0,21833 101460000 13271000 42612000 45580000

SAC3D1 0,0767054 S 402 2 ___1 0,999822 1,61E-154 282,62 247,42 177,4 0,26331 633070000 37649000 311820000 283600000

RALBP1 0,0764171 S 62 3 ___2 1 2,92E-09 134,45 123,45 134,45 -0,28086 387060000 24420000 190810000 171830000

ZC3H13 0,0762854 S 875 3 ___2 0,727042 0,0061294 45,901 33,468 45,901 -0,80838 9490800 2996500 2811300 3683000

ZC3H13 0,0762854 S 879 3 ___2 0,718667 0,0061294 45,901 33,468 45,901 -0,80838 9490800 2996500 2811300 3683000

STX7 0,0762691 T 79 2 ___1 0,875057 6,97E-05 102,97 102,97 77,078 0,15377 892550000 34637000 439650000 418270000

BAG6 0,0761673 S 1081 2 ___1 0,994885 3,51E-05 118,31 106,69 108,98 0,093906 1189400000 15184000 590770000 583490000

TACC1 0,0761487 S 276 3 ___1 0,644228 0,00428954 42,708 33,999 42,708 0,67644 47298000 1888000 21455000 23955000

MAP4 0,0760577 S 624 3 ___1 0,973792 7,22E-25 139,87 127,19 90,372 0,074361 544190000 13908000 310260000 220020000

ZNF281 0,0760118 S 160 5 ___1 0,945189 0,00055106 41,479 35,936 40,719 0,64295 16132000 442050 8915300 6774900

EIF2S2 0,0757198 T 111 2 ___1 0,999989 3,63E-37 148,52 141,07 135,04 0,26589 1656300000 56988000 778260000 821000000

MEPCE 0,0756159 T 291 5 ___1 0,992897 4,90E-51 123,87 123,87 123,87 -0,34909 204180000 9367400 97078000 97735000

PRR12 0,0754641 S 1308 2 ___2 0,999981 5,92E-05 110,38 110,38 75,574 0,014791 920720000 5602700 491260000 423860000

VDAC1 0,075463 S 104 2 ___1 0,998465 9,60E-26 171,36 129,33 171,36 -0,036175 3460200000 81254000 1742300000 1636700000

UBE2J1 0,0753077 S 266 2 ___1 0,982142 7,41E-14 155,98 138,7 80,534 -0,11612 6331400000 9275100 3207600000 3114600000

PIGN 0,075216 T 92 3 ___1 0,531182 8,87E-06 111,1 99,452 76,423 0,30605 265650000 19498000 121300000 124860000

PAK4 0,0752034 S 474 2 ___1 0,999846 0,00042996 92,575 68,15 78,285 -0,60894 223880000 11084000 110970000 101830000

USP24 0,0750594 S 2047 2 ___1 0,999999 3,93E-10 132,31 112,57 116,82 -0,32976 1326700000 48951000 619380000 658360000

RCSD1 0,0749164 S 116 2 ___1 0,999999 3,12E-06 106,16 84,922 95,814 0,10035 979600000 36439000 484660000 458500000

EP300 0,0747794 T 1724 3 ___1 0,5656 3,78E-21 104,51 104,51 104,51 0,78801 40340000 9763000 16922000 13655000

SRRM1 0,0747416 S 562 2 ___1 1 1,20E-05 127,52 98,562 63,727 0,14609 1111800000 6235900 618560000 486970000

LIN9 0,0746424 S 76 3 ___1 0,806042 0,0058292 80,238 48,419 46,131 -0,52477 61753000 1807300 21550000 38396000

UBR4 0,0746424 S 2722 3 ___2 0,668327 4,29E-08 129,95 124,29 84,946 -0,13768 86443000 1467900 48279000 36697000

CEBPZ 0,0744934 S 629 3 ___1 0,999475 2,03E-37 144,89 144,89 98,37 0,2938 1765500000 58733000 833530000 873290000

BET1L 0,0744339 S 9 3 ___1 1 2,30E-28 185,14 150,53 111,95 0,49769 2244500000 168950000 980020000 1095500000

KMT2C 0,0743724 S 4267 3 ___1 0,976099 0,0001149 96,79 68,588 96,79 0,021853 43295000 952230 30967000 11376000

ANKRD13D 0,0743684 T 469 3 ___1 0,999761 0,00037295 63,625 47,859 41,734 0,65456 111300000 3693800 55612000 51997000

RFX7 0,0743566 S 225 2 ___1 0,999992 0,00216818 78,763 40,742 71,879 -3,8965 254890000 9164900 123030000 122700000

MLLT6 0,0743097 S 423 2 ___1 0,999991 0,00066011 113,24 78,547 113,24 0,17222 222930000 2723800 105650000 114560000

WDR62 0,0742429 S 33 2 ___1 0,918909 0,008612 46,133 28,556 43,69 -0,407 31000000 1063900 16311000 13626000

FAM122A 0,0741704 T 149 2 ___2 0,852582 0,00018281 89,982 55,028 74,428 0,1269 113500000 1803100 53672000 58022000

LRBA 0,0741623 S 1100 2 ___1 1 1,83E-12 147,1 116,55 147,1 -0,22594 422100000 16737000 211190000 194180000

FLI1 0,0736113 S 39 2 ___1 0,999994 1,47E-202 272,95 252,82 272,95 0,99399 458080000 14013000 232060000 212010000

ZNRF2 0,0734342 S 82 2 ___1 0,99656 0,00026409 82,349 65,407 79,393 0,1931 188010000 14309000 96207000 77493000

SZRD1 0,0734089 S 107 3 ___1 0,99995 4,50E-38 193,77 148,56 167,85 0,55403 316400000 3824200 151310000 161270000



PRR12 0,0733735 S 1308 2 ___1 0,999981 5,92E-05 110,38 110,38 75,574 0,014791 920720000 5602700 491260000 423860000

PWP1 0,0733524 S 50 2 ___1 1 7,07E-160 284,28 262,6 284,28 -0,6353 1217500000 45471000 599690000 572310000

EDC4 0,0732766 S 729 3 ___1 0,997123 4,10E-13 132,69 120,49 86,675 0,078998 179000000 6371500 105030000 67593000

ATXN2L 0,073201 S 449 2 ___1 1 0,00797219 98,254 85,678 81,335 0,56071 1291500000 11999000 639470000 640000000

MYSM1 0,0731348 S 110 2 ___1 0,99727 0,00021161 120,09 72,893 117,28 -0,038657 81163000 2851100 40364000 37948000

WDR44 0,0729976 S 344 2 ___1 0,70809 7,99E-39 193,42 161,33 193,42 0,46789 38205000 2403000 19231000 16571000

IGF2R 0,0729972 S 2409 2 ___1 1 2,28E-69 226,56 188,5 189,19 -0,22309 3013200000 130170000 1444600000 1438400000

PDPK2P;PDPK10,0729569 S 214 2 ___1 1 6,96E-68 189,55 181,23 189,55 0,25324 439450000 17847000 209590000 212020000

KIAA0930 0,072877 S 304 2 ___1 0,992442 0,0010142 109,44 72,017 90,412 0,070464 225650000 5949300 111650000 108050000

FAM65B 0,0727771 T 572 3 ___1 0,569779 0,00376622 60,448 46,29 55,589 0,081217 738650000 3099100 380850000 354700000

NCAPD2 0,0727231 T 1339 2 ___1 1 6,71E-116 255,6 234,93 255,6 0,029004 317020000 9114900 166460000 141440000

SOBP 0,0726611 S 629 4 ___1 1 6,23E-17 114,3 92,374 114,3 0,13402 411410000 6190200 204350000 200880000

ZNF609 0,0724513 S 576 2 ___1 0,999682 6,34E-18 165,51 105,02 88,092 -0,74607 607830000 25763000 306810000 275260000

RPLP0;RPLP0P60,0723565 S 304 2 ___2 1 1,16E-39 197,67 184,27 126,4 0,22771 3169300000 157570000 1487900000 1523900000

RPLP0;RPLP0P60,0723565 S 307 2 ___2 1 7,97E-18 126,4 116,44 126,4 0,22771 2743400000 113700000 1339800000 1289800000

U2SURP 0,0722919 S 485 2 ___1 0,932574 5,27E-26 153,39 153,39 144,27 0,12594 531100000 24654000 252620000 253830000

NPM1 0,0722153 Y 67 3 ___1 0,583209 0,00048792 70,584 48,364 70,584 0,082729 163890000 7923700 89449000 66518000

EIF3H 0,0721884 S 183 2 ___1 1 7,74E-11 123,21 95,384 80,896 0,42274 704390000 20581000 327310000 356500000

ARHGAP4 0,0721745 S 906 3 ___1 0,698411 0,00088878 64,152 46,408 43,523 0,89889 22360000 781390 9826800 11752000

GTPBP4 0,0721745 S 558 2 ___1 0,996041 0,00162602 79,089 53,951 79,089 0,30217 18440000 769560 11696000 5974600

EIF5B 0,0719858 S 214 2 ___1 1 4,33E-114 247,18 219,33 235,5 -0,0354 2,4062E+10 155880000 1,2019E+10 1,1886E+10

SCAF1 0,0719475 S 453 4 ___1 0,98068 1,88E-15 77,539 77,539 77,539 0,58622 722130000 21530000 363960000 336640000

FAM117A 0,0719346 S 213 2 ___1 1 3,63E-20 167,55 142,99 139,49 -0,32114 243120000 13000000 109360000 120760000

RAD23B 0,0718487 S 160 2 ___1 0,999322 0 322,43 309,64 322,43 -0,10549 1238800000 43417000 621560000 573870000

EIF3G 0,0718112 S 42 3 ___1 0,891294 1,79E-06 114,88 98,578 41,76 0,12659 2589300000 108440000 1266500000 1214300000

HUWE1 0,0717726 S 3135 2 ___1 0,662316 0,0181598 56,951 41,564 56,951 -0,24029 35130000 2574400 16807000 15749000

MAP4K4 0,0716254 S 631 2 ___1 0,988138 0,0147968 81,565 48,508 78,964 0,21054 15280000 191820 3871900 11216000

YBX1 0,0714881 S 209 4 ___1 0,519268 0,00108808 44,931 36,385 44,931 0,0044448 3815100 555590 2180300 1079200

RBM33 0,0714861 S 741 2 ___1 0,997018 3,16E-20 140,24 140,24 138,63 -0,081092 1023800000 39053000 504340000 480380000

CLINT1 0,0714448 S 299 2 ___1 1 6,91E-181 265,27 246,19 265,27 -0,12788 1315800000 61239000 668490000 586030000

NUP85 0,0713507 S 617 3 ___1 0,791179 3,08E-05 101,45 88,809 53,705 0,81977 18079000 1610700 4931900 11536000

VAPB 0,0712573 S 158 2 ___1 0,997757 1,44E-12 153,75 102,47 153,75 -0,00063 318830000 13837000 151650000 153340000

ZFP91 0,071244 S 83 3 ___1 0,948178 7,42E-10 141,53 141,53 140,45 -0,042577 777940000 230030 466420000 311280000

TCF12 0,0710762 S 79 3 ___1 0,994718 8,74E-05 103,1 94,284 92,31 0,043733 103960000 2354900 43841000 57759000

RBM15B 0,0709556 T 532 3 ___1 1 0,00435291 85,176 66,14 85,176 -1,112 31142000 2486300 13297000 15359000

CASC3 0,0709435 S 373 3 ___2 1 9,43E-26 167,6 156,7 167,6 0,17807 738700000 2733000 416170000 319790000

GTPBP1 0,0708906 S 24 2 ___1 0,796148 1,37E-42 199,99 177,52 199,99 -0,57995 326130000 16099000 164580000 145450000

FASN 0,0708789 T 2204 2 ___1 0,999998 0,00252393 82,529 65,898 82,529 0,0031489 40988000 4243600 16435000 20309000

NUP35 0,0708593 S 304 3 ___1 0,669397 0,00069027 68,952 51,582 68,952 0,442 79702000 8018000 41136000 30548000

SF3B3 0,0708015 T 1200 3 ___1 0,944802 0,0112202 85,619 61,238 51,348 -0,51459 63798000 1766800 34300000 27730000

RABL6 0,0706641 S 640 3 ___2 0,999888 4,37E-09 138,11 125,62 50,593 0,048051 421340000 4415000 221700000 195230000

RABL6 0,0706641 S 641 3 ___2 0,999922 3,79E-05 98,84 83,56 50,593 0,048051 255950000 4208200 137750000 113990000

ZNF609 0,0705406 S 1055 2 ___1 0,999247 1,97E-09 110,84 56,772 106,62 0,05825 651930000 29702000 296960000 325270000

CREM 0,0705267 S 271 4 ___1 0,900583 0,00018301 48,655 40,035 48,655 0,046882 12097000 926260 3818400 7352800

TACC3 0,0703893 T 315 3 ___1 0,591309 0,0102129 42,557 35,459 42,557 0,05017 21323000 1395900 8886700 11041000

GPS1 0,070252 T 479 2 ___1 0,998333 0,00082449 94,454 75,622 81,428 0,51149 23464000 994870 11163000 11306000

TAOK3 0,0701828 S 331 3 ___1 0,997418 5,11E-05 87,489 78,87 76,691 -0,31653 32764000 2309600 14707000 15747000

GFPT1;GFPT20,0700187 S 205 2 ___1 1 0,00189473 96,866 69,717 96,866 0,01467 30427000 371660 15092000 14963000

MEX3C 0,0699771 S 545 3 ___1 0,819692 2,04E-05 104,83 97,882 80,359 0,18511 89523000 593920 56461000 32468000

GSPT1 0,0698396 S 36 4 ___1 0,645641 4,66E-05 52,02 43,753 52,02 -0,66181 48978000 3963700 18833000 26181000

CDCA3 0,0697021 S 199 3 ___2 0,982598 0,0001206 91,66 83,165 91,66 1,5287 97894000 11149000 42422000 44323000

CDCA3 0,0697021 S 209 3 ___2 0,992552 8,21E-06 132,51 110,04 91,66 1,5287 157990000 34839000 61039000 62110000

POLDIP3 0,0695173 S 126 2 ___1 0,592664 3,80E-10 149,94 140,66 91,475 -0,2912 1465900000 11249000 757540000 697140000

ERCC5 0,0692775 S 384 2 ___1 1 5,79E-26 174,87 154,59 75,968 0,10945 1470200000 63032000 719200000 687950000

ACIN1 0,069269 T 414 3 ___1 0,885823 0,00345078 46,296 29,034 40,454 0,1513 43362000 2977000 17816000 22569000

LIG1 0,0692399 S 51 2 ___1 0,978544 3,09E-26 155,06 136,7 147,07 0,51064 789140000 47836000 371540000 369760000

BCL11A 0,0691523 S 88 3 ___1 0,598803 0,00395965 60,317 42,616 60,317 -0,049414 21429000 591270 10652000 10185000

TMOD3 0,0690515 S 25 2 ___1 0,986459 2,13E-50 208,43 185,96 208,43 0,61204 165940000 41070000 57928000 66946000

HPS5 0,0690147 S 437 3 ___1 0,634636 0,00036841 69,649 59,055 69,649 0,75569 21168000 326320 10485000 10357000

PA2G4 0,0688041 S 2 2 ___1 1 8,14E-187 262,19 252,03 222,7 -0,1699 1,2763E+10 502310000 6181300000 6079100000

SETD1A 0,0687396 T 916 3 ___1 0,838089 3,50E-117 261,03 242,26 221,39 -0,4737 1040900000 1816800 608280000 430790000

ANKS1A 0,0686178 S 677 2 ___1 0,876902 0,00021459 111,74 85,616 111,74 -1,0316 69130000 3423600 40469000 25237000

SAP130 0,068602 T 441 3 ___1 0,50443 9,95E-05 81,494 66,82 77,372 -0,27126 83105000 2527900 40910000 39667000

LEMD3 0,0683918 S 144 2 ___1 0,999982 4,08E-79 206,8 181,58 206,8 0,064085 1560400000 81100000 750840000 728430000

ADAR 0,0682546 S 825 2 ___1 0,970488 6,36E-15 164,41 135,06 156,17 -0,76502 847420000 15658000 474110000 357660000

LIG1 0,0681787 T 183 2 ___1 0,993927 1,56E-08 151,18 127,57 124,78 -0,20588 3523100000 81807000 1735200000 1706000000

TEX10 0,0680739 T 29 2 ___1 0,999214 2,93E-09 152,07 95,81 143,4 0,01586 106500000 5374400 51122000 50008000

SLC9A3R1 0,0680517 S 269 3 ___1 1 0,00019317 75,184 68,68 75,184 -0,025824 78935000 301870 8095600 70538000

RANGAP1 0,0680517 S 428 3 ___1 0,768072 1,14E-19 87,534 87,534 87,534 0,4325 1305600000 44418000 640000000 621220000

DPM1 0,0680194 S 7 2 ___1 0,881886 0,00029301 96,464 73,886 61,815 0,63443 5370500000 2547800 2893000000 2474900000

TBC1D10B 0,0678346 S 678 2 ___1 1 6,35E-05 91,207 65,885 71,548 0,090916 1146300000 29344000 545800000 571130000

E2F8 0,0677627 S 417 2 ___1 0,986873 1,56E-27 147,58 74,313 143,22 0,012307 255720000 10103000 118460000 127150000

INTS1 0,067741 S 307 2 ___1 1 4,49E-08 113,62 95,956 81,338 0,32576 629030000 28729000 302380000 297920000

EIF3B 0,0676785 S 154 3 ___1 0,969857 2,23E-11 112,73 108,47 97,118 0,70427 3261100000 87401000 1556800000 1616900000

WHSC1 0,0676387 T 114 2 ___2 0,74218 0,00358788 86,313 47,165 65,842 -0,32591 136380000 22897000 61963000 51521000

WAC 0,0675273 T 471 2 ___1 0,979951 6,14E-05 111,39 88,162 94,122 0,075414 495560000 20914000 239290000 235350000

MCM2 0,0675086 T 106 4 ___1 0,660268 3,67E-11 107,98 95,769 83,491 0,083274 2750200000 32929000 1664900000 1052300000

STK39 0,067501 T 354 3 ___1 0,889019 0,00016915 131,32 103,46 70,412 -0,38943 285790000 4579700 143130000 138090000

EEF1B2 0,0671703 S 95 2 ___1 0,996929 4,37E-115 230,27 230,27 230,27 -0,15377 973570000 39965000 468000000 465610000

C10orf32 0,067088 S 46 2 ___1 0,5 0,00136791 68,751 55,632 56,359 -2,3161 9389000 479190 3640700 5269100

SAP30BP 0,0670736 S 43 2 ___1 1 1,93E-06 108,89 108,89 108,89 0,076244 154070000 3901800 81181000 68989000

IRF2BP1 0,0669784 S 66 3 ___1 0,999981 0,0002527 84,762 61,589 69,737 0,018142 110470000 1374900 61190000 47908000

BCL9L 0,0668125 S 88 2 ___1 0,978211 0,00204608 80,312 29,246 69,795 0,43614 61046000 1171800 34050000 25824000

SERBP1 0,0668125 S 330 3 ___1 1 8,01E-05 108,4 97,415 104,84 -0,016533 313530000 867750 182330000 130320000

GTPBP1 0,0666907 S 25 3 ___1 0,74452 5,45E-23 168,79 148,05 76,439 -0,015879 258280000 9605100 113620000 135060000

CLN3 0,0665922 S 12 2 ___1 0,99941 3,85E-22 177,04 147,31 133,71 -0,20819 623820000 7594600 346190000 270040000

RANBP2 0,0665696 T 2613 3 ___1 0,998463 8,15E-05 96,793 83,062 96,793 -0,18839 699130000 70914000 301930000 326290000

MYEF2 0,066537 S 17 3 ___1 0,970443 3,01E-18 135,98 101,07 93,147 -0,28752 1834900000 69231000 885870000 879800000

SLC4A7 0,0665127 T 557 3 ___1 0,642262 8,99E-06 90,316 90,316 90,316 -0,5287 379810000 14219000 180420000 185170000

NAP1L4 0,0664592 S 304 3 ___1 0,999543 6,58E-190 300 277,85 188,55 0,085229 1464400000 45870000 713800000 704770000

RBL1 0,0663726 S 1041 2 ___1 0,999999 6,19E-05 110,84 33,423 101,3 0,36047 163140000 12592000 75454000 75098000

WARS 0,0662799 S 467 2 ___1 1 0,00041815 103,18 79,752 72,23 -0,010143 1138200000 47065000 566500000 524630000

ATAT1 0,0662615 S 276 4 ___1 0,910646 0,00011927 65,454 54,843 62,683 0,15653 57652000 2080000 29626000 25946000

SZRD1 0,0661237 S 51 3 ___1 0,679083 0,00070836 52,509 49,86 52,509 -0,38207 201610000 623510 96428000 104560000

HGH1 0,0661237 T 388 2 ___1 0,990472 0,00351962 98,676 71,707 98,676 -0,42098 94251000 12329000 43081000 38841000

HDAC7 0,0660902 S 487 3 ___1 0,600928 2,08E-09 96,181 86,775 96,181 -1,5233 670740000 21436000 342510000 306790000

CDK11B;CDK11A0,065848 T 751 3 ___1 0,999975 4,98E-07 132,12 114,18 81,346 0,18379 5211700000 191670000 2672400000 2347600000

RLTPR 0,0656156 S 1381 2 ___1 1 0,000377 103,69 58,605 76,927 0,20635 3729300000 6093300 1948900000 1774300000

ZEB1 0,0655723 S 679 3 ___1 0,994836 2,18E-05 73,276 60,962 73,276 -0,26644 61183000 28215000 15649000 17318000

TFDP2 0,0655651 S 24 2 ___1 0,982278 2,15E-47 179,67 171,27 168,98 -0,24621 126430000 6371200 61015000 59043000

HDGFRP2 0,0653909 S 671 2 ___1 0,999998 0,0162652 61,11 37,039 60,342 0,2788 12937000 3632300 4963000 4341300

DBNL 0,0652373 S 275 2 ___1 0,993982 1,26E-21 176,89 152,6 153,7 0,1908 142700000 9892500 79521000 53284000

APBB2 0,0649087 S 229 3 ___1 0,715339 1,40E-12 151,12 141,39 124,09 -0,26238 258870000 1715100 133670000 123480000

MAP1S 0,0648647 S 472 3 ___1 1 6,02E-08 137,3 124,99 137,3 0,4529 1560200000 12470000 777850000 769870000

STAU2 0,0648532 S 440 2 ___1 0,999997 2,64E-12 128,96 123,9 128,9 -0,41374 118390000 3324400 60773000 54287000

ZCCHC11 0,0648479 S 104 2 ___1 1 0,0157757 74,53 40,569 58,63 1,3941 67363000 8221800 29135000 30007000

WRNIP1 0,0648251 S 75 2 ___1 0,999728 1,57E-09 140,91 67,019 140,91 -0,103 1451900000 6124000 742000000 703800000

GAPDH 0,0648039 S 210 2 ___1 0,5 0,00056639 76,759 37,335 71,344 -0,21377 353900000 36334000 152120000 165450000

WBP11 0,064774 S 237 2 ___1 1 2,62E-19 165,45 118,49 165,45 -0,13871 295340000 14595000 147150000 133600000

WNK1 0,0647449 S 2011 3 ___1 0,83547 3,56E-20 163,58 142,56 163,58 -0,22508 981320000 11060000 449150000 521110000

RALBP1 0,0646423 S 48 3 ___2 0,982314 2,92E-09 87,25 71,609 61,241 0,10452 191890000 11024000 92515000 88354000

DNPH1 0,0646069 S 10 2 ___1 0,556066 0,00752622 51,875 22,186 51,875 0,23855 11669000 228980 6283900 5155800

KMT2D 0,064469 S 4359 3 ___1 0,999184 7,02E-07 89,973 74,811 83,917 0,31852 839990000 5061300 376870000 458060000

MAML1 0,0643311 S 45 2 ___1 0,999977 0,0173888 63,76 43,664 63,76 -0,6045 116210000 11832000 58443000 45932000



CD2AP 0,0640161 S 556 2 ___1 0,868468 1,81E-47 208,28 184,42 208,28 0,53395 38324000 2508100 18714000 17102000

TICRR 0,0639364 S 1009 3 ___1 0,587507 0,0153986 59,607 46,194 59,607 -0,28162 66504000 5662700 33446000 27396000

TICRR 0,0639364 S 1013 3 ___1 0,5 0,0189533 50,897 37,151 50,897 0,52661 66504000 5662700 33446000 27396000

DCK 0,0638534 S 13 3 ___1 0,95996 7,17E-05 89,846 77,291 81,51 0,21237 53703000 335390 27185000 26182000

NASP 0,0638514 S 421 2 ___1 0,999779 0,00932732 83,862 69,705 83,862 0,0045722 298980000 11719000 146490000 140770000

GIGYF2 0,063779 S 1285 2 ___1 0,599977 0,00042428 94,461 66,817 94,461 -0,434 12772000 2942800 4833900 4995500

RPLP1;RPLP20,063779 S 102 2 ___2 1 1,31E-78 198,85 186,27 63,436 -0,21447 8692200000 338850000 4082600000 4270800000

RPLP1;RPLP20,063779 S 105 2 ___2 1 3,79E-79 205,98 198,07 63,436 -0,21447 1,8302E+10 725270000 8469900000 9106800000

SMAD2 0,0637126 T 8 2 ___1 0,999896 0,00039405 67,997 67,997 50,563 0,39444 569490000 36941000 260430000 272120000

DNM1L 0,063419 S 616 2 ___1 1 8,15E-08 145,92 129,39 58,674 -2,1837 669690000 21218000 311280000 337190000

TBC1D1 0,0634025 S 585 3 ___2 0,999993 2,89E-08 84,713 65,503 84,713 -0,23703 399890000 20771000 159910000 219210000

TRIM28 0,0633988 S 757 2 ___1 0,876898 0,0002971 116,06 86,737 82,007 0,12482 304460000 183190000 62364000 58898000

RCOR1 0,0632713 S 260 4 ___1 1 0 336,36 336,36 68,543 0,58543 1602800000 13421000 842470000 746920000

JAKMIP1 0,0632075 S 382 4 ___1 0,849708 5,88E-11 144,76 144,76 144,76 0,45407 279220000 1297100 128600000 149320000

UCHL3 0,063079 S 130 2 ___1 0,999813 3,42E-36 196,84 139,89 141,54 0,063066 273020000 11933000 147430000 113660000

ATXN2L 0,0629737 S 684 2 ___1 0,972504 5,44E-14 127,17 105,04 127,17 -0,03339 204890000 4861700 104320000 95705000

NOP14 0,0629506 S 96 3 ___1 0,999978 4,01E-20 165,34 126,34 103,66 -0,40857 154920000 1389000 91566000 61970000

KL 0,0628125 S 4 2 ___1 1 0,012809 63,216 43,609 63,216 0,41734 6277800 348600 3366600 2562600

LRCH4 0,0627977 S 25 3 ___1 0,949556 1,32E-10 102,58 95,777 80,112 -0,3529 554510000 9302400 288550000 256650000

SRRM2 0,0626692 T 1413 3 ___1 0,885868 3,34E-44 193,23 181,26 91,869 -0,068123 1146100000 35544000 609320000 501190000

USP9X 0,0625545 S 1600 2 ___1 1 2,65E-83 235,61 217,32 235,61 0,62312 399680000 24283000 201850000 173550000

HUWE1 0,0622662 S 1084 2 ___1 1 4,24E-50 207,4 185,19 207,4 -0,83708 220620000 9004600 103900000 107720000

FCHO2 0,06226 S 403 2 ___1 0,999989 0,00465861 93,477 54,476 93,477 0,038519 128940000 2706500 50131000 76105000

ZBED4 0,0621288 S 609 2 ___1 1 0,00575282 85,29 50,022 61,593 0,15807 20445000 637840 9935500 9871200

NUP98 0,0621218 S 839 2 ___1 1 0,00974551 70,17 55,751 70,17 0,60575 175460000 1528600 48853000 125080000

RANGAP1 0,0619473 S 442 3 ___1 0,998639 3,13E-10 83,269 72,062 64,173 0,11011 1662500000 47583000 696530000 918340000

SRRM1 0,0619138 S 605 2 ___1 0,998914 0,00185224 100,93 84,793 59,57 -0,046034 1697600000 17542000 921780000 758280000

NEK9 0,0617372 S 868 2 ___1 0,728849 8,51E-65 223,54 196,7 100,92 0,10564 2168700000 6839100 1114400000 1047400000

ATXN2L 0,0617071 S 390 3 ___1 0,825745 0,00016759 101,39 80,545 79,565 0,14259 40684000 582170 10462000 29640000

ATG16L1 0,061707 S 287 3 ___1 0,966507 7,64E-05 93,767 70,027 65,854 -0,71087 81653000 7387900 38434000 35831000

TP53RK 0,061541 T 7 2 ___1 0,577855 1,25E-06 132,08 112,34 132,08 0,43606 293320000 8420800 143720000 141180000

PGK1 0,0614118 S 203 3 ___1 1 2,54E-13 154,49 154,49 80,975 0,16425 6700200000 26324000 3365600000 3308300000

PWP1 0,0613032 T 86 3 ___1 0,999998 2,38E-05 71,881 60,776 71,881 -0,48241 50206000 9782200 23900000 16524000

PDIA6 0,0611709 S 428 3 ___1 1 1,74E-41 195,53 177,47 76,004 -0,70138 629540000 60269000 290350000 278920000

STK39 0,0611416 T 352 3 ___1 0,887978 0,00066367 97,273 60,426 97,273 0,099537 66895000 4377100 30256000 32262000

RBM7 0,0609514 S 137 2 ___1 0,922636 0,00107499 105,86 72,639 99,568 0,047421 64708000 2280100 30270000 32158000

LRRFIP1 0,0607391 S 713 2 ___1 0,594113 0,00898686 64,313 34,769 62,528 -1,1546 19399000 1617900 2845900 14935000

OSBP 0,0605502 S 190 2 ___2 1 4,98E-51 210,57 188,37 210,57 -0,1359 483580000 39314000 222080000 222180000

OSBP 0,0605502 S 193 2 ___2 1 2,65E-116 256,45 238,32 210,57 -0,1359 649880000 51358000 303900000 294620000

PCNP 0,0603242 T 139 2 ___1 0,999212 9,74E-08 145,33 121,5 145,33 0,23662 73542000 699280 27379000 45464000

COPB2 0,0603027 S 859 2 ___1 0,999823 0 368,23 344,62 195,2 -0,15933 1,1255E+10 81289000 6099600000 5074300000

SIPA1 0,0600749 S 884 3 ___1 0,94916 1,87E-72 216,16 203,66 216,16 -0,10357 1548400000 5040400 784530000 758880000

MED12 0,0600474 S 698 2 ___1 0,997593 0,00038072 122,64 92,433 122,64 -0,16497 132630000 84009 84046000 48503000

TSC2 0,060009 S 1097 3 ___1 0,754958 9,16E-06 84,035 67,319 61,89 0,47395 125440000 5882600 59475000 60083000

RPS6KA1 0,059909 S 732 2 ___1 0,88567 0,0081185 52,716 41,851 52,716 0,070536 137570000 5264500 60681000 71626000

PPIG 0,0598782 S 745 2 ___1 0,976502 7,91E-113 252,38 190,96 251,04 -0,21231 232490000 6827800 98515000 127150000

NELFB 0,0598633 S 557 2 ___1 0,999876 1,77E-30 162,81 136,37 154,84 1,1334 5947900000 78705000 2916900000 2952200000

FOXK1 0,0598545 S 223 2 ___1 1 3,68E-66 226,72 206,06 226,72 0,12069 4666400000 90660000 2287700000 2288100000

ARHGAP17 0,059837 S 676 3 ___1 0,896951 2,63E-18 87,498 87,498 87,498 -0,12256 318330000 11886000 148080000 158370000

CEP76 0,0597875 S 83 2 ___1 0,991589 7,55E-39 193,27 152,68 193,27 -0,1109 103690000 6418400 51508000 45760000

ACTL6A 0,0597505 S 233 2 ___1 1 4,65E-05 134,49 86,486 134,49 -0,44212 376600000 65655000 157750000 153190000

PELP1 0,0596321 S 481 2 ___1 1 6,96E-50 208,51 188,42 208,51 0,32818 610710000 6041000 317200000 287470000

NRBP1 0,0594624 S 2 2 ___1 0,99956 3,58E-06 131,96 116,57 84,41 -2,8717 299770000 15210000 144170000 140390000

RFX7 0,059413 T 891 2 ___1 0,951413 0,00211817 81,448 51,974 61,444 -0,7655 58461000 1622900 26183000 30654000

SLC4A2 0,0594054 S 443 4 ___2 0,975492 2,29E-13 80,178 69,965 80,178 0,1409 266690000 11905000 139010000 115780000

RBM27 0,0593919 T 447 2 ___1 1 0,0028581 79,633 59,17 71,241 0,1439 325350000 12035000 152430000 160880000

LSP1 0,0593489 S 130 2 ___1 1 2,56E-258 304,42 304,42 304,42 -0,0066617 2535200000 111340000 1228900000 1194900000

NR2C2 0,0593213 S 19 2 ___1 0,999998 1,86E-20 172,24 104,78 172,24 -0,057997 208490000 20479000 94984000 93030000

TGS1 0,0592169 S 154 3 ___1 0,963173 0,00037143 59,814 53,381 59,814 -0,44387 36620000 1124800 16463000 19032000

MYO9A 0,0591824 S 1258 3 ___1 1 0,00051058 86,497 62,862 86,497 -0,043163 30191000 1964600 15099000 13127000

NAT10 0,0591423 T 666 3 ___1 0,981552 7,09E-11 131,96 111,72 131,96 1,3856 63100000 1956800 21032000 40111000

SH2D3C 0,0590974 S 196 2 ___1 0,885608 6,26E-05 117,52 107,52 107,83 -0,6262 116300000 22601000 47067000 46630000

HDGF 0,0590784 T 184 2 ___1 1 3,48E-18 152,71 113,03 152,71 0,22758 29349000 503370 12844000 16002000

LSP1 0,0589009 S 141 2 ___1 0,99978 7,67E-202 283,1 249,05 256,77 0,010556 1015800000 47356000 500640000 467800000

EIF3B 0,0588013 S 154 3 ___2 0,969857 2,23E-11 112,73 108,47 97,118 0,70427 3261100000 87401000 1556800000 1616900000

EIF3B 0,0588013 S 164 3 ___2 0,999998 2,23E-11 112,73 108,47 112,73 -0,50691 179380000 5184100 113420000 60769000

DFFA 0,058732 S 315 2 ___1 1 0,00056377 72,29 63,286 53,751 -0,030383 1540100000 60107000 738450000 741550000

KIAA0907 0,0587253 S 572 3 ___1 0,983656 1,24E-61 183,42 183,42 183,42 0,0093933 143060000 3793900 73864000 65406000

WIPI2 0,0585287 S 413 2 ___1 0,819875 0,00030457 88,021 76,808 88,021 0,35965 460740000 15381000 228530000 216830000

PTPRC 0,0583622 S 1009 2 ___1 0,994066 5,16E-41 191,21 178,08 191,21 0,33509 31703000 1836700 15757000 14109000

PRRC2A 0,0583096 S 2113 2 ___1 0,999995 0,00037163 91,207 71,111 70,622 -0,70701 41696000 5041400 14233000 22422000

RBM33 0,0582473 S 205 2 ___1 1 8,95E-279 338,97 299,62 252,91 0,64179 2545100000 4541400 1329300000 1211300000

NPM1 0,0581087 S 125 3 ___1 1 1,17E-47 184,83 177,34 184,83 -0,024447 98145000 2077600 54391000 41676000

CHD8 0,0579991 S 2046 2 ___1 0,997474 0,00520292 66,595 49,365 62,466 0,21588 112910000 3803200 66449000 42657000

ANKS1A 0,0579808 T 318 3 ___1 0,999944 0,0014867 56,172 45,934 56,172 -0,4338 163710000 23046000 67539000 73128000

RCHY1 0,0579197 S 257 2 ___1 1 0,00136688 88,948 39,851 78,149 0,096088 653020000 22862000 315890000 314280000

SET 0,0576922 S 7 2 ___1 1 5,08E-05 116,84 91,914 54,27 -0,1398 1079600000 23003000 523870000 532760000

RRBP1 0,0576748 S 615 2 ___1 1 1,11E-46 179,83 171,3 179,83 0,07473 822430000 31474000 384400000 406550000

GAPDH 0,0575462 T 211 2 ___1 0,603434 7,54E-05 102,28 95,893 102,28 0,31264 556820000 46222000 249990000 260600000

C1orf52 0,05745 S 158 2 ___1 1 1,16E-114 259,56 230,07 259,56 0,42305 9224900000 257800000 4743300000 4223700000

ETS1 0,0574214 S 282 2 ___1 0,997671 1,62E-08 118,48 107,54 118,48 -0,65669 272380000 12085000 133100000 127190000

RBL2 0,0574155 S 1112 2 ___1 0,997728 2,89E-05 112,43 63,007 82,908 0,56643 111650000 1843600 75522000 34284000

SGK223 0,0573646 S 696 2 ___1 0,999134 0,00355438 91,313 77,96 91,313 0,25239 185200000 5236000 83978000 95986000

HIVEP1 0,057277 T 575 3 ___1 0,688494 0,00067032 74,953 67,507 67,866 0,06291 20232000 1800800 9152000 9279300

APC 0,0572092 S 780 3 ___1 0,999995 7,12E-25 120,15 120,15 85,814 0,21902 304800000 16658000 141030000 147120000

UVRAG 0,0569996 S 509 3 ___1 0,643808 0,00064776 81,185 58,178 81,185 -0,65163 47564000 4899400 21064000 21601000

FAM195B 0,0569465 S 21 4 ___1 0,813063 5,66E-06 112,35 102,97 75,82 0,63984 627650000 3119000 347460000 277070000

RPP38 0,0568609 S 12 3 ___1 1 0,00095563 68,576 46,736 65,231 -0,10272 23842000 4411900 10010000 9420300

ELF1 0,056836 S 168 2 ___1 0,936038 6,39E-60 189,11 189,11 178,68 -0,083652 995940000 40936000 483240000 471770000

HIRIP3 0,0568128 S 125 2 ___1 1 4,92E-20 143,76 132,81 100,22 0,082289 1142800000 35574000 563530000 543720000

CDCA3 0,0567222 S 87 2 ___1 0,999927 0,00258706 77,185 55,553 77,185 -0,17738 7062500 176200 3561700 3324600

FCHSD2 0,056624 S 646 2 ___1 0,998303 0,00186603 103,08 70,191 103,08 0,39126 222260000 13774000 106320000 102170000

IRF2BP1 0,0564447 S 436 2 ___1 1 9,74E-08 103,11 87,166 103,11 -0,16877 85600000 4833500 38501000 42266000

FAM193A 0,0563665 S 1144 2 ___1 1 1,16E-14 127,87 87,95 127,87 -0,11382 399920000 14670000 187530000 197710000

KDM2B 0,0563061 S 1029 3 ___1 0,651854 0,00150021 67,605 47,865 67,605 0,55369 16898000 1185100 8124700 7588300

DAXX 0,0563061 S 671 2 ___1 0,995425 9,65E-05 106,73 90,241 106,73 0,20947 27805000 586900 16750000 10469000

PHACTR4 0,0561898 S 443 2 ___1 1 3,39E-10 142,3 122,48 142,3 0,90397 134630000 3666600 53815000 77145000

UBAP2L 0,0560976 S 416 2 ___1 1 9,96E-217 324,6 270,13 324,6 -0,15174 695860000 32299000 346770000 316790000

PPP1R35 0,0560806 S 87 3 ___1 0,999435 3,93E-26 164,7 153,99 51,875 -1,4991 68972000 368230 21637000 46967000

FBRSL1 0,0560286 S 790 3 ___1 0,759172 1,07E-05 114,01 109,3 42,321 -0,20972 30433000 342530 15448000 14643000

TRRAP 0,0559465 S 2051 2 ___1 0,999853 1,90E-08 150,12 113,28 126,48 0,10118 168530000 16854000 78265000 73415000

FNBP1 0,0558898 T 294 3 ___1 0,621075 0,00063978 77,222 57,618 53,773 -0,22722 73420000 1289400 34848000 37282000

KPNA6 0,0558168 S 6 2 ___1 0,99999 0,00373891 85,813 77,887 85,813 -0,066587 123420000 4412900 58390000 60616000

PELP1 0,0557645 T 1090 2 ___1 0,933252 0,00192118 66,853 54,36 66,853 2,1977 394350000 18195000 245140000 131020000

SRRM1 0,0556017 S 431 2 ___2 1 4,22E-10 130,56 96,473 120,87 0,99652 1672200000 249680000 754380000 668160000

HSPH1 0,0554695 S 809 3 ___1 1 0,00055435 117,52 28,473 96,734 0,0011192 1,9145E+10 44201000 9605000000 9495900000

G3BP2 0,0553133 T 227 2 ___1 0,720379 0,00050044 119,46 119,46 119,46 0,13911 401200000 21146000 185780000 194270000

DNAAF5 0,0551754 T 334 3 ___1 1 7,02E-05 121,47 108,54 121,47 -1,4771 522850000 92693000 198780000 231380000

RANBP2 0,055158 S 2900 3 ___1 1 1,95E-88 197,63 197,63 197,63 -0,16448 1,5007E+10 357770000 7775500000 6873800000

ITPR3 0,0547073 S 1832 2 ___1 0,999722 0,00059202 105,65 65,033 105,65 0,14883 337990000 11439000 172770000 153780000

CDK12 0,0546918 T 692 2 ___1 1 0,00284088 73,841 69,058 73,841 0,65662 178050000 6397000 79858000 91798000

SNX19 0,0546401 S 699 3 ___1 0,689108 0,00086091 51,577 46,034 51,577 0,59485 16854000 680820 7852100 8320600

MCMBP 0,0546401 S 298 2 ___1 0,999978 0,00219427 91,123 71,852 91,123 -0,093928 74624000 5184200 34637000 34803000

REST 0,0545543 S 864 2 ___1 0,997063 0,00039631 101,9 89,28 74,428 -0,84096 157310000 47806000 59119000 50388000



SGK223 0,0545477 S 852 3 ___1 0,976753 2,94E-21 138,08 126,95 122,09 -0,089437 144430000 3979400 68822000 71628000

RMDN3 0,0542802 S 46 2 ___1 0,998694 2,84E-20 166,91 149,42 166,91 0,28665 273980000 15828000 131500000 126650000

CAMSAP1 0,0542494 T 1124 4 ___1 0,541013 5,23E-06 114,68 103,55 114,68 -0,047096 64490000 1582800 29651000 33256000

RSRC2 0,0540889 S 32 2 ___1 0,999424 7,61E-28 167,61 133,65 128,36 -0,070251 5320700000 177410000 2623900000 2519400000

CLASP1 0,0540844 S 559 2 ___1 0,667108 0,00065602 111,43 88,014 111,43 -1,3077 40226000 3042400 20806000 16378000

TMEM230 0,0540844 S 24 2 ___1 0,629005 0,00050845 82,171 82,171 82,171 0,20147 104860000 5102200 49076000 50683000

TRMT13 0,0540844 S 7 2 ___1 0,870762 0,00021234 97,579 78,75 97,579 -0,32697 52377000 1290400 35045000 16042000

ARAP1 0,0540405 S 229 2 ___1 1 3,66E-54 207,56 189,82 181,64 0,11786 2259700000 86476000 1132600000 1040700000

PPP2R1A 0,0539941 S 9 4 ___1 0,848088 7,79E-05 65,951 43,964 60,943 -2,4596 59150000 12234000 27600000 19316000

SCAF11 0,0539272 S 614 2 ___1 0,991973 1,84E-06 134,21 110,98 114,74 0,48726 72684000 8396200 32101000 32187000

CIC 0,0538154 S 1373 3 ___2 0,94496 1,74E-05 87,203 77,491 67,198 0,25737 99213000 7361600 36640000 55212000

AKAP11 0,0538064 S 978 2 ___1 0,657859 0,00043695 90,259 75,115 90,259 0,17962 28319000 1203000 12475000 14641000

FAM21A;FAM21D;FAM21C0,0536674 S 1075 4 ___1 1 7,41E-05 83,905 71,222 43,162 -0,49733 19471000 933240 14056000 4481800

SMARCAD1 0,0536674 S 57 2 ___1 0,81664 0,0206204 62,732 42,946 62,732 0,40594 43266000 547780 19560000 23158000

TCOF1 0,0535189 T 533 2 ___1 0,996032 0,00020197 126,32 106,86 91,64 0,28801 69487000 1139300 31590000 36757000

SGK223 0,0533619 S 148 2 ___1 0,953643 0,00030511 111,31 87,242 92,939 0,039746 22397000 2780900 10915000 8700700

CDK11B;CDK11A0,0533523 S 752 3 ___1 0,999932 4,98E-07 132,12 114,18 81,346 0,18379 5390000000 179920000 2727100000 2483000000

CLIP1;CLIP2 0,0532946 S 348 2 ___1 0,977861 0,0002516 106,6 85,134 91,401 -0,41186 228140000 6500800 111940000 109710000

HMHA1 0,0532504 S 93 4 ___2 0,813854 3,17E-36 153,56 133,39 139 -0,51983 182910000 2997400 93050000 86862000

HMHA1 0,0532504 S 99 3 ___2 0,994639 2,74E-65 180,97 170,16 147,72 -0,17945 904780000 25824000 504690000 374270000

PRKCE 0,0529723 S 368 3 ___1 1 0,00136428 71,692 52,406 44,807 -0,19832 81405000 834250 41102000 39468000

C18orf25 0,0529723 S 34 2 ___1 1 0,00029484 94,688 79,301 94,688 -0,10038 18266000 3125100 8030900 7109800

GPATCH4 0,0529723 T 218 2 ___1 0,879762 2,87E-27 183,23 150,03 183,23 0,75972 16252000 826380 8080500 7345200

GOLGA4 0,0529505 S 71 2 ___1 0,999999 7,83E-10 117,52 92,626 117,52 -0,027631 568360000 17826000 270790000 279750000

RALGPS2 0,0529453 S 329 2 ___1 0,985459 1,97E-13 123,4 112,61 96,666 -0,27249 322810000 17669000 152870000 152270000

WAPAL 0,0529045 S 221 2 ___1 0,999544 1,24E-35 196,74 170,73 196,74 -0,01771 5338200000 48829000 2704300000 2585100000

SEC16A 0,0528332 S 595 3 ___1 0,967849 1,15E-08 108,88 100,84 108,88 -0,089083 75612000 414040 53106000 22092000

METTL6 0,0528332 S 274 2 ___1 1 0,012493 63,662 51,815 53,377 -0,092574 15227000 600830 4851000 9774700

CLK2 0,0526792 S 142 3 ___1 0,99999 0,00012908 75,226 59,586 70,091 -0,041546 103540000 6422800 44526000 52590000

PEX19 0,0526329 S 147 2 ___1 0,927916 1,44E-50 210,39 162,75 210,39 -0,1998 178460000 9006700 86623000 82831000

TESPA1 0,0526186 S 311 2 ___1 1 1,29E-20 173,37 105,34 173,37 0,4195 119480000 8581800 60994000 49907000

ELL 0,0525143 S 437 3 ___1 0,651997 1,99E-07 128,12 114,39 128,12 -0,17863 138120000 1587200 75345000 61190000

FAM65B 0,0523937 S 573 2 ___1 0,962856 1,99E-05 130,72 104,2 110,38 0,14621 3618400000 87346000 1779100000 1751900000

PDCD4 0,0522496 S 457 3 ___1 1 2,71E-20 136,27 100,37 48,177 -0,346 1,1578E+10 40702000 5868600000 5668200000

MYCBP2 0,0521956 S 2789 3 ___1 0,999618 1,04E-05 103,39 103,39 84,508 -0,36783 938090000 33490000 451810000 452790000

CHAMP1 0,0521652 S 214 2 ___1 0,997977 3,76E-20 166,35 147,14 158,05 -0,79974 8227700000 170770000 4021500000 4035500000

SKIV2L 0,0520319 S 256 2 ___1 0,999266 1,50E-10 144,27 120,43 100,69 0,17464 3627200000 145290000 1780400000 1701500000

GORASP2 0,0519385 T 415 2 ___1 0,897538 1,11E-05 135,27 116,06 102,58 0,56081 599650000 27023000 285090000 287540000

NCAPH 0,0515936 S 201 3 ___1 0,913704 2,69E-05 97,408 81,727 68,733 0,47173 134660000 8351300 59512000 66799000

MKI67 0,0513759 S 579 2 ___1 0,999333 1,21E-06 136,17 107,84 136,17 0,35748 66410000 2849500 29405000 34155000

GBF1 0,0513026 S 1367 3 ___1 0,735715 6,87E-05 57,509 47,965 57,509 -2,1497 16356000 4259200 3637500 8459000

AKAP2 0,0512902 S 631 2 ___1 0,948352 1,44E-50 210,39 175,78 210,39 -0,1271 472820000 31782000 248090000 192950000

HMHA1 0,051024 S 949 3 ___1 0,560633 7,33E-05 84,933 70,771 84,933 0,98408 20911000 938490 10076000 9896800

THRAP3 0,0509104 S 622 4 ___1 0,530633 0,00031227 94,837 82,88 80,603 -0,095317 209920000 8738000 109530000 91657000

WDR75 0,0508847 T 795 2 ___1 0,630761 0,00024147 121,76 105,62 121,76 0,98542 79080000 5332600 33364000 40383000

UBR4 0,0508847 S 2719 2 ___2 0,992601 5,26E-48 180,07 154,44 180,07 0,37696 863600000 25185000 449800000 388610000

PPP4R2 0,050869 S 159 2 ___1 0,984307 5,77E-09 145,46 130,58 117,48 -0,28362 522260000 26339000 267340000 228590000

ZC3H15 0,0508644 S 360 2 ___1 0,987552 0,00010571 127,56 106,33 127,56 -0,62071 19246000 3395100 8703400 7147900

SIN3A 0,0507454 S 274 3 ___1 0,979596 8,99E-06 78,642 60,547 78,642 0,25563 24088000 1112700 12999000 9976800

KMT2C 0,0506061 S 2946 4 ___2 0,752319 1,47E-05 56,111 47,98 56,111 -0,65497 17630000 601760 11443000 5585100

PDXDC1 0,0503339 S 718 2 ___1 0,999994 3,92E-116 252,76 233,2 252,76 0,23451 382320000 18322000 191020000 172980000

RAD51C 0,0503318 S 20 2 ___1 0,99965 0,00187016 82,543 62,214 80,469 0,17162 43230000 12840000 16751000 13639000

S1PR4 0,0503276 S 383 3 ___1 0,986925 0,00059552 76,573 53,244 63,936 -0,20865 68186000 564350 33082000 34539000

POLD3 0,0501858 S 307 3 ___1 1 1,07E-25 177,83 121,61 113,99 -0,043678 9691700000 14410000 5065300000 4612000000

MAST2 0,0496611 S 74 2 ___1 1 6,10E-48 211,7 199,43 211,7 -0,33988 456530000 3995900 242850000 209680000

C18orf25 0,0496307 S 66 3 ___1 0,902947 2,61E-07 137,28 123,71 137,28 -0,049875 212600000 574900 144280000 67755000

ASAP1 0,0495495 T 837 3 ___1 0,726242 1,47E-06 134,29 116,99 134,29 0,23145 1189000000 6925200 602880000 579170000

NFRKB 0,0494484 S 1291 2 ___1 0,995006 1,75E-05 118,47 97,24 106,52 -0,23968 207550000 5772200 111130000 90657000

TROAP 0,0493437 S 334 3 ___1 0,999987 0,00013756 89,946 78,697 74,579 0,14916 147990000 7632800 76218000 64135000

LSM14A 0,0493417 S 216 2 ___1 1 4,42E-50 213,55 164,98 213,55 -0,87567 1,7968E+10 53989000 9193000000 8721100000

DCP1A 0,0492812 S 525 2 ___1 0,998889 2,16E-15 164,53 103,36 164,53 0,29355 294010000 6775600 173060000 114170000

TFAP4 0,0492126 S 123 2 ___1 0,587812 0,00202958 92,792 68,449 92,112 0,44393 40472000 2408900 20867000 17196000

PDLIM5 0,0492126 S 362 3 ___1 0,545804 0,00286157 57,338 44,409 57,338 0,97397 4421900 143740 2302900 1975300

LBR 0,049077 T 118 3 ___1 1 9,58E-35 200,21 135,77 79,837 -0,54368 686770000 7419900 366600000 312740000

SH3BP2 0,0489882 S 416 3 ___1 0,997466 0,0104088 46,027 36,068 46,027 -0,030384 17811000 865610 9665400 7279800

PIF1 0,0489336 S 27 2 ___1 1 0,00181686 61,375 61,375 61,375 -1,0448 30737000 18801000 5809700 6126300

DOT1L 0,0489065 S 1104 2 ___1 1 8,33E-06 128,79 108,2 128,79 0,12764 478680000 17150000 226270000 235260000

LARP1 0,0489031 S 90 4 ___1 1 7,37E-106 221,46 221,46 221,46 -0,027096 7855700000 17530000 5247900000 2590300000

CLASP2 0,0487942 S 326 2 ___1 0,635939 7,89E-14 161,82 125,38 161,82 0,16296 34805000 2123400 12545000 20137000

PHKA2 0,0487937 S 1015 3 ___1 1 1,07E-23 167,52 158,59 158,8 0,36194 762060000 2898900 394980000 364180000

AKAP11 0,0487229 T 1100 2 ___1 0,99887 0,00127971 87,66 69,203 87,66 0,38178 212570000 4793000 86304000 121470000

LSR 0,0486547 S 530 3 ___1 0,999995 0,00013367 99,86 85,753 75,239 -0,11844 160650000 445420 86951000 73254000

SCAF1 0,0486401 S 874 2 ___1 1 0,00042935 89,642 65,161 70,942 -0,11997 153060000 3966600 71149000 77947000

RANGAP1 0,048543 S 428 3 ___2 0,768072 1,14E-19 87,534 87,534 87,534 0,4325 1305600000 44418000 640000000 621220000

RANGAP1 0,048543 S 442 3 ___2 0,998639 3,13E-10 83,269 72,062 64,173 0,11011 1662500000 47583000 696530000 918340000

LARP1 0,0485151 T 376 3 ___1 1 0,0160115 55,196 40,052 55,196 -0,16465 62464000 1119100 24525000 36820000

GIGYF1 0,0483996 S 538 3 ___1 1 0,00114824 73,057 56,372 57,152 0,076436 48721000 2799900 23388000 22534000

FAM117B 0,0483758 S 345 3 ___1 1 0,00010473 99,441 83,302 71,527 0,047639 97537000 596540 34847000 62094000

CPSF7 0,0482362 T 203 2 ___1 0,993953 5,71E-05 104,3 81,317 84,493 0,38782 166400000 475670 85406000 80522000

ZC3H8 0,0481786 S 59 2 ___1 0,999977 0,00158642 90,434 74,231 90,434 -0,31181 322900000 2028000 171930000 148950000

MAP4 0,0481375 S 696 3 ___1 1 0,00029887 112,95 60,456 68,536 -0,16469 2548900000 114070000 1168100000 1266700000

BUD13 0,0480967 S 222 3 ___2 1 0,00071604 80,96 52,056 62,765 -0,27621 85806000 257740 51393000 34155000

BUD13 0,0480967 S 226 3 ___2 1 0,00071604 80,96 52,056 62,765 -0,27621 85806000 257740 51393000 34155000

HDAC7 0,0480881 S 181 2 ___1 1 0,00125809 82,645 62,655 82,645 0,25779 436330000 14077000 203740000 218510000

CCAR2 0,0480301 S 675 3 ___3 0,996997 5,27E-21 134,63 125,71 132,37 -0,71249 2387100000 31286000 1243700000 1112100000

CCAR2 0,0480301 S 678 3 ___3 0,998752 5,27E-21 134,63 125,71 91,873 -0,19013 2568600000 52129000 1288600000 1227900000

CCAR2 0,0480301 S 681 3 ___3 0,99765 9,84E-06 91,873 87,599 91,873 -0,19013 200160000 2235600 82047000 115870000

NCOR2 0,0479571 T 1383 3 ___1 1 0,00040873 85,473 78,434 85,473 -0,65377 144640000 2149600 86819000 55669000

CSNK1E 0,0478477 S 363 2 ___1 0,978258 4,74E-08 98,156 66,246 98,156 0,080943 119710000 2855100 57692000 59158000

ZNF609 0,0478175 S 578 2 ___1 0,985648 5,73E-18 166,62 94,299 86,944 -0,31312 164840000 10645000 86832000 67360000

SURF2 0,0478175 T 195 3 ___1 0,999989 5,31E-12 151,66 139,92 151,66 0,27318 173940000 4061500 77893000 91982000

KIAA1143 0,0476877 S 50 3 ___1 1 5,31E-40 178,59 169,13 47,241 -1,3554 2768400000 52242000 1464700000 1251400000

MAGED2 0,04766 S 247 2 ___1 0,999918 7,90E-10 150,09 68,378 130,99 0,55759 1325900000 1967300 664770000 659150000

GSE1 0,0476554 S 970 2 ___1 1 0,00328094 60,436 30,518 59,35 -0,7148 1258600000 51447000 620260000 586930000

RCSD1 0,0476238 S 120 3 ___1 0,999969 4,13E-140 241,08 241,08 143,15 0,0031797 4859900000 216510000 2387600000 2255800000

HIRIP3 0,0474299 S 87 3 ___2 1 0,00302014 51,235 48,107 51,235 -0,86947 42072000 7112600 18638000 16321000

HIRIP3 0,0474299 T 84 3 ___2 1 0,00302014 51,235 48,107 51,235 -0,86947 33208000 6794100 14283000 12131000

FAM117B 0,0473989 S 220 3 ___1 0,536276 4,18E-05 110,91 97,077 110,91 0,099376 56955000 789840 28927000 27238000

PCM1 0,0473867 S 1730 3 ___1 1 5,96E-151 286,55 258,46 40,432 -0,30663 1832500000 14843000 986880000 830800000

MS4A1 0,0473566 S 35 2 ___2 1 7,98E-39 198,51 175,5 113,47 0,12974 2,2945E+10 248220000 1,2058E+10 1,0639E+10

MS4A1 0,0473566 S 36 2 ___2 0,999998 7,98E-39 198,51 175,5 113,47 0,12974 5595200000 155820000 2773100000 2666300000

CASC3 0,0471196 T 143 3 ___1 0,541325 0,00105258 60,032 52,135 60,032 0,12852 96233000 997030 50894000 44342000

KANK1 0,0469776 S 144 2 ___1 1 0,00226443 90,412 55,117 81,494 -0,095162 101180000 6003500 45378000 49794000

SRRM2 0,0469104 S 1329 2 ___1 0,999649 0,00019168 120,32 99,871 99,17 -0,54262 4412500000 38862000 2327500000 2046100000

GLRX3 0,0467006 S 118 3 ___1 0,537192 0,00019322 81,157 69,18 81,157 -0,13231 9710200 2755400 3425100 3529800

CCAR2 0,0466997 S 569 2 ___1 1 1,99E-07 106,4 100,74 106,4 0,059606 591960000 134140000 225330000 232490000

NUP155 0,0465608 S 994 2 ___1 0,654913 0,00957421 77,744 60,359 77,744 0,10511 403600000 14593000 188220000 200780000

MDM1 0,0465289 S 263 2 ___1 0,999977 2,88E-08 144,57 100,25 144,1 0,52862 188950000 6060700 107510000 75385000

EML4 0,0464244 S 146 2 ___1 0,992884 3,82E-07 124,09 107,03 120,66 0,10364 450680000 87469000 178900000 184310000

BABAM1 0,0464211 S 47 3 ___1 0,578439 4,87E-19 138,9 129,76 113,65 0,61222 101320000 254140 51155000 49912000

TRUB1 0,0463673 S 11 2 ___1 0,882354 8,27E-27 155,43 155,43 155,43 0,40103 124100000 12010000 55565000 56528000

SNX5 0,0463365 S 22 3 ___1 0,94968 5,43E-40 178,33 167,12 101,39 -0,21393 476550000 14654000 250550000 211340000

PAN3 0,0463316 S 354 2 ___1 0,950956 6,31E-06 134,98 97,786 111,63 0,43278 253620000 8555500 140180000 104890000

ARPC1B 0,0462816 S 310 2 ___1 0,997602 8,27E-117 260,97 196,93 141,93 0,075947 238570000 16436000 114600000 107530000



TANK 0,0462816 T 213 2 ___1 0,991307 0,00223381 103,97 66,954 103,97 -0,32403 55789000 2187600 26324000 27277000

SMC4 0,0462603 S 1056 2 ___1 0,999997 7,02E-89 238,63 206,55 237,05 1,1865 3128300000 100410000 1470600000 1557200000

MEPCE 0,0461436 S 254 3 ___1 1 8,26E-35 177,78 165,86 177,78 0,46843 220680000 8099100 114290000 98288000

SRRM1 0,0461235 S 260 2 ___1 1 5,01E-38 197,67 180,1 82,007 0,49471 2,455E+10 42884000 1,3385E+10 1,1122E+10

HNRNPUL2 0,0460881 S 161 3 ___1 0,99997 2,03E-100 247,02 213,32 182,07 3,0602 7413700000 11159000 3806500000 3596000000

ARHGAP25 0,0460021 S 533 2 ___1 0,983537 0,00026662 103,14 86,02 89,541 0,071398 37062000 833460 20099000 16129000

SDE2 0,045914 S 278 2 ___1 0,9997 2,79E-29 162,01 140,14 119,01 0,59807 1184900000 37260000 597540000 550090000

GPATCH8 0,0457755 S 740 3 ___1 0,990151 9,32E-10 151,73 129,86 111,65 0,25772 557060000 20255000 278640000 258160000

SAP30BP 0,0457142 S 113 2 ___1 1 0,00024856 115,14 52,729 80,69 -0,4456 997670000 106300000 454470000 436900000

PPP1CA 0,0456265 T 320 3 ___1 0,999999 0,0001167 115,63 107,54 102,48 -0,22765 469290000 12037000 234450000 222800000

PAPD4 0,0455827 T 101 3 ___1 0,591717 0,00579438 46,027 31,566 46,027 0,027939 14573000 887000 7678900 6006900

PCM1 0,04557 S 1958 2 ___1 1 1,38E-11 149,72 129,44 93,111 -0,092957 359960000 14325000 164550000 181080000

ATXN2 0,0454156 S 772 2 ___1 0,993105 1,03E-13 159,22 142,28 134,99 -0,036382 1089700000 7669500 501610000 580460000

CDV3 0,045391 S 107 2 ___1 0,994397 3,54E-50 209,31 167,44 197,75 0,57107 1030900000 38727000 504740000 487450000

LCP1 0,04507 S 257 2 ___1 1 6,90E-198 310,17 266,38 212,83 0,49714 8932600000 154590000 4659900000 4118100000

NFKB1 0,0450235 T 939 3 ___1 0,601963 0,00044971 71,696 63,202 71,696 0,36335 148500000 1122300 74628000 72754000

APC 0,0449596 S 2449 2 ___1 0,972263 0,0184238 63,184 26,12 61,48 0,16091 280810000 7304400 140070000 133430000

LIG1 0,0448918 T 195 2 ___1 0,999972 2,28E-18 167,28 150,03 167,28 -0,38407 1640800000 76798000 804450000 759570000

RBL1 0,0448583 S 749 3 ___2 0,999985 3,08E-09 126,99 118,8 120,93 -0,74468 686400000 6911300 363870000 315620000

RBL1 0,0448583 S 762 2 ___2 0,999968 7,05E-29 186,94 173,8 121,82 0,085483 403070000 7930000 220840000 174300000

KMT2D 0,0447438 S 3130 3 ___1 0,9978 0,00041973 72,033 56,137 72,033 -0,41968 41633000 676890 20357000 20599000

BLOC1S5 0,0446598 S 25 3 ___1 0,998613 7,58E-10 144,82 129,43 135,98 0,078054 83810000 830430 71713000 11267000

MYBBP1A 0,0444965 S 1267 2 ___1 0,999027 6,48E-64 210,43 172,13 210,43 -2,7509 1979200000 71963000 1020300000 886900000

HTATSF1 0,0444627 S 702 2 ___1 1 8,96E-73 228,61 192,94 105,94 -0,048032 7431000000 290470000 3599100000 3541400000

SEC61B 0,0444589 S 17 2 ___1 0,991689 4,66E-251 326,87 294,62 325,1 0,38665 1,0572E+10 19321000 5591500000 4961200000

KIAA1467 0,0443497 S 62 2 ___1 1 1,62E-51 206,98 187,3 206,98 0,25304 383230000 11060000 193580000 178590000

PAICS 0,0442845 S 27 2 ___1 1 2,11E-36 165,58 141,49 165,58 -0,16481 3583500000 145260000 1710800000 1727500000

PML 0,0441793 S 504 3 ___1 0,662903 3,82E-14 154,26 154,26 152,89 0,040359 4025600000 15910000 2122500000 1887300000

RPS3A 0,0435967 S 237 2 ___1 0,847872 1,08E-12 146,79 122,06 129,77 -0,39564 67480000 3236600 30299000 33944000

SGTA 0,0435901 S 77 2 ___1 1 4,64E-05 90,518 73,717 70,089 0,14458 634380000 16334000 363810000 254230000

SPAG9 0,0435828 S 185 3 ___1 0,689005 6,01E-06 126,91 106,32 87,326 0,04999 114070000 6374200 51990000 55708000

NKTR 0,0435569 S 1146 2 ___1 0,999209 4,35E-20 151,79 95,745 151,79 -0,47755 577550000 26966000 285100000 265490000

DDX42 0,0433972 S 185 3 ___1 0,999766 1,07E-48 158,37 152,82 103,85 -1,3237 1618400000 47750000 929450000 641150000

RNF113A 0,0432682 S 6 2 ___1 1 2,22E-05 123,67 102,67 85,29 -0,013203 262700000 8698100 127090000 126910000

SRRM1 0,0432653 S 874 2 ___1 1 0 453,49 405,85 169,25 -0,30412 1,3126E+10 61552000 6971000000 6092900000

SSH2 0,0431369 S 487 2 ___1 0,94439 0,0003843 101,6 74,997 86,803 -0,53129 185930000 18029000 86100000 81799000

INTS1 0,0430645 S 106 2 ___1 0,5 0,0209637 70,412 38,091 70,412 0,33176 186980000 3556100 94733000 88688000

LIG1 0,0430588 S 76 2 ___1 1 2,98E-294 316,76 316,76 96,487 0,87961 8278600000 352630000 4063000000 3863000000

DENND6A 0,0429245 S 127 3 ___1 1 2,78E-06 134,21 114,92 93,152 -0,28411 131430000 281980 69308000 61839000

HNRNPUL1 0,0428962 S 194 4 ___1 1 4,78E-120 246,49 235,99 227,5 -0,59172 1,729E+10 405070000 8959900000 7925000000

SOS1 0,0428523 S 1275 3 ___1 0,999948 2,06E-14 149,73 141,9 147,18 0,2931 658170000 62912000 297800000 297460000

PSMA5 0,0426821 T 55 2 ___1 0,671383 1,31E-18 173,03 126,96 173,03 -0,22448 121820000 1793400 58575000 61454000

EXOC1 0,042481 S 473 2 ___1 0,993725 1,19E-28 158,3 158,3 142,89 0,056964 260800000 13968000 116590000 130240000

SLC14A2 0,0423643 S 901 2 ___1 0,594581 0,0198356 52,683 17,791 52,683 0,10429 61694000 5778500 31063000 24852000

MCM6 0,0423002 S 13 3 ___1 1 2,36E-26 165,53 158,66 89,396 -0,052607 1048600000 21662000 531480000 495500000

TMPO 0,042275 S 59 2 ___1 1 1,12E-17 166,62 140,92 166,62 0,50869 195440000 2549900 99453000 93434000

DCK 0,0421303 S 74 3 ___1 0,995046 1,63E-64 214,46 199,37 105,51 -0,16471 323950000 23287000 145950000 154710000

ABLIM1 0,0419492 S 655 2 ___1 0,999172 6,23E-05 85,355 67,535 85,355 1,5857 56961000 2219000 28259000 26483000

WAPAL 0,0418296 S 130 3 ___1 0,996079 0,00076838 86,467 69,031 47,754 -0,41878 65697000 3675100 26057000 35965000

ACACA 0,0417486 S 29 2 ___1 0,99988 1,52E-40 201,12 176,34 120,92 0,45816 1604000000 70420000 805600000 727980000

HTATSF1 0,0415466 S 713 2 ___1 0,861986 4,33E-28 158,42 143,87 156,14 -0,063879 906940000 57637000 413790000 435510000

CHD8 0,0414606 S 2008 2 ___1 0,999999 2,66E-21 176,21 158,3 176,21 -0,11299 536580000 39841000 250780000 245960000

NUP153 0,0412167 S 529 2 ___1 0,999014 0,00520906 66,546 42,36 66,504 -0,05112 200430000 4474000 100790000 95165000

CHD9 0,0411512 S 654 2 ___1 1 2,79E-148 278,19 248,87 181,81 -0,46212 143580000 965940 66416000 76199000

CD79B 0,0411028 S 221 2 ___1 1 0,00041421 112,03 98,832 98,156 -0,15145 46719000 9702200 19195000 17822000

MINA 0,0410719 S 309 2 ___1 1 0,00201937 113,66 56,848 61,56 -0,11031 47755000 447630 29797000 17510000

PCBP2 0,0409101 S 171 2 ___1 0,888418 7,86E-96 245,48 171,59 186,85 -1,4727 134050000 12938000 56464000 64651000

MATR3 0,0408294 S 188 3 ___1 0,999996 5,98E-42 195,21 172,65 164,62 0,18407 1,5376E+10 203780000 8211500000 6960800000

NAP1L4 0,0408223 S 53 2 ___1 0,733835 0,00027315 92,633 75,555 61,821 -0,042105 14918000 5884300 3646900 5386700

MCM4 0,0405569 S 326 2 ___1 1 0,0039034 96,015 58,824 94,616 -0,50632 70767000 1692800 35893000 33181000

XPO1 0,0405417 S 1031 2 ___1 0,864357 0,00025257 105,46 85,882 105,46 1,8832 16378000 1673800 7365200 7339500

ORAI2 0,0405417 S 33 3 ___1 0,998373 5,54E-05 109,75 94,992 77,649 -0,26498 25519000 2343800 9118400 14057000

PLEKHA3 0,0405417 S 236 3 ___1 0,994835 0,016419 48,177 35,3 47,037 0,028318 14785000 419200 10280000 4086400

CCNL2 0,0405417 T 326 2 ___1 0,590647 0,00198968 72,359 52,52 72,359 -0,51097 63154000 3540200 28911000 30703000

IVNS1ABP 0,040442 S 338 2 ___1 0,999019 8,01E-38 190,86 158,29 190,86 -0,68459 521580000 27291000 252560000 241740000

KMT2D 0,0402613 S 4325 4 ___1 0,653687 3,85E-07 98,636 88,666 46,772 0,19467 31095000 1851100 19479000 9764200

KIFC1 0,040159 S 6 2 ___1 1 0,0001004 114,56 87,594 78,814 0,52382 1548500000 45646000 780420000 722410000

DOK3 0,0401202 T 329 2 ___1 0,560719 0,00247167 78,763 78,763 74,987 -0,25766 6015900000 194810000 2981200000 2839900000

NCOA7 0,0400319 S 208 2 ___1 0,996916 2,32E-09 148,41 121,4 136,33 0,16706 330850000 14667000 160560000 155620000

HTATSF1 0,0398468 S 714 2 ___1 0,95268 3,17E-60 193,28 177,68 193,28 -0,084678 1306500000 63950000 606040000 636520000

ACACA 0,0396937 S 80 2 ___1 0,999985 5,65E-15 151,79 111,29 151,79 -0,11071 598960000 24582000 291380000 283000000

EPS15L1 0,0396521 S 575 3 ___1 0,960892 1,56E-38 171,1 158,49 171,1 -0,50971 318140000 7975600 141380000 168780000

DDX51 0,0396116 S 83 2 ___1 1 1,27E-63 219,24 194,7 127,3 0,024353 1740300000 57830000 986810000 695620000

SPIRE2 0,0395595 S 440 4 ___1 0,5 0,00141781 66,965 53,846 62,646 -0,18288 30474000 228150 16713000 13534000

SPIRE2 0,0395595 S 442 4 ___1 0,5 0,00141781 66,965 53,846 62,646 -0,18288 30474000 228150 16713000 13534000

AP3B1 0,0395272 S 276 2 ___1 1 8,82E-11 117,09 117,09 117,09 -0,0051902 1098700000 42554000 528950000 527230000

PSMF1 0,0393637 S 153 3 ___1 0,957746 1,16E-05 126 103,25 99,409 -0,1363 515540000 4549300 262020000 248970000

CHERP 0,0393279 S 695 3 ___1 0,983191 0,00017249 90,316 69,425 90,316 0,23017 76969000 2822800 39122000 35023000

PSMA5 0,0391724 S 16 2 ___1 1 4,97E-37 165,63 161,71 148,28 0,077161 389240000 11768000 211170000 166300000

REPS1 0,039113 S 482 3 ___1 0,994141 1,41E-10 134,67 119,19 130,72 0,042916 1565000000 16819000 777300000 770900000

TBC1D10B 0,039057 S 22 3 ___1 1 0,0100481 46,873 30,78 45,618 -0,33976 235280000 20634000 111710000 102940000

ZNF609 0,0389285 T 746 2 ___1 0,999772 0,00264114 105,03 84,512 88,187 3,7788 353790000 16852000 161350000 175590000

EPB41L2 0,0387171 S 715 3 ___1 0,996622 0,00092445 69,331 60,601 49,483 -0,21305 106900000 1105200 72948000 32849000

HSPA4 0,0387171 Y 336 2 ___1 1 0,00076046 110,86 76,136 110,86 -0,46219 51639000 3031500 25330000 23277000

CCDC132 0,0385766 S 15 2 ___1 0,999991 3,31E-06 134,29 118,65 134,29 0,47662 98474000 1605200 46217000 50653000

WHSC1 0,0384361 T 115 2 ___1 0,804001 2,31E-05 105,25 75,442 92,247 0,011395 93345000 12030000 41993000 39322000

SNX1 0,0382958 S 32 4 ___2 0,659287 0,00034314 45,665 39,644 45,665 -0,56167 22301000 1353700 12163000 8784700

SNX1 0,0382958 S 39 4 ___2 0,659287 0,00034314 45,665 39,644 45,665 -0,56167 22301000 1353700 12163000 8784700

SNX1 0,0382958 T 41 4 ___2 0,659287 0,00034314 45,665 39,644 45,665 -0,56167 22301000 1353700 12163000 8784700

CCNL2 0,0382953 S 330 2 ___1 0,999774 3,24E-60 196,89 174,01 196,89 -0,46987 1219800000 52607000 582270000 584880000

TRAFD1 0,0382523 S 327 2 ___1 0,857436 0,00032178 108,34 73,653 84,842 0,14339 168950000 4714700 82880000 81352000

NCOR2 0,038222 S 1539 3 ___1 0,986189 5,21E-06 117,83 105,51 88,571 0,44215 264870000 6868300 130040000 127960000

ABLIM1 0,0382086 S 706 2 ___1 1 0,00535499 77,279 58,967 51,612 0,034644 129380000 7008700 60180000 62192000

HSF1 0,0382054 S 303 2 ___1 0,999379 9,83E-09 84,169 60,74 73,466 0,68285 458600000 23514000 196810000 238270000

SRRM2 0,0381814 S 2702 3 ___1 1 0,00105657 106,26 7,3593 49,482 -0,012073 132900000 640920 82211000 50044000

DBF4 0,0381576 S 359 2 ___1 0,973638 0,00315798 70,98 64,447 70,98 0,23096 202490000 6953800 100140000 95396000

SRRM2 0,038115 S 2123 2 ___1 0,999711 1,55E-08 134,3 102,83 134,3 -0,29059 195530000 3900300 110070000 81560000

PURB 0,0379821 S 304 2 ___1 0,999995 2,51E-64 209,73 181,31 198,42 -1,5263 956240000 31139000 498410000 426680000

LAMTOR1 0,0377008 S 27 2 ___1 0,982887 8,53E-28 157,68 157,68 153,34 -0,050103 1380400000 67306000 665300000 647840000

WDR70 0,0376971 S 638 2 ___1 1 8,87E-36 177,88 125,35 177,88 0,51253 1132000000 68580000 525870000 537580000

CDK12 0,0376196 S 681 3 ___2 0,999999 6,49E-13 83,022 71,499 77,733 0,66163 558450000 31274000 244210000 282970000

CDK12 0,0376196 S 685 3 ___2 0,999999 6,49E-13 77,733 77,733 77,733 0,66163 244000000 11902000 116500000 115600000

SDE2 0,0375955 T 274 3 ___1 0,604031 1,42E-14 105,46 105,46 82,504 0,27099 460300000 15076000 228300000 216930000

MYBBP1A 0,0374524 T 1227 2 ___1 0,982498 8,20E-07 139,86 90,877 131,66 -0,33764 18453000 507700 7956500 9988700

CHAMP1 0,037226 S 416 4 ___1 1 7,40E-05 79,762 70,176 62,683 -0,31809 2096100000 57383000 1020100000 1018600000

CHRAC1 0,036935 S 124 2 ___1 1 2,17E-65 220,62 205,7 191,95 -1,8856 458210000 13873000 240930000 203410000

BCL9 0,0368405 S 278 3 ___1 1 0,0002515 88 73,056 69,765 -0,28866 202490000 8159200 97715000 96612000

SNW1 0,0367118 S 224 3 ___1 1 6,40E-05 109,5 99,398 106,16 -0,082599 1683400000 73351000 838330000 771690000

BCLAF1 0,0366374 S 196 2 ___1 0,998757 8,44E-29 186,42 171,86 186,42 -0,67016 60736000 2330800 32516000 25889000

UBAP2L 0,0365507 S 609 2 ___1 0,996765 7,61E-12 155,86 155,86 141,65 -0,31607 4530600000 29764000 2350500000 2150300000

APIP 0,0365126 S 87 2 ___1 0,995816 1,87E-07 106,58 76,021 106,58 0,013414 1891900000 76652000 889720000 925550000

FMNL1 0,0365108 S 1031 2 ___1 1 0,00108531 122,46 75,753 63,181 -0,38337 903440000 8442400 460390000 434610000

TP53RK 0,0364163 T 8 2 ___1 0,763432 0,00018814 106,7 91,316 106,7 0,85547 171020000 5896400 86723000 78398000

PTPN1 0,0363759 S 50 3 ___1 0,999923 0,00104223 80,706 64,4 80,706 0,1804 126580000 549900 63661000 62372000



FAF1 0,0362764 S 320 3 ___1 1 1,73E-05 94,73 86,833 94,73 0,18122 153690000 11488000 119180000 23023000

LARP1 0,0362547 S 548 2 ___1 0,993634 4,46E-21 140,46 140,46 133,28 0,50867 2033200000 99799000 971110000 962280000

SF1 0,0360947 S 80 3 ___2 0,999999 9,32E-51 192,52 182,67 192,52 -0,21297 3648100000 36655000 1931000000 1680500000

SF1 0,0360947 S 82 3 ___2 0,999997 9,32E-51 192,52 182,67 192,52 -0,21297 3750700000 56731000 1988100000 1705900000

EMD 0,0359996 S 8 2 ___1 0,998744 3,80E-14 153,74 131,87 137,81 -0,4396 255250000 14179000 129440000 111620000

ZMYM4 0,0359325 S 110 2 ___1 0,994872 1,29E-13 154,6 129,68 154,6 -0,24696 127520000 4457500 64448000 58620000

MTMR12 0,0359054 S 564 2 ___1 1 9,30E-06 132,62 100,87 115 -0,3587 37670000 1276400 25731000 10663000

SRRT 0,0358049 S 67 4 ___2 1 6,77E-13 153,68 138,14 54,834 -0,24959 1,2121E+10 41523000 6553900000 5526000000

SRRT 0,0358049 S 74 4 ___2 1 6,77E-13 153,68 138,14 54,834 -0,24959 9722500000 26849000 5261500000 4434100000

BRIP1 0,0357646 S 206 3 ___1 0,997511 0,00014191 87,16 63,598 87,16 0,12464 23276000 464940 13969000 8842500

DYRK1B;DYRK1A0,0356941 Y 273 2 ___1 0,999996 1,51E-15 134,81 85,5 132,57 -1,3151 1697200000 60942000 822710000 813520000

CLNS1A 0,0355911 S 102 2 ___1 1 0 403,9 403,9 403,9 -0,035135 1,0787E+10 273360000 5465500000 5047800000

UBR5 0,0354279 S 1990 3 ___1 1 3,03E-54 159,95 117,91 148,72 0,32076 843360000 33506000 382370000 427490000

LARP4 0,0353642 S 722 2 ___1 1 3,38E-08 148,78 123,37 148,78 -0,043592 281260000 19210000 138230000 123820000

RLTPR 0,0352912 S 991 2 ___1 0,959056 0,00069109 87,083 72,521 87,083 -0,13493 524270000 114710000 212770000 196790000

QSER1 0,0352017 S 1211 2 ___1 0,934872 4,42E-83 235,85 206,89 174,04 0,29054 145000000 3490800 95110000 46396000

HSP90AB1;HSP90AB2P0,0352017 S 255 2 ___2 1 0 383 353,03 52,372 -3,7152 6,002E+10 1414400000 3,0152E+10 2,8454E+10

HSP90AB1;HSP90AB2P0,0352017 S 261 2 ___2 1 0,00324777 77,146 58,313 52,372 -3,7152 39408000 1081500 17032000 21295000

TRAFD1 0,0351273 S 415 2 ___1 0,971328 4,74E-18 134,68 134,68 134,68 -0,13778 1388900000 41996000 709100000 637800000

RRP1B 0,0351263 S 706 2 ___1 0,991144 0,00070972 108,56 81,31 104,87 0,20508 383100000 13980000 195700000 173420000

LRWD1 0,0350691 S 251 3 ___1 0,894812 1,09E-12 98,583 85,906 98,583 0,78973 95329000 43623000 25658000 26048000

WDR44 0,0350608 S 96 2 ___1 0,998985 1,26E-21 176,89 135,49 176,89 0,1731 54717000 1050700 18682000 34984000

ZC3H18 0,0350608 S 868 2 ___1 1 0,017176 90,827 48,637 77,192 0,22411 141700000 62175000 39031000 40495000

CCDC88B 0,0349639 S 596 3 ___1 0,577131 0,00010941 85,376 64,176 81,553 0,54858 94150000 7070200 40521000 46559000

GATAD2A 0,03492 T 186 2 ___1 0,835256 1,96E-08 141,82 115,27 141,82 -0,35205 19551000 774230 10578000 8198600

RCSD1 0,0348692 S 68 2 ___1 0,999997 0,00736068 82,437 61,737 82,278 0,11047 55755000 2908600 25135000 27711000

SH2B3 0,0348683 S 103 2 ___1 1 0,00076911 87,932 75,572 73,593 0,48233 51769000 1570200 25649000 24550000

TOMM70A 0,0343565 T 85 3 ___1 1 9,64E-14 138,91 129,09 138,91 -0,13447 1914200000 2033900 815490000 1096600000

FAM117A 0,0341426 S 178 3 ___1 1 8,30E-05 124,51 86,494 70,117 0,097743 608170000 14860000 299710000 293600000

FAM53C 0,0341043 S 122 2 ___1 0,999851 3,39E-08 101,39 92,448 81,625 -0,90463 279910000 10163000 135260000 134490000

TCOF1 0,0340749 S 906 2 ___1 1 3,63E-12 163,62 133,68 94,717 -0,29219 1962700000 286630 1133700000 828640000

SRRM2 0,0340749 S 353 2 ___1 0,993383 3,54E-12 129,01 119,63 107,44 -0,052503 3772600000 11222000 1969700000 1791600000

SRRM2 0,0339765 S 1404 2 ___2 0,990253 4,58E-80 229,93 211,3 145,69 -0,7392 920480000 41787000 492890000 385800000

PAICS 0,0339516 S 107 2 ___1 0,976529 4,99E-07 113,62 88,063 113,62 -0,57919 166050000 6855300 82398000 76795000

NUP188 0,0339339 S 1709 2 ___1 0,699491 8,01E-06 130,4 121,07 130,4 0,6168 58945000 7719200 24604000 26622000

NAP1L4 0,0338917 S 125 4 ___1 1 9,73E-147 276,36 249,03 221,13 0,24513 1,0722E+10 122210000 5940000000 4660000000

ZC3H4 0,0337052 S 1114 3 ___1 0,997849 4,58E-40 184,95 159,31 111,18 -0,059373 1402800000 44269000 732720000 625770000

METTL3 0,033652 S 50 2 ___1 0,742821 0,00091544 70,134 51,002 70,134 0,04412 165130000 7747800 77433000 79949000

RC3H1 0,0334436 S 772 3 ___1 0,999471 2,68E-05 62,709 50,562 59,017 -0,95289 436030000 21606000 235940000 178490000

GAPDH 0,0334392 S 83 2 ___1 1 2,14E-64 223,06 205,36 200,69 0,021921 1,2113E+10 50539000 6223100000 5839200000

RTN4 0,0334098 S 15 3 ___1 0,998284 1,80E-105 246,73 205,21 134,97 0,069933 1,0761E+10 134280000 5932000000 4694500000

HEATR5B 0,0332975 S 1737 2 ___1 0,999615 7,55E-35 194,06 156,73 188,88 1,0162 384870000 26655000 179360000 178850000

VPS13C 0,0332347 S 3641 2 ___1 1 0,0013987 76,143 76,143 76,143 0,22983 36147000 2368200 17404000 16374000

DKC1 0,0331376 S 451 2 ___2 1 1,87E-51 207,43 179,94 207,43 0,68444 156760000 6578200 73513000 76665000

C2orf49 0,0330384 S 189 2 ___2 0,999934 9,70E-09 120,84 107,25 58,32 0,7997 461420000 15649000 241300000 204470000

C2orf49 0,0330384 S 193 2 ___2 0,955529 0,00370047 72,891 28,275 70,089 0,30167 62994000 3251300 31700000 28043000

NCOR2 0,0329659 S 215 2 ___1 0,999989 0,0114555 76,332 57,089 76,332 0,62064 16616000 4966300 5475200 6174900

PCBP2 0,0329472 S 271 4 ___1 0,598426 1,41E-58 195,19 186,87 195,19 -0,16322 480700000 12269000 226740000 241700000

C2CD3 0,0329472 S 2131 3 ___1 0,586401 0,0001628 87,49 77,96 87,49 0,88624 7871100 374570 3973000 3523400

MLLT6 0,0328645 S 258 3 ___1 0,979749 0,00014397 85,798 67,099 65,275 -0,022759 652540000 10397000 341410000 300730000

MCM2 0,032854 S 108 3 ___1 0,994042 1,41E-32 112,15 107,73 105,03 1,117 6043100000 44718000 4055000000 1943400000

SEC61B 0,0328061 S 13 3 ___1 0,599151 2,70E-40 199,67 168,55 120,25 0,56361 141180000 1152300 72733000 67297000

STAG2 0,0328061 S 1061 2 ___1 0,968956 3,10E-41 195,53 167,56 195,53 -0,28625 57928000 854660 33802000 23271000

KIAA0195 0,0325814 S 444 3 ___1 0,499958 8,49E-06 82,504 82,504 82,504 -0,018442 151620000 4333300 75309000 71982000

HARS2 0,0323816 S 67 2 ___1 1 0,00297342 94,363 67,034 78,655 0,036804 364970000 24142000 177580000 163240000

CDK11B;CDK11A0,0323343 S 589 1 ___1 0,999998 0,00249259 62,104 34,222 62,104 -0,0011926 3095800000 129890000 1518600000 1447300000

ZMYM4 0,0323092 S 122 2 ___1 1 1,64E-79 236,66 194,69 236,66 0,00060253 989100000 24476000 512750000 451870000

LSR 0,0321501 S 643 2 ___1 0,922238 1,14E-14 132,03 132,03 132,03 0,042648 613290000 22786000 314280000 276220000

EIF3J 0,0321436 T 109 2 ___1 1 2,61E-13 124,12 124,12 108,56 0,39261 434030000 16953000 208530000 208550000

RCSD1 0,0319434 S 351 2 ___1 0,999991 5,83E-14 130,1 103,98 126,66 -0,33396 3683700000 159590000 1775600000 1748500000

TWISTNB 0,0318995 T 322 2 ___1 1 2,01E-07 110,92 110,92 110,92 0,053179 237080000 16665000 110430000 109980000

YTHDC1 0,0318289 S 308 2 ___1 1 8,71E-10 117,02 106,15 89,827 0,059684 1177400000 41314000 593800000 542330000

SIPA1 0,0317329 S 55 3 ___1 0,989965 0,00035085 75,646 65,012 75,646 1,3715 100920000 8123600 50629000 42164000

CHMP3 0,0316775 S 200 3 ___1 0,998863 1,86E-10 85,337 72,837 85,337 -0,10495 136970000 4448800 89617000 42902000

KCNAB2 0,0316124 S 9 2 ___1 0,915411 0,00026105 120,84 92,661 120,84 0,63671 228300000 73695000 74085000 80518000

RABEP1 0,0315079 S 407 2 ___1 0,998633 6,37E-64 219,95 157,67 191,51 0,0018078 353500000 28961000 139870000 184670000

LARP4B 0,0313951 S 599 2 ___1 0,725271 0,00056511 107,09 82,834 107,09 -0,074931 183670000 7628500 92664000 83378000

PKM 0,0313267 S 77 4 ___1 0,947233 0,00424981 52,887 42,83 43,69 -0,020499 25845000 1337400 12649000 11858000

MME 0,0310854 S 6 2 ___1 0,997191 2,28E-38 198,85 108,05 126,71 -0,77616 238020000 7139200 121220000 109660000

CSNK2B 0,0309791 S 209 3 ___1 0,982941 3,40E-06 123,32 115,13 123,32 -0,06173 166230000 8305600 114150000 43780000

HSPA4 0,03095 S 76 2 ___1 1 1,59E-07 99,011 93,168 99,011 -0,15801 681670000 28038000 321530000 332100000

NAGK 0,030854 S 76 2 ___1 0,999912 3,74E-20 145,69 119,02 145,69 -0,17707 350480000 13003000 177500000 159980000

REPS1 0,0308304 T 481 3 ___1 0,539071 1,59E-06 114,06 107,03 47,397 -0,06717 136270000 1211100 73326000 61736000

PKM 0,0308298 S 37 2 ___1 0,999905 1,17E-14 132,79 108,09 104,87 0,043633 756380000 27120000 380290000 348970000

HIVEP1 0,0307872 S 1735 3 ___1 0,999694 8,88E-05 105,67 75,564 105,67 -0,30443 55681000 1969900 30390000 23321000

DLGAP4 0,0306675 T 915 2 ___1 1 0,00044619 122,64 93,148 122,64 0,25167 29358000 3415900 12571000 13371000

SNAPC4 0,0304067 S 1224 2 ___1 0,999717 0,00035719 102,52 85,888 98 0,56678 77756000 1920100 39739000 36097000

EXOSC7 0,0301442 S 177 2 ___1 1 0,00038117 120,84 94,324 94,688 -0,23204 187960000 2763400 92336000 92863000

SH3BP1 0,0300405 S 270 3 ___1 0,987816 6,55E-14 125,96 117,26 62,611 -0,44392 785510000 33245000 398010000 354250000

DIDO1 0,0300232 S 1456 3 ___1 1 1,83E-74 226,85 214,51 226,85 0,29185 1175500000 11212000 639790000 524540000

EIF4A3 0,0298685 T 163 3 ___1 0,999961 0,00029602 82,586 59,448 82,586 -0,47466 38159000 1302300 14114000 22743000

USP16 0,0296894 S 552 2 ___1 0,870148 1,52E-249 336,88 314,85 243,29 0,52078 453940000 27537000 220120000 206280000

MAP4 0,0296663 S 99 3 ___1 0,967155 1,84E-40 183,93 168,23 126,04 -0,10205 128790000 6185200 72057000 50545000

C12orf45 0,029638 S 178 2 ___1 0,998207 1,82E-20 148,57 125,79 136,17 0,24192 1398100000 41381000 761820000 594950000

FLI1 0,0294612 S 241 2 ___1 1 9,94E-14 134,04 121,98 134,04 0,35261 1203500000 48744000 585220000 569570000

MSH6 0,0294175 S 41 3 ___1 0,779975 0,00108485 42,571 26,961 42,571 0,46282 72095000 4541700 34207000 33346000

CHAMP1 0,029381 S 405 2 ___1 0,999951 0,00023859 112,64 96,889 109,72 0,033796 1311100000 53729000 631200000 626130000

KLC2 0,0293727 S 581 3 ___1 0,763391 0,00024384 113,42 43,056 53,6 -0,45544 109780000 8818300 48096000 52864000

UBE2J1 0,0292761 S 268 3 ___1 0,666667 4,13E-14 133,93 133,93 55,724 -0,58111 1427600000 970470 722110000 704470000

RAPGEF2 0,0291745 S 1022 2 ___1 0,99501 8,28E-06 96,143 65,889 95,642 -0,66814 104840000 2631500 51850000 50358000

SH2D3C 0,0291211 S 346 2 ___1 0,977264 1,67E-14 132,14 111,31 110,15 0,21747 335100000 12713000 160310000 162070000

NKAP 0,0289342 S 149 2 ___1 1 0,00019509 114,96 90,539 70,197 0,095037 492730000 49919000 220810000 222010000

SRRM1 0,0287328 S 429 2 ___2 0,999915 0,00182125 106,6 71,485 85,493 -0,25195 344470000 1980900 188950000 153530000

EIF4EBP1 0,0287106 S 101 3 ___1 0,883663 2,27E-10 98,627 86,038 59,793 0,20842 480190000 1891700 119570000 358730000

AICDA 0,0287016 S 38 3 ___1 0,970447 0,0032486 59,261 47,305 59,261 0,090531 89184000 960070 52175000 36049000

PIPSL;PIP5K1A0,0285691 S 405 2 ___1 0,998381 0,0001446 115,65 88,122 100,55 -0,42592 177330000 958730 110600000 65771000

PSMB1 0,0285691 S 68 3 ___1 0,878304 0,00014195 87,411 60,204 82,707 -0,14657 23325000 363680 12737000 10225000

LCP1 0,0285199 S 7 2 ___1 0,996915 9,49E-05 126,1 107,79 109,84 -0,53083 80687000 1644400 48636000 30407000

LIN54 0,0284187 S 310 2 ___1 1 0,00242685 86,136 31,024 74,92 -0,070875 438150000 13241000 216380000 208520000

RAD9A 0,0282862 S 277 3 ___1 0,999757 2,54E-09 115,13 99,116 115,13 0,25551 79269000 5764200 25366000 48139000

EIF2B4 0,0282862 S 130 2 ___1 0,899555 0,00053766 80,379 70,591 80,379 0,65714 271710000 11457000 124520000 135730000

CDC23 0,02823 S 588 2 ___2 0,999987 1,50E-12 133,48 113,28 133,48 -0,20104 1346400000 52174000 696880000 597390000

TRAFD1 0,0281448 S 409 2 ___1 0,777981 0,0102399 42,743 42,743 42,743 0,28159 160140000 5327500 76140000 78674000

SETD2 0,0280033 S 742 4 ___1 0,7144 8,67E-05 107,56 96,036 91,091 -0,13979 505410000 331750 262600000 242480000

BCCIP 0,0277203 S 42 2 ___1 1 2,17E-20 174,62 146,33 120,63 0,25752 13011000 10405 5236300 7764700

SRRM2 0,0275829 S 1382 2 ___1 0,989665 5,76E-51 213,49 182,27 143,99 -0,018653 109820000 6458100 53781000 49580000

POU2F1 0,0275787 S 447 3 ___1 0,557302 0,00021232 93,237 43,092 73,722 0,040867 166550000 544850 86733000 79271000

MTCL1 0,0275787 S 776 2 ___1 0,959705 9,10E-05 123,19 75,658 123,19 -0,45255 16623000 2293000 7039500 7290900

RIC8A 0,0275328 S 502 2 ___1 1 8,20E-05 121,68 108,17 91,961 -0,41244 507330000 20677000 264970000 221690000

ANKS1A 0,0271973 S 663 2 ___1 0,989549 0,00038911 101,43 85,612 86,944 -0,079832 104250000 8841500 45117000 50295000

CHAMP1 0,0270477 S 344 2 ___1 0,999989 2,32E-25 180,2 143,51 180,2 -0,15298 426370000 24794000 204870000 196710000

HTATSF1 0,0270335 S 642 2 ___1 1 3,65E-173 300,24 270,44 269,33 -0,68961 4766600000 86389000 2366200000 2314000000

NSUN2 0,0267883 S 743 3 ___1 0,999957 2,09E-08 102,71 96,485 102,71 -0,24498 383620000 10731000 192180000 180710000

MAD1L1 0,0267042 S 428 3 ___1 0,982823 2,53E-06 118,01 97,813 118,01 0,15201 94544000 9538800 41908000 43098000



QRICH1 0,0265212 S 345 3 ___1 0,924099 3,00E-31 153,5 136,49 153,5 0,82185 1015400000 29073000 561490000 424870000

SMG1 0,026447 T 3573 2 ___1 0,985874 0,00050044 119,46 88,027 119,46 0,79982 27422000 3159800 11478000 12784000

ZBTB3 0,0264459 S 362 3 ___1 0,717742 2,96E-05 103,26 88,938 55,02 0,14396 43770000 2470900 20881000 20418000

VCPIP1 0,0263043 S 997 3 ___2 0,640704 0,00021371 97,797 85,882 97,797 0,41677 144060000 720930 62064000 81271000

VCPIP1 0,0263043 S 998 2 ___2 0,823865 0,00010193 114,64 90,707 45,879 -0,78518 246940000 8375400 137930000 100640000

VCPIP1 0,0263043 S 994 2 ___2 0,999711 2,70E-05 125,5 95,588 113,53 0,69577 250090000 2182900 139580000 108320000

ALKBH5 0,026021 S 64 3 ___1 0,947106 0,00059664 67,76 57,912 67,76 -0,076287 51313000 1229000 35014000 15070000

CHAMP1 0,0260189 S 616 2 ___1 0,589527 0,00289898 87,363 61,425 70,412 -0,15681 43780000 3455600 22721000 17604000

ZNF217 0,0258793 T 648 3 ___1 0,991603 0,00827137 45,205 40,101 45,205 0,036901 63152000 2303800 28334000 32514000

DCAF10 0,0257376 S 61 2 ___1 0,5 0,00113973 87,216 64,496 87,216 0,02492 42206000 1294200 22065000 18847000

SAAL1 0,0256279 S 6 2 ___1 1 0,00012755 111,79 93,657 64,65 0,2117 1537200000 33341000 789510000 714370000

DCAF10 0,0256143 S 63 3 ___1 0,995836 0,00113973 87,216 64,496 61,444 0,056585 100670000 2083900 53476000 45109000

LARP1 0,0255478 S 546 3 ___1 0,814093 0,00011235 97,69 87,731 97,69 -0,099578 110760000 5793400 52224000 52741000

USO1 0,0254783 S 942 3 ___1 0,999999 8,73E-28 112,99 110,65 112,99 0,67449 1045600000 175900000 425270000 444410000

NCOA7 0,0254571 S 211 2 ___1 0,96945 1,91E-18 148,52 94,177 118,13 0,15349 1134200000 62361000 547450000 524430000

TANK 0,0254541 S 126 2 ___1 0,999752 0,00884371 79,23 57,459 69,815 0,16645 34999000 20332000 6799100 7867700

ZBTB7A 0,0253254 S 549 2 ___1 1 2,56E-130 270,08 240,53 270,08 0,22136 313490000 14781000 152040000 146670000

FAM122B 0,0252295 S 115 3 ___1 0,997447 0,00015701 113,01 93,176 68,168 -0,92439 4705600000 849600000 2010600000 1845300000

HIRIP3 0,025217 S 223 2 ___2 0,999994 8,47E-37 196,3 170,29 182,95 1,0677 1015600000 31360000 543120000 441110000

HIRIP3 0,025217 S 227 2 ___2 1 5,40E-64 223,9 184,34 196,3 0,12021 1069000000 32844000 514080000 522070000

ATXN2 0,0252066 S 861 2 ___1 0,999467 2,87E-06 127,5 104,51 75,97 -0,22931 198090000 58031000 75551000 64506000

INTS1 0,0251662 S 82 2 ___1 0,559688 0,0002202 76,522 76,522 76,522 -0,13607 143550000 4313000 69554000 69687000

SRP72 0,0250759 S 620 3 ___2 0,502794 4,21E-07 102,69 102,69 102,69 0,085196 160830000 1683000 106070000 53073000

TCEA1 0,0250375 S 100 3 ___1 1 6,82E-148 280,31 259,88 195,02 -0,014802 1,4024E+10 183820000 7552700000 6287800000

RBBP8 0,0249808 S 327 2 ___1 0,869771 0,00060422 94,09 77,314 55,213 -0,11443 509220000 95259000 212390000 201580000

DHX16 0,024887 S 103 2 ___1 0,999998 4,27E-20 165,86 142,73 120,66 -0,47009 268210000 12586000 145510000 110120000

PCNP 0,024887 S 108 3 ___1 0,510988 0,00279297 42,325 28,453 42,325 -0,41756 134040000 5300000 71955000 56782000

RBM6 0,024507 S 1025 2 ___1 1 3,01E-12 153,49 96,145 137,92 -0,13452 3162500000 17201000 1704400000 1440900000

INTS10 0,0243604 S 231 3 ___1 0,970184 2,27E-16 158,77 147,15 122,47 2,5792 140910000 12733000 65693000 62483000

EPRS 0,0243196 S 885 2 ___1 0,525297 4,30E-54 174,19 167,92 102,69 0,044571 160530000 4885800 78928000 76720000

EP400 0,0243196 T 2813 3 ___1 1 0,0108694 56,599 43,481 56,599 0,48254 11089000 264030 5543800 5280600

SRRT 0,0241611 S 67 4 ___1 1 6,77E-13 153,68 138,14 54,834 -0,24959 1,2121E+10 41523000 6553900000 5526000000

NISCH 0,0239712 S 1284 2 ___1 0,999991 0,0025133 100,69 41,987 100,69 0,25284 69530000 6794000 33465000 29271000

PYCR2 0,0238941 S 303 2 ___1 0,582959 0,0127502 56,514 42,851 56,514 -0,19173 58076000 7727800 22763000 27585000

CHD7 0,023758 T 2551 2 ___1 0,97406 0,00040394 123,28 100,74 123,28 -0,10369 132070000 4971500 75175000 51924000

CHAMP1 0,0236102 S 615 2 ___1 0,499995 0,00289898 87,363 61,425 87,363 -0,022855 15131000 1537100 7907600 5686800

LRRFIP1 0,0234892 S 714 2 ___1 0,936789 2,11E-27 188,92 158,03 188,92 -0,82761 283640000 11013000 133730000 138890000

SRRM2 0,0232833 T 1531 2 ___1 0,999977 6,55E-07 144,47 113,29 144,47 -0,19383 912820000 1300900 561600000 349920000

CAP1 0,0232412 S 310 2 ___2 0,999937 1,58E-07 147,1 132,12 147,1 -0,18359 3247400000 40582000 1538500000 1668300000

TJP2 0,0231153 S 966 4 ___1 0,976134 5,27E-05 118,51 103,74 80,412 -0,23568 346440000 1419800 179060000 165960000

PPP1R18 0,0230741 S 368 2 ___1 1 3,09E-07 139,6 118,35 105,31 0,27272 508940000 22564000 236580000 249790000

DNAJC21 0,0230524 S 283 2 ___1 1 6,94E-79 228,73 218,78 212,43 0,10519 789750000 33479000 379670000 376590000

AKAP2 0,022976 S 630 2 ___1 0,793762 1,78E-28 180,64 156,8 180,64 -0,5547 266000000 19751000 122560000 123690000

EEF1B2 0,0229004 T 93 2 ___1 0,694373 2,20E-95 211,89 211,89 136,2 0,54112 235560000 9909800 115300000 110350000

LSM14A 0,0228923 S 182 3 ___1 0,582895 0,00178587 85,813 62,136 45,992 1,0049 3777400000 10989000 1839600000 1926800000

LSM14A 0,0228923 S 183 2 ___1 0,5 0,00282386 85,813 62,136 62,466 0,13672 3746700000 10900000 1824000000 1911800000

BCL11A 0,0227584 S 628 2 ___1 0,522404 0,00049644 82,908 82,908 82,908 -0,10868 101510000 4015800 48894000 48602000

TWISTNB 0,0223645 S 316 3 ___1 1 2,80E-14 155,79 141,32 155,79 -0,088353 268260000 2594600 154130000 111540000

RBM33 0,022332 S 765 3 ___1 1 7,72E-05 123,75 108,1 71,529 -0,2523 1603900000 2588800 798330000 803010000

RALGPS2 0,0222584 T 326 2 ___1 0,980678 1,88E-38 179,81 164,91 96,666 -0,27249 1044200000 37204000 512510000 494450000

CCNK 0,0221596 S 9 2 ___1 0,92776 1,64E-19 153,24 124,51 153,24 0,46699 174960000 9639600 92072000 73248000

FKBP3 0,0220107 S 36 3 ___1 0,958203 4,69E-37 169,43 169,43 119,38 -0,18052 197110000 9675300 93872000 93564000

TOP2B 0,0219061 S 1424 2 ___1 0,996578 0,0177864 74,944 44,69 74,944 0,53549 32802000 4484700 14097000 14220000

CDC23 0,0218081 T 596 2 ___2 0,999407 3,18E-05 133,48 113,28 133,48 -0,20104 56478000 5116800 28587000 22775000

LMNB1 0,0217533 T 575 4 ___1 1 1,30E-27 124,22 116,22 124,22 0,078097 1995400000 56839000 924300000 1014200000

R3HDM2 0,0215566 S 349 2 ___1 0,955963 0,00016699 80,312 80,312 71,558 0,37099 243670000 7846800 119600000 116220000

NUP35 0,0214756 S 73 2 ___1 0,999294 7,24E-05 62,362 62,362 52,463 1,1732 286440000 24513000 123710000 138210000

CHAF1B 0,0214029 S 409 3 ___1 0,547927 0,00051624 72,446 66,009 61,962 -0,15803 2686400000 29101000 1366700000 1290600000

SKA3 0,0213957 T 190 2 ___1 0,901721 0,00288268 100,55 76,701 100,55 -0,11206 97779000 4770000 43794000 49216000

SMAP2 0,0213724 S 219 3 ___1 0,953922 4,67E-09 144,97 121,3 61,537 1,0252 584770000 11781000 309410000 263570000

ATP13A3 0,0213393 S 817 3 ___1 1 0,000186 119,96 99,123 86,214 -0,33383 475510000 18142000 239370000 218010000

G3BP1 0,0211122 S 149 3 ___1 1 6,02E-47 146,67 146,67 146,67 0,73349 4146700000 108160000 2106500000 1932000000

RNF213 0,0209111 S 1258 2 ___1 0,999944 1,27E-13 153,86 132,3 153,86 0,56399 21651000 310670 3581900 17759000

PPP1R18 0,0209089 S 145 2 ___1 1 0,0162729 106,2 53,944 96,668 -0,76673 51485000 1709200 24235000 25541000

KIAA0195 0,020904 S 445 2 ___1 0,862579 8,49E-06 96,544 72,713 96,544 0,6822 337030000 10190000 161830000 165000000

PRRC2C 0,0208936 T 2682 2 ___1 0,963251 0,0168013 82,426 73,091 77,318 -0,47714 100080000 3332200 46394000 50356000

USP34 0,0204844 S 2401 4 ___1 0,963314 4,76E-10 86,48 80,878 86,48 0,43342 29773000 1276700 8095900 20400000

SMAP 0,0203965 S 147 2 ___1 1 4,82E-252 331,8 299,09 113,28 0,039137 7256200000 357520000 3491200000 3407400000

ARHGAP1 0,0202302 S 51 3 ___1 0,924961 0,0002046 80,245 70,464 53,869 0,39198 673190000 32343000 338890000 301950000

EAF2 0,0201544 S 154 2 ___1 0,999999 0,00082348 99,941 83,409 99,941 0,076961 288760000 29375000 135930000 123450000

SMAP 0,0200518 S 15 3 ___1 0,903846 7,92E-14 140,94 134,22 51,871 -0,12338 2544600000 7117900 1037300000 1500100000

ZFC3H1 0,0198356 S 949 2 ___1 0,988828 4,51E-11 119,45 97,456 108,98 -0,40959 547590000 18803000 255250000 273540000

UFD1L 0,0196986 S 247 2 ___1 0,998446 1,36E-08 140,49 115,16 118,9 0,46621 983450000 31423000 491280000 460750000

CIT 0,0196308 S 1940 4 ___1 0,830182 3,31E-05 84,573 70,263 84,573 0,71883 54523000 274410 32606000 21643000

MEF2D 0,019515 S 251 2 ___1 0,999978 5,97E-05 111,95 96,01 68,283 -0,16982 572220000 14223000 302760000 255240000

RHBDD1 0,0194768 S 314 2 ___1 1 0,0217854 100,02 55,668 70,552 0,23861 30522000 1104300 14870000 14548000

LCP1 0,0194365 S 290 2 ___1 0,945472 2,52E-12 129,16 67,377 129,16 0,048182 368310000 13983000 172750000 181570000

EPS15 0,0193481 S 814 2 ___1 1 1,97E-05 103,16 103,16 73,833 0,30414 2652500000 123970000 1284300000 1244300000

PBRM1 0,0193461 S 1405 3 ___1 0,994177 0,00096034 85,42 47,994 53,779 -0,039156 30195000 1072100 11743000 17380000

LARP4B 0,0193211 S 601 2 ___1 0,953201 5,99E-07 116,24 91,984 109,16 -0,25476 823170000 29692000 397870000 395620000

SIK3 0,0192305 T 469 2 ___1 1 0,00064206 132,79 79,034 132,79 -0,32374 139370000 2558300 86494000 50317000

MLH1 0,0192037 S 406 2 ___1 0,790522 0,0173176 57,414 36,951 57,414 0,39633 8186600 275730 3223700 4687200

UCKL1 0,0191542 S 16 2 ___1 0,834296 3,04E-06 130,47 115,2 130,47 0,51123 78759000 3366700 37768000 37624000

FOXO1 0,0190794 S 287 2 ___1 0,999391 1,12E-116 254,71 213,62 234,8 0,21553 399100000 23823000 187680000 187590000

NPM1 0,0190542 S 4 3 ___1 1 1,63E-14 149,57 140,07 149,57 -0,31626 647800000 3363700 448110000 196320000

RFX7 0,018797 S 1081 2 ___1 0,999995 1,02E-05 127,36 83,763 121,99 0,016178 461800000 14780000 243550000 203470000

SLC38A1 0,0185721 T 54 3 ___1 0,967144 2,74E-28 153,81 129,38 153,81 0,1135 429840000 4187900 238290000 187360000

SLX4IP 0,0184837 S 396 2 ___1 0,890525 0,00198735 99,539 69,771 99,539 0,39552 184920000 27531000 67675000 89710000

PI4KB 0,0183493 T 263 3 ___1 0,542846 0,00322236 60,991 52,048 48,182 0,30662 20611000 962460 9722800 9925400

FANCD2 0,0183054 S 592 2 ___1 0,999619 0,00263987 96,113 70,071 93,258 0,5918 21724000 1362500 9145700 11216000

LARP1 0,0182242 T 649 2 ___1 0,999961 8,05E-08 149,23 127,03 149,23 0,30512 752910000 99769000 323470000 329670000

SRRM2 0,0182068 T 1208 3 ___1 0,999871 0,0174229 83,137 70,326 78,324 -0,29612 776990000 2358000 476240000 298380000

DNPH1 0,0180643 S 12 2 ___1 0,795454 0,00329858 61,212 39,911 61,212 -0,08962 13054000 307900 8153400 4592300

HDAC7 0,0179904 S 486 2 ___1 0,995185 3,43E-15 153,57 137,04 148,38 -0,5448 685490000 43708000 343330000 298450000

TLK1 0,0178802 T 38 3 ___1 0,999659 0,00075226 76,85 54,048 76,85 0,13935 169280000 5609900 84131000 79539000

AKAP13 0,0176369 S 2563 2 ___1 0,83877 0,00032022 110,77 76,09 110,77 -0,3901 107190000 6684200 53934000 46572000

CDK18 0,0175489 S 132 2 ___1 0,5 0,0119723 64,798 29,146 64,798 0,44012 68929000 707530 34506000 33716000

TMPO 0,0174268 T 74 3 ___1 0,999997 7,16E-34 183,01 159,28 167,88 -0,39052 2,046E+10 65408000 1,0761E+10 9633500000

TACC3 0,017231 S 71 2 ___1 0,999913 9,17E-10 116,77 64,511 116,77 -0,12242 249180000 11547000 111270000 126350000

CHTF18 0,0169451 S 871 2 ___1 1 9,48E-45 190,88 159 190,88 -0,042281 1260500000 51354000 608280000 600840000

RBM39 0,0169214 S 97 2 ___1 0,99999 2,50E-09 145,23 135,12 132,17 0,07679 2422500000 18607000 1213300000 1190500000

ACTB;ACTG1;ACTA1;ACTC1;ACTG2;ACTA20,0168692 S 323 2 ___1 0,886736 0,00074238 108,01 82,449 93,348 -0,15861 143960000 13747000 50939000 79274000

DYNC1LI1 0,0167984 S 207 2 ___1 1 2,73E-39 194,49 174,4 194,49 0,17785 1,6455E+10 193020000 8477100000 7784800000

PHRF1 0,0167968 S 973 3 ___1 0,991057 0,00024459 58,398 48,16 52,268 1,2064 78502000 9680100 37950000 30873000

WHSC1 0,0167816 T 110 2 ___2 0,999998 0,00994856 77,644 49,782 77,644 0,78711 111920000 31104000 45611000 35208000

LARP4 0,0167004 S 583 3 ___1 0,986748 7,05E-05 125,18 99,027 60,472 0,34298 498620000 43968000 225140000 229510000

SRRM1 0,0165563 S 560 2 ___2 1 0,00480872 82,069 63,973 63,727 0,14609 1026000000 5288600 595510000 425250000

SRRM1 0,0165563 S 562 2 ___2 1 1,20E-05 127,52 98,562 63,727 0,14609 1111800000 6235900 618560000 486970000

OIP5 0,0164963 S 225 2 ___1 0,999997 6,50E-06 129,54 106,16 88,092 -0,059391 67356000 828550 40760000 25768000

CAP1 0,0164556 S 308 2 ___2 0,969451 2,69E-28 189,09 171,02 147,1 -0,18359 1,3616E+10 44617000 6887100000 6683900000

ACLY 0,01642 S 481 2 ___1 0,999936 3,30E-35 162,48 144,35 162,48 -0,0024344 5469300000 504070000 2571100000 2394100000

VCPIP1 0,0162766 S 768 2 ___1 0,999044 4,70E-10 119,27 101,05 119,27 0,30096 228880000 16656000 111970000 100250000

ZNF217 0,0159041 S 662 3 ___1 0,998415 0,00022724 73,934 52,996 73,934 -0,09525 101200000 4089400 49668000 47445000

YWHAZ 0,0158971 S 207 2 ___1 0,993893 4,00E-116 252,51 228,76 231,21 -0,27309 409290000 23753000 202120000 183410000



ANKLE2 0,0157831 S 919 3 ___1 0,878055 0,00302644 54,637 27,488 54,637 0,72614 13209000 240640 6659100 6309200

CTTN 0,0156501 T 401 3 ___1 0,97867 1,93E-19 142,04 131,98 142,04 0,048065 420910000 1524000 242870000 176510000

RGS14 0,0155757 S 288 2 ___1 0,999993 5,78E-50 209,56 160,26 209,56 0,14805 293260000 1779900 134890000 156590000

NMD3 0,0154935 T 470 2 ___1 0,999051 7,07E-20 168,41 136,75 168,41 -0,21098 322450000 12336000 168590000 141520000

PRKCD 0,0154196 S 645 2 ___1 0,997007 1,79E-06 128,03 97,348 90,05 0,27994 1838100000 19644000 962810000 855660000

FAM21A;FAM21C0,0153911 S 352 2 ___1 0,999999 1,80E-29 182,17 163,78 182,17 1,0979 239660000 13880000 119540000 106240000

SRRM1 0,0153601 T 846 3 ___1 0,999937 2,47E-14 124,12 118,75 124,12 -0,29784 181180000 10938000 81310000 88930000

LASP1 0,0153548 S 146 3 ___1 0,999965 2,77E-11 147,18 134,51 147,18 -0,27009 195810000 1152400 118000000 76649000

LBR 0,0153548 T 200 2 ___1 1 0,00066321 117,31 97,008 117,31 0,21376 58121000 1758000 28290000 28073000

FOXK1 0,0153548 T 422 3 ___2 0,582778 0,0117863 47,397 30,116 47,397 -0,23455 106240000 2416500 55790000 48031000

HNRNPL 0,0151509 S 101 2 ___1 0,99999 8,29E-06 133,42 116,88 107,11 0,11478 87389000 3515600 37711000 46163000

BRF1 0,015121 S 553 4 ___1 0,999746 3,85E-46 200,14 148,49 92,632 0,078167 85279000 1743200 45673000 37862000

RCSD1 0,0151103 S 105 3 ___1 1 2,44E-32 151,82 151,82 106,93 -0,20097 1138100000 39459000 563960000 534650000

ATF7IP 0,0151017 S 496 2 ___1 0,999991 2,50E-19 139,65 139,65 131,24 -0,1551 1447300000 54581000 712620000 680140000

NEK9 0,0148759 S 869 2 ___1 0,662793 1,05E-38 190,67 163,9 190,67 -0,036529 1155000000 6351200 735870000 412790000

MCM2 0,0147382 S 27 1 ___1 0,993978 1,68E-47 180,61 159,83 102,87 0,43945 7554300000 185560000 3758900000 3609900000

TOMM70A 0,0146299 S 91 3 ___1 0,999998 1,44E-36 142,59 142,59 142,59 0,41304 3976800000 97213000 1992300000 1887200000

BABAM1 0,0144981 S 7 3 ___1 0,507923 5,18E-27 168,59 158,08 168,59 0,19545 442110000 4044600 290700000 147370000

KIF4A 0,0143553 S 815 2 ___1 0,970092 0,0002114 122,1 97,842 113,25 0,033243 55699000 2161600 25823000 27714000

DCK 0,0143553 S 11 2 ___1 0,97208 0,00026111 92,457 63,481 69,594 0,20793 24520000 51538 15010000 9458900

MICAL3 0,0143553 S 685 2 ___1 0,769364 0,00046995 116,52 100,27 112,64 -0,3266 20738000 843050 6175900 13719000

ACTR8 0,0142649 S 132 2 ___1 1 2,91E-09 151,55 86,727 71,085 0,093734 307130000 17301000 152010000 137820000

ZNF579 0,0142118 T 482 3 ___1 0,5 1,09E-10 93,269 85,048 93,269 -0,13414 353840000 13915000 166370000 173550000

SENP3 0,0140773 S 188 3 ___1 1 1,25E-06 98,942 77,713 98,942 0,032904 296540000 35713000 141510000 119320000

BCL11A 0,0140695 S 625 2 ___2 0,999911 2,49E-05 119,56 91,23 119,56 -0,44219 977750000 40142000 487990000 449620000

BCL11A 0,0140695 S 630 2 ___2 0,984416 5,86E-05 119,56 91,23 119,56 -0,44219 434530000 23997000 221590000 188940000

AKIRIN2 0,0140653 S 21 2 ___1 0,999999 2,42E-38 191,37 191,37 191,37 0,34644 2145100000 32867000 1068600000 1043600000

R3HDM2 0,0139315 S 853 2 ___1 0,559552 0,00021916 110,98 92,205 110,98 0,2546 59641000 1808000 29478000 28354000

DNMT1 0,0137976 S 714 3 ___1 1 8,05E-140 243,41 206,81 42,106 0,21144 5881100000 128280000 2862200000 2890500000

CHMP2B 0,0137566 S 199 2 ___1 0,999956 1,65E-15 133,42 118,28 133,42 -0,080623 1279800000 39226000 647100000 593440000

HDGFRP2 0,0134257 S 240 2 ___1 1 1,19E-05 128,71 105,62 93,478 -0,21499 2264300000 32517000 1214000000 1017800000

RRP1B 0,0133937 S 513 2 ___1 0,987809 0,0100762 71,085 47,765 71,085 -0,094122 140980000 5763700 69011000 66205000

SEC31A 0,0133328 S 527 3 ___1 0,999698 3,72E-37 143,35 143,35 65,57 -0,48329 2670400000 108030000 1399500000 1162900000

NUP153 0,0133109 S 240 3 ___1 0,997142 1,94E-05 77,065 71,531 77,065 0,24918 51513000 541110 24712000 26260000

MACF1 0,0131907 S 4496 2 ___1 0,696563 0,0001081 119,39 82,195 119,39 -0,69872 36895000 1013000 18013000 17869000

TRIM5 0,0130691 S 86 3 ___1 1 0,00609 60,474 41,416 59,673 -0,17886 21906000 77313 3391100 18437000

RALY 0,0129261 S 288 4 ___1 0,95674 1,41E-11 113,47 101,82 113,47 -0,27842 108600000 1706700 81473000 25420000

NUP98 0,0129261 T 546 2 ___1 0,96841 0,0104971 93,667 63,893 93,667 0,40511 32985000 1606000 11663000 19717000

RASSF6 0,0128855 S 179 2 ___1 1 3,16E-08 101,95 101,95 101,95 0,032125 475280000 14896000 240870000 219510000

FAM195A 0,0128412 S 82 3 ___1 0,997338 6,29E-88 227,58 201,09 227,58 1,4354 472380000 5649000 139110000 327620000

SRRM2 0,0127969 T 1413 3 ___2 0,885868 3,34E-44 193,23 181,26 91,869 -0,068123 1146100000 35544000 609320000 501190000

CHD1L 0,0125692 S 636 3 ___1 1 0,00010696 108,17 86,411 54,237 0,74216 135190000 5875600 60863000 68449000

LIG1 0,0125327 S 201 2 ___2 0,99941 2,28E-18 167,28 150,03 167,28 -0,38407 134440000 6431300 63379000 64633000

LIG1 0,0125327 T 195 2 ___2 0,999972 2,28E-18 167,28 150,03 167,28 -0,38407 1640800000 76798000 804450000 759570000

CHAMP1 0,0125225 S 108 2 ___1 1 1,16E-09 115,7 104,49 90,964 0,38811 542200000 26594000 257140000 258470000

SYMPK 0,012507 S 1259 2 ___1 0,999986 1,18E-38 200 150,55 200 -0,50531 666050000 7755700 341040000 317250000

NUP214 0,0124972 T 416 3 ___1 0,998509 0,00256722 79,311 56,836 79,311 -0,93465 3656000 775290 1506100 1374700

PDXDC1 0,0124946 S 736 4 ___1 0,849163 6,75E-130 243,46 228,05 198,33 1,3325 741300000 13907000 299270000 428120000

PGAM1 0,0123541 S 14 2 ___1 1 2,20E-05 133,71 117,36 130,1 -0,255 146450000 3260900 74075000 69117000

RBL2 0,0122772 S 1059 4 ___1 1 1,73E-14 157,14 149,34 141,31 -0,19403 533250000 11871000 287310000 234060000

RALGPS2 0,0122759 T 361 2 ___1 0,999288 4,93E-05 85,355 76,141 72,2 0,14172 1139700000 60365000 554710000 524630000

DNAJC6 0,0122303 S 570 2 ___1 0,863551 0,00759221 68,277 36,023 68,034 -0,63768 26360000 579820 7602600 18178000

INPP5F 0,0120997 S 942 3 ___1 0,989549 0,00011835 105,19 90,218 84,946 -0,018835 566910000 53231000 257800000 255870000

RBL2 0,011994 S 1080 2 ___1 0,938528 1,75E-05 134,98 107,23 134,98 0,47846 111170000 5591700 47110000 58467000

RGPD5;RGPD8;RGPD1;RGPD2;RANBP2;RGPD3;RGPD40,0119338 T 2450 2 ___1 0,999895 5,23E-14 126,19 116,71 110,93 -0,025232 446570000 16286000 219880000 210410000

SRRM2 0,0119249 S 968 3 ___1 0,723285 0,00755956 49,528 26,725 49,528 -0,2513 13214000 337830 6389800 6485900

MYBBP1A 0,0118628 S 775 3 ___1 1 8,88E-66 176,33 165,98 176,33 0,014414 3577600000 98859000 1576600000 1902100000

MYBL2 0,0117874 S 241 2 ___1 1 9,07E-09 140,96 126,54 140,96 1,2208 252080000 11221000 123270000 117590000

MS4A1 0,011562 S 36 2 ___1 0,999998 7,98E-39 198,51 175,5 113,47 0,12974 5595200000 155820000 2773100000 2666300000

NSUN2 0,0114232 S 473 3 ___1 0,999425 1,15E-125 219,7 209,84 219,7 -2,0485 694110000 25863000 354290000 313960000

RBM12 0,0113525 S 422 3 ___1 0,629853 0,00023209 82,069 77,178 72,681 0,081516 37445000 223160 15710000 21512000

RBM12 0,0113525 S 424 3 ___1 0,5 0,00023209 82,069 77,178 82,069 -0,16556 29203000 223160 15710000 13270000

DBF4 0,0113525 S 420 3 ___1 0,999767 0,00014223 85,927 64,393 85,927 0,37391 81960000 1389000 50729000 29842000

EXOC4 0,0113525 T 237 3 ___1 0,993612 0,00054543 72,145 60,866 62,684 0,33638 30588000 755970 15953000 13879000

GDI2 0,0112796 S 61 2 ___1 0,99993 0,00098358 71,888 43,082 71,888 -0,013539 530110000 57289000 248100000 224720000

SFPQ 0,0112703 T 226 3 ___1 0,950356 0,00010604 109,37 97,963 109,37 0,3058 107900000 37033000 37282000 33588000

RPIA 0,0112093 S 106 3 ___1 0,862609 5,07E-05 113,26 103,2 113,26 -0,034546 21556000 550110 13387000 7619000

PHRF1 0,011126 S 814 2 ___1 0,999057 0,00493809 61,435 49,588 61,435 0,081958 108210000 4143900 56040000 48026000

OSBPL11 0,0110998 S 181 2 ___1 0,97697 1,35E-09 150,05 119,61 140,84 0,48884 168490000 5939200 87890000 74663000

WNK1 0,0110569 S 2029 2 ___1 0,998429 1,66E-172 291,18 272,35 291,18 -0,73 164090000 10119000 82004000 71968000

SNW1 0,0106194 S 232 2 ___2 0,964209 0,00015997 81,884 81,884 45,723 -0,040137 597930000 21106000 318380000 258440000

SIPA1 0,0104934 S 53 2 ___1 0,499999 0,00337429 74,326 64,094 74,326 1,1011 17699000 596770 7602900 9499100

NUP210 0,0104923 S 1852 4 ___1 0,625485 2,71E-06 83,216 76,64 83,216 -0,0087953 161530000 2351900 82347000 76826000

KIF21B 0,0104451 S 1167 2 ___1 0,999961 5,44E-11 121,61 68,011 104,43 0,017413 656500000 31576000 320220000 304700000

SYNRG 0,0101584 S 720 2 ___1 0,999999 0,00049441 95,751 68,78 87,647 0,076915 147620000 5202500 72486000 69932000

VAMP4 0,0100716 S 30 3 ___1 1 1,12E-114 252,77 219,77 98,132 0,97288 1885600000 21586000 960790000 903260000

CLASP2 0,0100636 S 368 3 ___1 0,628486 2,73E-05 103,88 90,873 91,065 1,1563 292300000 725570 160910000 130670000

DOK3 0,00998427 S 330 2 ___1 0,918996 0,00013653 97,69 74,969 85,536 -0,19724 4207100000 141700000 2057500000 2008000000

KMT2A 0,0097772 S 1837 3 ___2 0,838467 3,86E-05 88,001 80,379 88,001 -0,18472 279400000 18863000 145180000 115360000

KMT2A 0,0097772 T 1845 3 ___2 0,933673 0,00561285 53,895 45,806 53,895 0,095599 61857000 10413000 27608000 23835000

ASUN 0,0097377 S 626 2 ___1 1 3,88E-41 197,84 177,75 134,98 -0,24718 1859200000 64200000 914000000 881000000

TTC7A 0,00957187 S 647 2 ___1 1 0,003296 85,522 71,943 85,522 0,12427 51183000 2189500 26280000 22714000

ELMSAN1 0,00932822 S 636 3 ___1 0,845543 3,27E-19 153,97 138,65 142,45 -0,068918 256110000 1811100 164230000 90070000

TMEM201 0,00913525 S 441 2 ___1 0,996252 3,04E-05 125,36 83,654 96,745 0,57592 405160000 4552200 189400000 211210000

ENO1 0,00909572 Y 44 3 ___1 0,999563 4,59E-05 126,63 94,79 103,27 0,40978 1191400000 77238000 577840000 536320000

PPP6R1 0,00906043 S 530 4 ___1 0,585489 2,57E-84 233,43 222,22 162,82 -0,25716 300210000 4767700 163560000 131880000

RLTPR 0,00905997 S 1423 2 ___1 0,999924 4,26E-12 152,67 116,35 152,67 -0,19572 42530000 3891600 19975000 18663000

HDAC7 0,00890683 S 155 2 ___1 0,999932 0,00012137 97,965 57,084 91,087 0,067816 1372800000 61643000 664570000 646540000

DAP 0,00873183 S 51 3 ___1 0,99023 7,04E-11 137,29 131,26 137,29 0,47211 842170000 21119000 428170000 392880000

ELAVL1 0,00864074 S 202 3 ___1 1 2,45E-21 173,37 152,02 173,37 0,0056028 967120000 38604000 470960000 457560000

POLR3E 0,00863037 S 503 3 ___1 1 8,54E-11 108,86 104,41 108,86 -0,22671 318860000 8563800 158990000 151310000

PRPF3 0,00856041 S 619 3 ___1 1 1,43E-150 254,4 254,4 125,52 -0,45384 2759400000 96371000 1422700000 1240300000

NFATC4 0,00850319 S 289 2 ___1 1 3,95E-08 139,17 115,61 139,17 -0,066818 1056400000 18811000 541100000 496540000

SEC31A 0,00848693 T 1165 3 ___1 0,92908 0,00011433 90,308 83,277 62,589 -0,15475 42768000 8431400 19199000 15137000

SNTB2 0,00847313 S 95 3 ___2 1 0,00015751 123,95 104,82 48,106 0,076417 794480000 27920000 416120000 350440000

SNTB2 0,00847313 S 110 2 ___2 1 8,85E-07 136,3 116,56 78,763 -0,84361 695610000 12269000 358270000 325080000

TBC1D10B 0,00837916 S 687 4 ___1 0,999997 5,73E-46 171,89 152,07 127,17 0,048483 1699400000 3770000 941410000 754200000

ROCK1 0,00833333 S 1328 2 ___1 0,986096 0,00347503 83,617 64,346 81,431 -1,3275 28916000 2900900 13292000 12722000

RNF34 0,00830635 S 254 2 ___1 0,995559 7,35E-05 109,37 85,083 109,37 1,2695 157320000 3958700 66511000 86846000

CD2BP2 0,00811934 S 195 3 ___1 0,986159 2,17E-12 160,48 138,15 110,98 0,06675 8503900000 18587000 4467600000 4017700000

LARP1 0,00805553 S 774 3 ___1 0,999383 0,00022793 94,728 74,265 69,594 0,061212 2066500000 86448000 1036500000 943590000

USP24 0,00805531 S 2561 2 ___1 0,993352 1,33E-20 172,37 156,01 145,17 -0,65135 733870000 30206000 350990000 352670000

ARHGEF18 0,00804842 S 94 2 ___1 1 2,85E-21 176,11 150,95 172,97 0,18792 723860000 13704000 369910000 340250000

WDR62 0,0080113 S 1144 3 ___1 0,977369 0,00016808 90,968 76,952 79,237 0,39069 978160000 5448500 464330000 508380000

OFD1 0,00776951 S 686 3 ___1 0,879203 1,66E-05 125,12 79,867 121,74 0,068282 109920000 1134000 57217000 51573000

DNMT1 0,00776951 S 143 2 ___1 1 1,62E-37 190,44 167,86 190,44 0,55606 237040000 10231000 107410000 119390000

ZGRF1 0,00776951 S 793 3 ___1 0,99996 0,0100331 48,053 37,064 48,053 -0,41429 38766000 11287000 14508000 12970000

ZNF407 0,00768386 S 1262 2 ___1 0,999948 0,00201644 92,925 68,071 78,324 0,092041 113880000 64121000 24548000 25213000

EDC4 0,00756974 S 879 3 ___1 0,978538 1,95E-45 140,49 134,26 93,236 0,25151 1820300000 58542000 818060000 943650000

PRR12 0,00733906 T 1705 3 ___1 1 6,39E-07 146,59 119,91 64,454 -0,030014 268830000 584750 136030000 132210000

HPS5 0,00725557 S 534 2 ___1 0,997819 0,00071085 101,38 87,173 86,772 -0,28279 163450000 6829700 79238000 77380000

SPAG9 0,00719549 S 183 3 ___1 0,982417 1,61E-09 143,4 132,56 141,08 -0,24479 161090000 5883300 84117000 71093000

ZNF768 0,00713122 S 83 2 ___1 0,999767 0,0161219 64,65 49,111 64,65 -0,16123 84742000 2596800 47544000 34601000

BACH2 0,00700308 S 315 2 ___1 0,999993 5,36E-05 109,89 83,744 109,89 0,46322 468730000 5057600 240890000 222780000



FMNL1 0,00695877 S 184 2 ___1 0,999998 1,03E-35 193,98 173,64 116,51 -0,014713 5239400000 138620000 2795400000 2305400000

TAF6L 0,00690831 S 501 4 ___1 0,835649 7,72E-10 75,662 65,38 75,662 -0,6156 25042000 221510 4925700 19895000

PPP4R2 0,00672859 S 226 2 ___1 0,999986 0 520,06 520,06 448,34 -0,065751 2531900000 109080000 1229700000 1193200000

THRAP3 0,00672026 S 243 1 ___2 1 7,02E-75 201,66 180,21 164,81 -0,42281 2,1928E+10 818220000 1,1683E+10 9426600000

SETD1A 0,00644691 S 468 3 ___1 0,542466 8,36E-18 86,141 86,141 86,141 0,22369 167950000 7347800 84054000 76546000

DOCK8 0,00643221 S 903 2 ___1 0,780002 9,26E-23 175,15 145,66 158,58 0,3183 486160000 20353000 234130000 231670000

SETD2 0,00626284 T 1872 2 ___1 0,997345 7,04E-24 179,5 140,72 179,5 0,090893 160430000 24894000 57301000 78234000

MEF2D 0,00625888 S 444 3 ___1 0,999217 0,00078085 92,925 53,659 92,925 -0,92772 437700000 38752000 214420000 184530000

ADAR 0,00619029 S 823 2 ___1 0,629609 2,48E-05 106,19 95,399 91,616 -0,061477 1095800000 17405000 601370000 476990000

NCAPD3 0,00600349 S 1382 2 ___1 0,77407 3,01E-19 138,19 138,19 138,19 0,057503 906180000 68079000 428870000 409230000

SIN3A 0,00597005 S 940 2 ___1 0,943071 0,00673363 64,064 56,177 64,064 0,8314 29517000 1731400 14245000 13540000

HDGF 0,00592506 S 165 3 ___1 1 1,76E-45 209,67 164,55 61,641 -0,15792 6,0893E+10 1406400000 3,0757E+10 2,8729E+10

ADD3 0,00590832 S 423 2 ___1 0,999886 5,35E-45 191,42 176,87 185,5 0,17867 319070000 10796000 171530000 136740000

WDR44 0,00590291 S 50 2 ___1 1 5,43E-10 114,87 91,192 114,87 0,28573 224920000 6766700 107200000 110950000

NDC1 0,00584998 S 406 2 ___1 0,999997 4,56E-22 177,04 154,51 177,04 -0,41138 491630000 27815000 227950000 235860000

UTY;KDM6A 0,00579808 S 889 3 ___1 0,531982 0,00481084 51,875 10,783 51,875 -0,6338 142260000 2614500 74761000 64888000

INTS1 0,00571629 T 83 2 ___1 0,873436 0,0005448 80,69 69,2 80,69 0,25327 114150000 3253900 60704000 50189000

HDAC7 0,0054719 S 573 3 ___1 0,999979 0,00175462 62,792 42,783 62,792 -0,18926 12634000 411270 6037800 6184900

CHAMP1 0,00533202 T 103 3 ___1 0,755856 0,00860703 52,731 29,284 44,831 -0,21417 104920000 9110400 49891000 45919000

ATP2B1 0,00531311 S 1155 3 ___1 0,996934 3,17E-05 101,94 86,691 93,583 0,034569 142120000 7624000 66156000 68338000

AKAP13 0,00516493 S 1602 4 ___1 0,998969 4,24E-30 138,15 113,14 138,15 -0,28325 184180000 28242000 97985000 57955000

NR3C1 0,00513737 S 203 3 ___1 0,968114 1,07E-57 212,01 195,3 88,395 0,043723 231890000 8187300 137340000 86361000

PSMD1 0,00504102 T 270 2 ___1 0,821218 0,00104877 68,952 49,66 50,358 -1,3367 85625000 11515000 39857000 34253000

LIG1 0,00484392 S 66 2 ___1 1 1,41E-63 208,37 208,37 96,487 0,87961 4553200000 242140000 2226800000 2084300000

NONO 0,00482032 T 450 2 ___1 1 6,82E-89 221,6 187,76 179,19 -0,16333 1312100000 61151000 636880000 614030000

ITPR1 0,00460933 S 1598 2 ___1 1 0,00263539 97,463 65,254 97,463 -0,5129 31070000 1209000 15550000 14311000

EXOC1 0,00460933 S 473 2 ___2 0,993725 1,19E-28 158,3 158,3 142,89 0,056964 260800000 13968000 116590000 130240000

TSSC1 0,00417777 S 320 4 ___1 0,999719 8,07E-19 138,24 119,78 127,01 -0,55498 997770000 7146400 540100000 450520000

PKN2 0,00396956 S 583 2 ___1 0,872304 9,20E-08 122,97 107,34 113,35 -0,067759 406290000 17186000 202690000 186410000

AEBP2 0,00388999 S 141 2 ___1 0,997027 0,00021221 119,47 90,172 119,46 0,14919 28038000 1660700 16642000 9735200

NCAPD3 0,003856 S 1384 2 ___1 0,864122 1,79E-27 154,46 154,46 147,64 0,33263 887960000 42017000 440350000 405600000

DYNC1LI1 0,00384575 S 421 2 ___1 0,988916 1,32E-06 138,66 106,38 119,04 -0,3629 104250000 4392700 43199000 56662000

WIPF1 0,00374544 T 345 2 ___1 0,886827 7,87E-38 190,87 161,53 114,59 0,45599 222250000 18327000 105210000 98720000

SNX15 0,00356248 T 229 3 ___1 0,499992 1,01E-12 88,071 79,968 88,071 -0,29906 493160000 19458000 254200000 219500000

AP1AR 0,00331442 S 51 4 ___1 0,999738 8,17E-81 212,22 180,6 212,22 0,13529 124090000 888850 110710000 12494000

SLC4A7 0,00312375 S 242 3 ___1 1 8,39E-05 119,17 71,054 52,891 0,083889 4817500000 10935000 2522500000 2284100000

RALBP1 0,00308183 S 62 3 ___1 1 2,92E-09 134,45 123,45 134,45 -0,28086 387060000 24420000 190810000 171830000

OXR1 0,00288247 S 201 2 ___1 0,962389 0,00026267 103,79 88,012 103,79 0,059519 20873000 1990600 6661400 12221000

CEP170 0,0028811 S 1112 2 ___1 0,989666 3,85E-50 211,16 173,74 211,16 -0,38833 1184600000 53282000 589520000 541810000

CHD3 0,00282375 S 1601 2 ___1 0,999984 5,86E-116 263,71 244,46 214,28 0,33026 1643500000 51205000 908070000 684240000

KHDRBS1 0,00279801 S 20 2 ___1 0,969134 4,37E-09 141,85 131,33 133,48 0,64509 1802400000 48289000 901570000 852520000

BRI3BP 0,00277392 S 248 3 ___1 0,999954 0,00247951 100,55 46,137 82,171 -0,20588 749450000 12945000 369050000 367460000

PLCL2 0,0026798 S 1113 2 ___1 1 0,00282117 104,17 74,239 83,499 -0,13039 555490000 9034300 279640000 266810000

POU2AF1 0,00259443 S 228 2 ___1 0,969898 0,00657189 88,596 37,151 88,596 -0,16025 21197000 9703200 5697700 5796000

SRRM2 0,00259443 T 1492 3 ___1 1 0,00827687 98,754 54,115 52,247 -0,082153 2950600000 1839600 1730200000 1218600000

LSP1 0,00259443 T 175 3 ___2 0,527775 0,00094296 53,209 47,549 53,209 0,31014 409550000 18458000 185050000 206040000

XPO4 0,00249544 S 521 3 ___1 0,996637 2,46E-157 256,67 256,67 68,49 0,12023 676540000 29125000 342560000 304860000

CHAMP1 0,00247111 T 458 2 ___1 0,499996 0,00010592 99,568 99,568 99,568 -0,22647 1052400000 46428000 502570000 503380000

GTF3C4 0,00240317 S 611 2 ___1 1 1,37E-34 185,27 164,99 185,27 1,0689 266530000 10673000 124880000 130970000

POLDIP3 0,00225324 S 127 2 ___1 0,918613 1,43E-29 181,85 166,82 146,39 0,63861 367840000 1014800 185720000 181110000

U2SURP 0,00192111 S 811 2 ___1 1 3,95E-35 160,69 160,69 134,21 0,084652 6350000000 258080000 3090400000 3001500000

SCAF1 0,00187425 S 498 3 ___2 0,979863 0,00088429 60,728 46,114 53,482 0,13445 79933000 140500 15246000 64547000

SCAF1 0,00187425 S 500 3 ___2 0,979863 0,00088429 60,728 46,114 53,482 0,13445 79933000 140500 15246000 64547000

SCAF1 0,00187425 Y 494 4 ___2 0,718917 0,00183425 54,683 43,78 54,683 0,82784 21490000 140500 15246000 6104200

FKBP15 0,00173014 S 1114 3 ___1 0,99995 6,83E-06 58,304 55,897 58,304 0,38192 308710000 16808000 139700000 152200000

PRRC2A 0,00155708 S 1219 2 ___1 1 5,23E-10 115,14 115,14 56,205 0,28101 4106200000 130930000 2043500000 1931800000

ACIN1 0,0014962 S 1004 2 ___1 1 0,00319098 96,745 86,33 96,229 0,14885 283010000 6466800 104140000 172400000

CASC3 0,00149306 S 363 3 ___2 0,999962 6,11E-35 181,56 165,41 136,12 0,29882 4281100000 26106000 2387900000 1867100000

TSSC4 0,00144204 S 146 4 ___1 0,999968 0,00015397 85,376 76,329 61,499 0,29923 84645000 261130 42496000 41887000

EEF1G 0,00143113 T 46 4 ___1 0,845437 6,29E-05 92,275 80,079 69,619 -0,10124 713690000 7855100 351950000 353890000

EI24 0,00105232 S 326 2 ___2 1 0,00036511 91,202 73,962 65,295 -0,54314 301420000 10187000 139840000 151390000

EI24 0,00105232 S 330 2 ___2 1 0,00036511 91,202 73,962 65,295 -0,54314 239620000 7468200 108090000 124060000

YBX1 0,00105017 S 176 2 ___1 1 3,13E-258 303,57 288,88 79,81 -0,41072 3809200000 120890000 1950000000 1738300000

WDTC1 0,00100953 S 511 2 ___1 0,995993 0,0189188 57,159 27,47 57,159 0,57437 7077400 622380 2947500 3507500

KDM3A 0,00100953 S 445 3 ___1 0,991359 7,05E-05 115,54 99,476 78,975 0,089561 114980000 9124000 53385000 52471000

METAP2 0,00099109 T 30 3 ___1 0,54205 6,88E-15 90,958 80,326 65,399 -2,378 606680000 10308000 231240000 365130000

LRCH3 0,00095147 S 415 4 ___1 0,999702 5,75E-05 105,9 99,866 105,06 -0,10408 205710000 21133000 100600000 83972000

KMT2A 0,00086533 S 516 3 ___1 0,557494 1,92E-05 100,95 80,501 93,667 -0,98826 105450000 48228000 31388000 25835000

CARD11 0,00075227 S 925 2 ___1 0,998144 0,00012638 115,34 32,261 98,337 -0,56968 337790000 14031000 171150000 152610000

WDR20 0,00070605 S 434 3 ___1 0,998829 0,00018987 84,375 68,746 82,586 0,40009 130320000 6882800 60092000 63349000

C2orf44 0,0006963 S 690 2 ___1 0,999866 4,74E-26 150,05 150,05 150,05 -0,2757 800890000 27671000 404870000 368350000

CHD8 0,00031883 S 2519 2 ___1 0,95597 1,29E-13 153,74 123,2 143,67 0,2873 255990000 5474000 136380000 114140000

TRIM28 0,00019467 S 50 4 ___1 0,945395 6,67E-57 182,15 174,83 99,794 -0,2479 260130000 3765900 149000000 107370000

NMT1 0,00014429 S 47 2 ___1 1 0,00014648 124,33 105,7 124,33 0,12865 181430000 6155200 57162000 118110000

MSL2 -2,08E-05 S 566 2 ___1 1 3,58E-05 121,83 93,103 121,83 -0,34566 39027000 1665600 23491000 13870000

SYNE1 -0,0001443 S 8305 2 ___1 1 0,00096034 85,42 61,709 79,646 2,0677 122190000 2405500 75782000 44005000

PAPD4 -0,000236 S 95 4 ___1 1 2,27E-11 145,02 131,55 145,02 0,43841 231970000 11963000 109830000 110170000

LEO1 -0,0002742 S 162 3 ___1 1 7,95E-19 174,22 163,75 72,145 0,30041 112410000 1910100 66344000 44156000

NOP2 -0,0003496 T 195 2 ___1 0,999996 4,40E-20 143,4 128,02 128,03 0,1585 771590000 35593000 372730000 363260000

EEF2 -0,0004169 S 502 2 ___1 1 0,00087202 113,62 96,391 113,62 0,14398 264610000 32103000 119750000 112750000

CSDE1 -0,0005129 S 514 2 ___1 0,995026 4,73E-13 153,11 95,398 131,12 -0,49238 126990000 6359100 63755000 56879000

CHAMP1 -0,000528 S 476 2 ___1 1 0,00868697 63,184 40,562 63,184 0,40246 257650000 10181000 132590000 114880000

TPI1 -0,000555 S 58 2 ___1 1 1,76E-75 197,88 197,88 180,78 0,36104 4,5477E+10 280380000 2,3961E+10 2,1236E+10

IWS1 -0,0006281 S 313 2 ___2 1 9,46E-125 267,21 233,43 245,55 -0,26518 339180000 11226000 170020000 157930000

IWS1 -0,0006281 S 315 2 ___2 0,997763 2,24E-08 146,77 117,87 117,2 0,27007 164370000 6040500 83534000 74796000

TMPO -0,0007207 S 351 2 ___1 0,999591 2,03E-59 190,37 150,74 190,37 -0,97381 161560000 3928200 100960000 56673000

MYO18A -0,0007793 S 2020 4 ___1 0,999991 8,94E-11 144,26 132,3 91,175 -0,11089 205420000 853070 100150000 104420000

LIG1 -0,0008226 S 199 2 ___1 0,809803 1,02E-13 132,15 124,24 132,15 0,16468 876760000 34724000 446690000 395340000

WDHD1 -0,0008977 S 407 3 ___1 0,999991 2,63E-10 89,823 77,478 74,397 0,48722 1415600000 17436000 657900000 740290000

NFATC2IP -0,0009116 S 369 3 ___1 0,985925 3,27E-63 219,85 186,07 176,27 0,042693 1791600000 218070000 799950000 773620000

ZC3H18 -0,0010535 S 487 2 ___1 0,999976 0,00995854 91,937 13,389 91,937 0,3031 27993000 268320 14308000 13417000

DOCK8 -0,0011402 S 451 2 ___1 1 1,79E-05 124,51 87,668 124,51 -0,13043 117430000 7583900 71503000 38342000

LYSMD2 -0,0011639 S 31 2 ___1 0,571607 0,00039954 102,65 88,217 95,822 -1,2119 84652000 19797000 31002000 33853000

NFATC2IP -0,0011893 S 204 2 ___1 0,99994 1,32E-156 248,46 248,46 239,1 0,40151 2382500000 78572000 1181700000 1122300000

ZDHHC5 -0,0013758 S 432 2 ___1 0,999858 0,00029685 115,66 101,75 115,66 0,27142 131410000 27770000 51206000 52436000

PAXBP1 -0,0013856 S 262 2 ___1 1 1,25E-129 270,08 223,11 270,08 -0,15542 287970000 2361700 152360000 133250000

PDS5A -0,0014246 S 1305 2 ___1 1 5,77E-81 238,64 216,49 85,619 -0,067945 2033000000 17382000 1072700000 942900000

ZNF579 -0,0014581 S 483 3 ___1 0,755017 1,09E-10 93,269 85,048 60,943 -0,070433 540850000 22410000 252240000 266190000

TTK -0,0016304 S 821 2 ___1 0,94676 5,98E-05 125,61 110,45 125,61 -0,37451 80763000 2684200 33681000 44398000

LARP1 -0,001717 S 824 3 ___1 0,914657 0,00010181 99,387 89,288 57,981 -0,39514 74285000 2097700 39458000 32729000

HDAC2 -0,0019423 S 394 3 ___1 1 5,17E-38 135,84 124,6 62,605 -0,70331 2412600000 111190000 1297500000 1003900000

PPP6R3 -0,0019965 S 617 2 ___1 1 5,19E-198 305,87 281,27 127,22 0,022328 917140000 18737000 482100000 416300000

CXCR4 -0,0020357 S 348 2 ___2 0,999758 1,50E-98 251,04 223,7 248,75 -0,011357 264930000 4110000 126460000 134360000

CXCR4 -0,0020357 S 351 2 ___2 0,856866 0 450,52 437,1 104,44 -0,56469 110240000 1847500 53760000 54628000

TNIP1 -0,002079 S 434 3 ___2 0,513555 4,99E-07 72,113 62,399 72,113 0,30204 13551000 604330 5064400 7881900

TNIP1 -0,002079 T 431 3 ___2 0,563038 4,99E-07 72,113 62,399 72,113 0,30204 13551000 604330 5064400 7881900

SMEK1 -0,002209 S 737 3 ___1 0,799385 0,00067955 76,759 34,442 76,759 0,10125 7658800 109150 3859800 3689800

LSM14A -0,0022912 S 192 2 ___1 0,998245 1,59E-256 330,8 308,15 266,2 0,78467 2,3284E+10 469430000 1,1882E+10 1,0932E+10

HNRNPD -0,0023835 T 193 2 ___1 0,999919 0,00037795 100,54 85,511 100,54 -0,48661 310210000 32306000 137500000 140410000

TOPBP1 -0,0023912 S 888 2 ___1 0,999715 3,00E-08 149,69 125,84 149,69 0,14694 141310000 10241000 60068000 71005000

PPP1R18 -0,0025269 S 221 3 ___1 0,838391 0,00017512 84,829 70,671 75,97 -0,14846 107920000 3727800 52145000 52046000

TRIP11 -0,0026425 S 1842 3 ___1 0,969457 0,00032743 56,383 49,508 45,685 1,7969 131740000 2101500 52150000 77493000

MYBBP1A -0,0026983 S 1308 2 ___1 0,996325 4,64E-28 180,62 140,39 158,45 0,39915 527460000 3067300 263150000 261250000

NAP1L4 -0,0028739 S 299 3 ___1 0,666485 6,13E-20 95,819 95,819 40,104 0,86385 31426000 661680 16187000 14577000



PRRC2C -0,0030907 T 2673 3 ___1 0,982755 0,00854471 51,234 39,088 51,234 0,0074033 104720000 2479900 57730000 44511000

HMHA1 -0,0031101 S 23 2 ___1 0,999781 1,15E-38 196,95 135,84 158,93 2,9955 740890000 63721000 350110000 327060000

EHD1 -0,003115 S 456 3 ___1 0,999078 8,98E-05 126,22 110,71 81,144 0,3569 105140000 1717600 70337000 33088000

NUDC -0,0031774 S 139 2 ___1 0,999999 0 409,78 392,21 327,1 -0,41952 1378700000 8929800 702590000 667200000

NO66 -0,0032683 S 109 3 ___1 1 2,97E-05 107,24 92,623 107,24 0,75462 104000000 639060 71850000 31513000

PABPN1 -0,0033765 S 19 2 ___1 1 3,07E-05 99,021 83,266 91,589 0,21521 181730000 14866000 94151000 72714000

NRBP1 -0,0034469 T 433 2 ___1 0,999972 7,68E-13 152,94 139,73 151,16 -0,44051 2690800000 48157000 1366100000 1276500000

C6orf106 -0,00366 S 215 2 ___1 1 4,95E-08 128,71 68,259 88,73 -0,0055427 536070000 21231000 259230000 255620000

TLK1 -0,0037414 S 744 3 ___1 0,620222 2,60E-19 91,603 84,65 44,74 -0,073616 21654000 1009000 8181100 12464000

TBC1D1 -0,0037435 S 237 2 ___1 0,999666 0,00068623 85,731 56,258 85,731 0,117 1361100000 44957000 675330000 640770000

NUP98 -0,0038011 S 934 2 ___1 0,998191 2,45E-28 147,07 147,07 147,07 -0,16939 1397700000 46790000 684400000 666470000

DCAF15 -0,003915 S 50 2 ___1 0,999998 0,0151937 78,136 38,115 78,136 -0,47691 28158000 174990 14996000 12987000

MCPH1 -0,0039352 S 333 2 ___1 0,998162 1,50E-17 170,18 131,4 170,18 -0,81016 181370000 2526600 92819000 86030000

DKC1 -0,0040976 S 453 2 ___2 0,997942 1,87E-51 207,43 179,94 137,89 -0,25479 266450000 10764000 111450000 144240000

CLUH -0,0043346 S 664 2 ___1 0,998639 6,72E-42 192,11 165,3 192,11 0,044576 126630000 2574400 84086000 39971000

NCOR2 -0,0043957 S 2258 2 ___1 0,999678 2,21E-05 123,63 108,75 123,63 -0,40406 389930000 14132000 192140000 183650000

WHSC1L1 -0,0045174 S 107 3 ___1 0,941576 0,00246177 45,14 35,513 42,468 0,077824 77950000 32711000 15318000 29920000

ACLY -0,0046136 S 455 2 ___1 0,999574 3,78E-28 182,28 159,05 87,895 -0,23059 9102700000 22438000 4581300000 4498900000

KCNAB2 -0,004653 T 6 2 ___1 0,654406 0,00466574 80,318 63,786 80,318 -0,81426 25720000 786940 13872000 11061000

UBR4 -0,0047671 S 181 2 ___1 0,998606 1,60E-27 156,36 121,61 113,24 0,094374 410240000 12838000 197480000 199920000

INPP5D -0,0048556 T 963 3 ___1 0,826779 0,00079495 55,158 43,37 55,158 0,3078 23638000 222070 10625000 12791000

THRAP3 -0,0048701 S 444 3 ___1 1 0,00108208 75,911 59,604 41,386 0,3898 46144000 807320 21790000 23547000

USP47 -0,0050165 S 832 2 ___1 0,955248 2,24E-05 102,28 102,28 67,776 0,69142 218190000 10415000 106770000 101010000

MED1 -0,0050728 S 1192 3 ___1 0,999043 2,53E-20 174,19 144,57 138,46 -0,29781 1586200000 4268900 803320000 778640000

MPLKIP -0,0051741 S 133 2 ___1 1 0,00023639 115,78 78,589 109,83 -0,49081 115730000 2501000 47050000 66178000

SH3KBP1 -0,0052425 S 230 2 ___1 1 1,65E-22 177,03 149,98 60,345 -0,31536 1280900000 26026000 674610000 580260000

CLN3 -0,00529 S 14 2 ___1 0,932369 0,00206649 109,83 78,395 109,83 -0,58364 24829000 682220 15374000 8773100

ARAP1 -0,00529 S 70 3 ___1 0,675186 0,00024291 81,428 66,035 81,428 -0,32291 16382000 655660 9104900 6621400

ACIN1 -0,0054203 S 561 2 ___1 0,999814 0,00064716 106,13 77,324 106,13 0,14419 190510000 357190 97282000 92874000

SH3KBP1 -0,0054635 S 511 3 ___1 0,997566 2,55E-31 165,85 146,13 105,49 0,007106 575600000 930820 316750000 257930000

RECQL5 -0,0056644 S 727 2 ___1 1 1,45E-20 141,18 141,18 141,18 0,10894 641510000 25453000 284260000 331800000

STMN1 -0,0057007 S 25 2 ___1 1 3,76E-18 140,32 116,94 88,133 0,15032 3,2635E+10 151310000 1,7158E+10 1,5326E+10

RABEP1 -0,005701 S 377 2 ___1 0,994081 4,81E-65 216,35 182,48 216,35 -0,77531 239430000 12196000 117010000 110220000

HOMEZ -0,0057447 S 444 3 ___1 0,573921 0,00077784 51,236 38,048 51,236 0,043473 190500000 13018000 88869000 88616000

EIF4G3 -0,0058057 S 232 3 ___1 1 0,00081521 99,136 28,611 40,756 0,04846 442840000 144990000 152220000 145630000

NUDC -0,0060114 T 145 2 ___1 1 0 387,19 348,77 327,25 0,44286 2077400000 16173000 1035400000 1025800000

APC -0,0060586 S 1774 3 ___1 0,85105 0,00013308 105,38 90,906 99,603 0,34887 84111000 3675700 40933000 39502000

NAT10 -0,0060587 S 934 2 ___1 0,999829 0,00142666 98,902 76,181 98,902 -0,17461 83321000 5765600 40171000 37384000

ARHGEF40 -0,0061053 S 866 2 ___1 1 0,00487983 61,593 45,63 61,593 0,16382 562850000 18802000 282620000 261430000

MED26 -0,0061151 S 373 2 ___1 0,999537 0,00400155 82,171 64,185 82,171 0,31096 100140000 5382400 48620000 46133000

HSP90AB1;HSP90AB3P-0,0062969 S 226 3 ___1 1 0 428,34 372,47 105,79 0,91695 1,7789E+10 712130000 8975300000 8101800000

NUP160 -0,0063038 S 1157 3 ___1 1 2,83E-14 140,36 129,05 140,36 0,28068 780670000 4734700 415540000 360400000

ZBTB21 -0,0063184 S 435 2 ___1 0,84563 0,00241573 73,834 51,779 52,823 0,91124 103520000 10286000 50663000 42566000

U2SURP -0,0064597 T 487 2 ___1 0,619854 0,00293219 89,959 49,914 83,617 0,11716 68419000 4163600 34437000 29818000

PCBP2 -0,0066228 S 272 4 ___1 0,786676 5,20E-17 131,58 118,81 113,97 -0,96857 684870000 20780000 219570000 444530000

RCSD1 -0,0067599 S 216 2 ___1 0,999994 2,31E-14 130,02 130,02 106,38 -0,29862 1,2577E+10 393130000 6422300000 5761400000

CDK7 -0,0068049 T 170 2 ___1 0,999969 0,00056711 96,881 82,719 72,531 -0,020735 578610000 9375300 310200000 259040000

TMEM201 -0,006865 S 454 2 ___1 1 2,93E-18 140,14 123,37 121,04 0,01452 372090000 11420000 181530000 179140000

SRSF2 -0,0068652 S 26 2 ___1 0,965483 1,58E-13 156,25 138,19 125,28 0,051589 7814600000 13543000 4217100000 3584000000

PHF6 -0,0068974 S 155 2 ___1 0,846035 2,28E-207 310,47 292,33 310,47 0,26364 1583600000 64312000 792730000 726530000

CPSF6 -0,0069996 T 404 3 ___1 0,961223 2,92E-10 149 140,29 81,949 -0,54641 341560000 2690200 212900000 125960000

PLIN3 -0,0070699 S 130 2 ___1 1 1,66E-130 275,69 250,04 105,19 -0,16318 1224000000 36914000 642570000 544510000

WDR44 -0,0071173 S 403 2 ___1 1 1,59E-95 242,19 228,45 242,19 -0,015909 386120000 22237000 198250000 165630000

NCOR1 -0,0071451 S 1195 2 ___1 0,742429 1,31E-27 149,49 130,22 145,23 0,1487 758550000 50146000 374190000 334210000

CHD3 -0,0072082 T 1569 2 ___1 1 0,00022846 129,37 64,728 113,95 0,34477 289200000 9532500 137770000 141900000

SCAF1 -0,0073502 S 965 2 ___1 0,998889 4,15E-08 148,68 60,495 107,17 -0,2461 247720000 38359000 112320000 97045000

SASH3 -0,007354 S 320 4 ___2 0,663052 6,66E-15 90,559 76,33 65,152 -1,7755 102460000 6076000 58229000 38154000

SASH3 -0,007354 T 318 4 ___2 0,662948 1,01E-67 197,83 179,3 65,152 -1,7755 442720000 14632000 288310000 139780000

FOXK1 -0,0074242 S 428 2 ___2 1 2,04E-19 145,43 136,42 145,43 -0,043885 472920000 16620000 239630000 216670000

PSD4 -0,0077237 S 469 4 ___1 0,607205 0,00050518 49,312 42,948 49,312 0,32349 28985000 1100300 15533000 12351000

DPYD -0,0077512 S 905 2 ___1 1 0,00477884 88,021 64,645 88,021 0,23392 41929000 910470 19995000 21024000

RIMS3 -0,0079057 S 295 2 ___1 0,937537 6,16E-05 124,62 104,88 124,62 0,57983 40888000 3690100 17991000 19207000

TXLNA -0,0079261 S 514 3 ___1 0,657415 2,98E-06 127,71 84,903 62,203 -0,36106 54700000 2906700 26060000 25734000

PDLIM5 -0,0079422 S 360 3 ___1 0,958489 0,00775706 49,34 36,152 49,34 0,0041148 8010100 138770 2478000 5393300

SLC4A1AP -0,0080103 S 82 2 ___1 1 4,74E-08 107,93 95,399 67,385 0,13515 1746100000 21911000 914320000 809910000

ADD1 -0,0082818 S 358 2 ___1 0,999767 4,26E-20 170,98 143,57 170,98 -0,13611 436560000 2458200 209670000 224430000

ARHGAP17 -0,0083049 S 674 3 ___1 0,504437 5,16E-05 64,152 54,297 64,152 -0,056586 69318000 2401800 34890000 32027000

KHSRP -0,0084108 S 181 2 ___1 0,999989 6,09E-06 137,8 100,62 137,8 0,30229 2416200000 154590000 1170700000 1090900000

CHAMP1 -0,0085734 S 297 2 ___1 1 1,26E-05 87,001 79,941 73,435 0,36215 2303200000 84155000 1113800000 1105300000

CDK18 -0,0085965 S 134 2 ___1 0,7816 0,0119723 64,798 29,146 50,149 0,77809 101600000 1217300 51244000 49139000

C2CD2L -0,0086092 S 411 3 ___1 0,999999 2,10E-05 115,88 102,19 115,88 -0,64484 45094000 1885200 20974000 22235000

PIGN -0,0086149 S 94 3 ___1 0,5 9,68E-06 92,242 75,972 92,242 2,0656 123280000 6357000 52354000 64565000

MECP2 -0,0086532 S 229 2 ___1 0,814319 5,93E-05 123,67 92,193 123,67 -0,33146 24973000 1179200 11211000 12583000

BRAF -0,0086824 T 401 3 ___1 0,992915 1,19E-10 122,81 113,86 122,81 -0,15729 212000000 3153300 98948000 109900000

ABL2 -0,0087051 S 620 3 ___1 0,969557 0,00070184 90,759 67,841 58,09 -0,17465 46733000 7036900 21377000 18319000

NCOR1 -0,0089765 S 1281 3 ___1 0,999811 0,0002164 125,29 80,677 70,529 -0,1 606390000 38838000 286310000 281240000

MICAL3 -0,0089871 S 977 2 ___1 1 5,61E-25 177,91 150,81 177,91 -0,47581 29439000 616740 10477000 18346000

SF3A1 -0,0090038 S 359 3 ___1 1 8,29E-25 160,62 154,84 160,62 -0,20896 1607400000 50345000 883340000 673700000

SMG1 -0,0090596 S 3570 2 ___1 0,741106 0,00105464 77,468 51,75 77,468 0,87708 12966000 370300 8534900 4060300

HSP90AA1;HSP90AA5P-0,009117 S 263 2 ___1 1 0 466,45 442,17 305,29 0,17861 1,171E+11 517440000 6,4988E+10 5,1591E+10

MIOS -0,0093982 S 766 2 ___1 0,911931 9,53E-26 164,88 146,75 164,88 -0,27183 421790000 31895000 194120000 195790000

FKBP15 -0,0096198 S 344 2 ___1 0,83605 6,46E-136 244,97 233,45 244,97 0,062384 142200000 9130900 67261000 65812000

PPAN -0,0097141 S 238 4 ___1 0,754182 1,74E-16 114,03 103,1 114,03 -0,90166 193770000 14924000 104790000 74057000

TFIP11 -0,0099165 S 210 3 ___1 0,99993 3,83E-05 85,489 77,591 85,489 0,33829 34593000 478220 15143000 18972000

AKAP1 -0,0100115 S 429 3 ___1 0,999997 2,99E-07 64,968 54,108 64,968 1,6328 152270000 5299800 97535000 49435000

PRKCSH -0,0101199 S 24 3 ___1 0,976088 0,0007892 72,681 61,827 72,681 -0,12512 17465000 698120 7717300 9050000

SIN3A -0,0102174 S 832 2 ___1 1 2,24E-234 325,35 299,46 241,8 -0,048097 3072100000 110220000 1614200000 1347700000

IL16 -0,0102202 S 966 2 ___1 0,999999 0,00481843 109,16 83,348 109,16 -0,0085814 2073300000 3908600 1076300000 993010000

LRRFIP1 -0,0104216 S 555 2 ___1 1 6,84E-08 141,87 131,35 141,87 -0,49016 104200000 6160500 47716000 50324000

CHAMP1 -0,0104369 S 204 2 ___2 1 3,76E-20 166,35 147,14 76,326 -0,36728 4137400000 169570000 1912900000 2054900000

CHAMP1 -0,0104369 S 214 2 ___2 0,997977 3,76E-20 166,35 147,14 158,05 -0,79974 8227700000 170770000 4021500000 4035500000

SAFB -0,010501 S 808 3 ___1 1 0,0019546 68,173 58,121 52,522 0,18658 42647000 1202200 23339000 18105000

SEMA4B -0,0105267 S 813 3 ___1 0,99741 0,00063301 40,285 35,835 40,285 0,7137 15302000 3501200 7151400 4648900

CLK4;CLK1 -0,0105558 T 340 3 ___1 0,552737 0,00013986 76,691 65,788 76,691 0,50691 87241000 2282100 41378000 43582000

RELB -0,010672 S 37 3 ___1 0,993327 8,74E-05 61,228 55,609 61,228 1,4057 125870000 4639900 56828000 64403000

TSC22D4 -0,0107821 S 279 2 ___1 1 5,02E-08 116,74 105,25 88,021 -0,56538 280220000 15756000 139040000 125420000

SASH3 -0,0108645 Y 316 3 ___2 0,90279 4,75E-29 103,5 99,184 88,744 0,21718 95878000 6076000 58229000 31573000

HNRNPC -0,0109046 S 253 3 ___1 1 9,20E-24 146,48 141,68 146,48 -0,46716 1112800000 35285000 590590000 486900000

HTATSF1 -0,0110453 S 676 3 ___1 1 3,81E-248 326,38 270,09 75,064 0,095444 1,0721E+10 82516000 5399500000 5239500000

BACH2 -0,0111123 S 510 2 ___1 0,999996 0,00227738 96,103 68,361 55,112 -0,082967 1486600000 480400000 522830000 483390000

SIRT1 -0,0111149 T 719 2 ___1 1 1,34E-67 218,88 189,58 178,56 0,59933 119670000 9341600 54534000 55795000

SETD2 -0,0111587 S 131 2 ___1 0,948209 5,15E-114 228,32 200,98 193,32 0,18798 298370000 31883000 135170000 131320000

RPTOR -0,0111663 S 877 3 ___1 0,999986 2,35E-32 136,48 129,02 110,91 -0,35176 816730000 34026000 391270000 391440000

HCLS1 -0,0112553 S 275 3 ___1 1 1,27E-54 211,3 171,77 43,732 0,92369 2,5612E+10 176650000 1,332E+10 1,2116E+10

SP2 -0,0112904 S 78 2 ___1 1 7,41E-11 117,86 97,082 100,93 -0,21585 639480000 25050000 316240000 298190000

NCOR1 -0,0115358 S 1196 2 ___1 0,861537 3,14E-21 148,18 106,78 148,18 -0,46197 235450000 15026000 127440000 92979000

EEF1B2 -0,0115831 S 8 2 ___1 1 1,54E-06 137,61 111,07 137,61 -1,3525 121600000 8703000 57913000 54981000

LARP7 -0,0116607 S 300 2 ___1 0,889505 0,00026105 86,777 55,299 86,777 0,15087 17056000 1169200 7184800 8702500

ZGRF1 -0,0116898 S 877 2 ___1 0,99003 0,00417199 86,467 69,935 86,467 0,38303 15944000 447080 7267400 8229600

TJP2 -0,0120825 S 986 3 ___1 0,956333 0,00031908 66,886 56,557 66,886 0,25694 24308000 2496300 10898000 10914000

NUP133 -0,0121106 S 50 2 ___2 0,99984 0,00020197 84,493 67,212 84,493 1,1014 67177000 7105500 25354000 34718000

AKAP11 -0,0122222 S 1242 2 ___1 0,971532 4,13E-08 115,82 115,82 112,17 -0,35309 804690000 25895000 394520000 384280000

DDX46 -0,012246 S 804 2 ___1 1 4,07E-214 301,77 280,48 301,77 -0,33397 2938000000 343650000 1460900000 1133400000

AKAP2 -0,0124681 S 393 2 ___1 1 1,46E-22 171,47 156,78 164,59 -0,20018 271760000 9729400 133090000 128950000



ZNF574 -0,0125133 S 164 2 ___1 1 2,27E-10 145,62 131,36 145,62 -0,079754 264900000 6203800 127150000 131550000

ARGLU1 -0,0125524 S 77 2 ___1 0,986081 0,0004857 103,88 103,88 103,88 0,071163 7824700000 28208000 4112000000 3684500000

CHD7 -0,0126766 S 1874 2 ___1 0,999958 1,41E-96 243,99 221,39 243,99 0,83011 322100000 16058000 164580000 141470000

TAF3 -0,0127448 S 755 2 ___1 1 0,00077639 84,759 68,961 58,723 0,33568 125470000 2433100 64594000 58438000

RAD9A -0,0128037 S 328 2 ___1 0,995719 6,88E-08 111,74 111,74 98,439 -0,093511 862380000 31118000 434190000 397080000

WRAP53 -0,0128349 T 489 3 ___1 0,804483 5,68E-11 79,558 79,558 71,418 -0,11527 749440000 31006000 409770000 308660000

NAP1L4 -0,0129877 S 5 2 ___1 0,999994 2,57E-96 212,59 212,59 212,59 -0,38592 846710000 34408000 412040000 400260000

PSMF1 -0,0131818 S 152 3 ___1 0,678392 6,95E-05 115,98 115,98 115,98 0,037636 331280000 3601600 169560000 158110000

PWP1 -0,0133342 T 55 3 ___1 0,844217 2,52E-05 74,404 66,782 66,511 0,060813 101760000 3582800 64405000 33774000

DHX16 -0,013407 S 106 2 ___1 0,929423 2,03E-63 218,4 150,94 189,1 -1,2625 289860000 11726000 153040000 125100000

RCSD1 -0,0134362 S 123 2 ___1 0,517371 2,92E-10 142,91 124,77 99,413 -0,98734 54744000 8557700 23489000 22697000

DOT1L -0,0135786 S 1035 2 ___1 0,975119 0,00014599 122,14 94,657 89,261 0,05056 99813000 5122400 48558000 46133000

MATR3 -0,0137712 S 747 3 ___1 0,601456 6,53E-06 124,19 104,8 124,19 0,104 46779000 1598600 13560000 31620000

NCOR1 -0,0138035 S 97 4 ___1 0,997505 0,00105355 51,586 40,169 51,586 0,098035 9221900 114180 4737300 4370400

SEC16A -0,0139257 S 73 3 ___1 0,5 1,22E-19 96,492 89,131 96,492 -0,45999 192430000 7499000 93912000 91016000

SEC16A -0,0139257 S 74 3 ___1 0,5 1,22E-19 96,492 89,131 96,492 -0,45999 192430000 7499000 93912000 91016000

ATXN1L -0,0139433 T 330 3 ___1 0,96379 0,00067146 69,639 33,936 50,827 1,1697 213230000 3487800 53049000 156700000

HSF1 -0,0139857 S 363 2 ___1 0,999893 1,41E-39 197,72 180 146,78 0,17815 3752200000 26668000 1958700000 1766800000

HS1BP3 -0,014281 S 254 3 ___1 0,580201 0,00310719 51,834 46,291 51,834 0,053713 89781000 259380 43257000 46264000

HMGN5 -0,0143684 T 31 3 ___1 0,999998 0,00194116 66,893 52,279 66,201 0,018414 94469000 364940 51842000 42262000

ASAP1 -0,0143733 S 839 2 ___1 0,961615 1,69E-09 140,2 113,42 121,82 0,25405 511960000 2790700 260350000 248820000

TANK -0,0144239 S 129 2 ___1 0,999993 9,71E-28 151,98 125,86 151,98 0,12726 601410000 25993000 287400000 288010000

PDE4DIP -0,0144696 S 736 3 ___1 0,73078 0,00060377 62,677 54,318 47,018 0,65392 41561000 2249300 20810000 18502000

BYSL -0,0144831 S 98 2 ___1 1 3,80E-51 211,43 197,47 202,39 0,13389 386310000 15187000 208440000 162680000

PRRC2A -0,0145619 T 609 2 ___1 0,5 1,68E-07 132,51 117,12 132,51 -0,15569 559570000 26255000 266560000 266750000

NBN -0,0146161 S 518 3 ___1 0,949393 1,60E-26 170,44 154,99 126,8 0,65313 65651000 2778500 23458000 39415000

GTF3C1 -0,0146388 S 1068 2 ___1 0,999959 1,37E-153 256,98 226,18 223,06 -0,10877 417960000 17582000 217620000 182760000

LPXN -0,0146989 S 188 2 ___1 0,981926 0,0003262 115,14 69,257 91,961 0,14952 76187000 1771200 34642000 39774000

SEC16A -0,0147046 T 2054 2 ___1 0,99389 0,00624071 108,43 96,718 105,98 0,032659 91001000 4007200 43670000 43324000

CD3EAP -0,0147765 S 490 3 ___1 0,895429 6,44E-07 83,917 71,603 83,917 -0,35156 19704000 4034200 9964700 5705100

VCPIP1 -0,0149147 S 994 2 ___1 0,999711 2,70E-05 125,5 95,588 113,53 0,69577 250090000 2182900 139580000 108320000

CNOT4 -0,0149163 S 432 3 ___1 0,889283 1,85E-18 125,78 111,24 104,31 -0,62243 135850000 4979200 66140000 64730000

SNX2 -0,0149636 S 185 3 ___1 1 0,0001895 106,38 97,445 106,38 -0,11766 56485000 1038200 31559000 23888000

ZMYND8 -0,0149951 S 490 2 ___1 0,968015 8,14E-05 126,56 100,52 113,76 -0,12172 34399000 865000 9800400 23734000

PGM3 -0,0150464 S 64 2 ___1 0,999967 4,35E-65 217,35 197,51 140,28 0,067864 989750000 37704000 479270000 472780000

ARHGEF18 -0,0152596 S 338 2 ___1 0,995436 0,00041516 100,54 55,285 100,54 0,076369 264910000 10550000 136670000 117690000

ASAP1 -0,0152867 S 839 2 ___2 0,961615 1,69E-09 140,2 113,42 121,82 0,25405 511960000 2790700 260350000 248820000

ASAP1 -0,0152867 S 843 3 ___2 0,999986 0,00249745 72,99 61,74 72,99 0,44682 56736000 1870800 28429000 26437000

ASAP1 -0,0152867 T 837 3 ___2 0,726242 1,47E-06 134,29 116,99 134,29 0,23145 1189000000 6925200 602880000 579170000

SMG8 -0,0153166 S 668 2 ___1 0,977637 1,65E-06 134,81 107,4 122,93 0,18834 281200000 9467400 138960000 132770000

RBL1 -0,015345 S 964 3 ___1 0,999878 0,00309342 46,404 39,372 46,404 -0,14194 42840000 2547200 20675000 19618000

ATP2B1 -0,0153695 T 1165 3 ___1 0,999974 7,53E-68 222,39 198,94 99,614 0,15341 1002500000 44830000 494180000 463450000

NEMF -0,0154943 S 831 2 ___1 0,990309 0,00023525 99,044 76,165 99,044 -0,24585 77906000 3469300 45740000 28697000

NOC2L -0,0155564 S 672 2 ___1 1 2,61E-100 244,86 213,22 170,91 0,61494 554520000 30873000 264400000 259250000

CKAP5 -0,0155977 T 832 3 ___1 0,55887 8,16E-08 112,95 105,59 105,71 0,47836 100980000 7050500 36011000 57914000

ENO2;ENO3 -0,0156691 Y 44 2 ___1 0,998435 0,00033226 126,63 94,79 126,63 -0,88699 129260000 8428600 61158000 59671000

ARHGEF7 -0,0158287 T 603 3 ___1 0,972166 5,32E-05 118,16 106,2 118,16 0,49384 121120000 6220900 58487000 56416000

CAD -0,0161563 S 1859 3 ___1 1 1,90E-20 174,59 154,75 69,986 0,25921 1,32E+10 75019000 6754000000 6370900000

UBR5 -0,0161618 S 1308 3 ___1 0,899861 0,00019169 83,253 71,484 55,437 0,080352 30628000 230750 13337000 17060000

RPL30 -0,0162575 S 10 2 ___1 1 1,93E-07 118,71 54 118,71 0,22607 341460000 10244000 173760000 157460000

PPP1R10 -0,0163515 T 256 3 ___1 0,999552 0,016778 40,402 24,98 40,402 -0,073982 14770000 235600 8149500 6384900

LEMD3 -0,0164404 S 140 2 ___1 0,963494 1,58E-50 182,35 162,25 159,31 0,1103 426580000 18088000 232780000 175720000

HDGFRP2 -0,0164672 S 664 2 ___1 1 5,31E-13 155,38 129,76 155,38 0,55342 1946600000 87564000 938710000 920290000

LUC7L2 -0,0165397 S 384 2 ___1 0,984343 0,0142496 89,663 60,857 87,831 -0,25637 185200000 21543000 85681000 77974000

SLC16A1 -0,0165927 S 467 2 ___1 0,996943 1,52E-95 239,86 239,86 147,12 -0,36709 5972400000 44265000 3039100000 2889000000

SCAF1 -0,0166203 T 976 2 ___1 0,96791 0,00040582 98,055 59,753 96,342 -0,19521 274350000 11841000 136020000 126490000

FAM122A -0,0166606 S 37 2 ___1 0,971034 2,26E-124 258,48 226,85 258,48 0,14839 798260000 176800000 308640000 312820000

CCDC88A -0,0167899 T 1560 2 ___1 0,7777 9,79E-10 113,59 90,224 99,059 0,16011 92276000 16950000 41212000 34113000

PRKAB1 -0,0168135 T 106 4 ___1 0,822411 1,63E-07 121,26 114,69 121,26 -0,0013451 281700000 1213700 149180000 131310000

ATRIP -0,0168431 S 224 2 ___1 0,999971 1,72E-05 131,96 91,191 131,96 0,31764 1850900000 46611000 959000000 845290000

ANKRD11 -0,0169353 S 276 2 ___1 0,997271 7,37E-05 96,591 84,9 96,591 -0,096917 76032000 2678800 44058000 29295000

MTFR2 -0,0170573 S 328 2 ___1 1 0,00040398 113,77 91,536 113,77 0,11785 96576000 6236800 45017000 45322000

TJAP1 -0,0171714 S 545 2 ___1 0,846127 2,25E-06 135,47 108,92 135,47 0,01411 79971000 9175000 36926000 33870000

PARN -0,0172517 S 619 2 ___1 1 1,10E-10 115,91 61,724 115,91 0,30165 2117800000 83739000 1055000000 979070000

TSC22D4 -0,0173665 S 62 2 ___1 1 0,00058638 105,95 99,189 102,87 -0,33803 120560000 2962900 61453000 56141000

NSFL1C -0,0173724 S 176 3 ___1 0,603223 7,49E-05 99,747 83,929 81,656 -0,14202 36104000 601620 17951000 17552000

ELP3 -0,017566 Y 202 3 ___1 0,999939 6,33E-05 124,25 109,99 124,25 0,051009 67219000 1751100 33086000 32382000

TK1 -0,0175923 S 15 2 ___1 0,599358 0,00208348 67,136 47,374 67,136 0,089138 98415000 5307400 49297000 43811000

DOCK8 -0,0177147 S 904 2 ___1 0,99918 1,39E-193 261,63 261,63 246,68 -0,029955 2160600000 97711000 1078400000 984460000

TUT1 -0,0177632 S 6 2 ___1 0,999983 0,00046863 95,018 72,544 95,018 0,040961 98920000 6857300 46553000 45511000

STK11IP -0,017792 S 761 2 ___1 1 4,64E-08 98,407 87,088 98,407 -0,09934 311370000 10816000 159510000 141040000

EHBP1L1 -0,0181387 S 191 3 ___1 0,999998 4,14E-06 72,214 58,37 72,214 -0,044154 37621000 871260 29187000 7561800

POGZ -0,01818 S 333 3 ___1 0,997871 2,42E-38 170,75 152,85 170,75 0,56298 165370000 7012800 81224000 77132000

PYCR2 -0,0181841 S 304 2 ___1 0,849308 3,09E-07 139,6 116,73 78,932 0,21346 352250000 55070000 148030000 149150000

USP34 -0,018244 S 2488 3 ___1 1 9,77E-65 153,81 150,48 153,81 0,44752 787280000 21990000 384470000 380820000

SF3B2 -0,0182497 S 360 3 ___1 0,547908 1,24E-07 105,91 99,819 105,91 0,87853 92532000 10077000 55270000 27184000

SOGA1 -0,0183253 S 1303 2 ___1 0,999643 6,61E-05 114,21 99,332 113,72 -0,0083844 35406000 2241500 17389000 15775000

STMN1;STMN2-0,0184044 S 46 2 ___1 1 1,44E-19 137,46 80,827 126,39 -0,28845 404270000 16166000 196160000 191950000

POLR3E -0,0185273 S 162 2 ___1 0,950733 1,09E-116 260,96 244,84 260,96 0,33758 80001000 6577200 38523000 34901000

BOD1L1 -0,0186009 S 266 2 ___1 0,96312 0,00513009 65,374 39,269 65,374 -1,307 57759000 2957600 27155000 27646000

MAP7D1 -0,0186149 S 742 2 ___1 0,969413 3,70E-13 163,33 105,93 98,253 -0,23052 25056000 2432600 14571000 8052900

MED14 -0,0187465 S 617 3 ___1 0,999989 0,00810099 54,368 44,58 54,368 -0,76993 18958000 1312300 9402300 8243800

ATG16L1 -0,0188049 S 255 3 ___1 0,520601 4,60E-05 59,743 40,877 59,743 0,64329 58650000 3229000 37196000 18225000

MORC2 -0,0189162 S 743 2 ___1 1 3,93E-79 230,99 200,46 230,99 0,083732 862510000 9851700 421620000 431040000

STK10 -0,0192187 S 438 2 ___1 1 1,36E-38 197,47 147,32 48,177 -0,10881 928900000 87483000 438830000 402590000

PDS5A -0,0192447 T 1208 1 ___1 0,998385 0,00133726 91,636 34,907 91,095 0,017122 1407700000 50915000 704810000 651960000

SLC4A7;SLC4A10-0,0193313 S 233 2 ___1 1 0,00519308 104,2 27,521 61,78 0,067928 1624800000 77787000 790180000 756820000

CD22 -0,0194021 S 725 3 ___1 0,655354 2,51E-05 110,14 94,034 107,17 0,63423 24652000 1291700 12168000 11193000

ZRANB2 -0,0194585 S 153 2 ___1 1 0 391,07 377,65 391,07 -0,30836 2,4851E+10 66113000 1,2949E+10 1,1836E+10

GBF1 -0,0196052 S 1298 3 ___1 0,978139 2,05E-98 206,57 206,57 183,59 -0,15967 1133500000 37115000 583040000 513330000

SRRM2 -0,0196529 T 2409 3 ___1 0,994926 0,00018251 121,76 96,907 49,535 0,24236 194000000 1976900 111410000 80617000

BCR -0,0196991 S 473 3 ___1 0,999987 0,00020616 88,872 75,546 88,872 -0,9346 52281000 305050 20407000 31569000

MRE11A -0,0197162 S 649 2 ___1 1 1,56E-134 271,05 252,78 271,05 -0,26535 1378700000 72987000 691360000 614380000

CAMK2D -0,0197261 T 336 2 ___1 0,70911 8,33E-50 208,39 181,05 208,39 -0,31956 181240000 6250200 93197000 81791000

ALDOA -0,0197808 S 36 2 ___1 0,873303 1,11E-18 146,77 116,83 110,77 0,079759 203500000 7118000 106760000 89621000

CLASP2 -0,0199002 S 1012 3 ___1 0,809643 1,50E-18 148,68 127,45 137,32 0,17335 154250000 6584400 79870000 67798000

PRKAR2A -0,0200716 S 78 2 ___2 1 4,39E-05 122,3 108,28 122,3 0,73016 415390000 5098900 199370000 210920000

PRKAR2A -0,0200716 S 80 3 ___2 1 4,83E-05 122,3 108,28 98,812 0,47712 401290000 5098900 185270000 210920000

RABGEF1 -0,0200771 S 302 2 ___1 0,999955 0,00640229 97,965 25,736 97,965 0,12311 14897000 316120 4953100 9628100

RABEP1 -0,0202234 S 374 3 ___1 0,527003 0,00139602 56,72 51,593 52,79 0,17869 156410000 5144100 72528000 78740000

SLC4A7 -0,0202966 S 403 3 ___1 0,980242 8,80E-14 161,2 128,01 93,255 0,15818 308930000 3647800 153400000 151880000

FAM122A -0,020351 S 62 2 ___1 0,990103 1,23E-19 174,23 109,38 174,23 -1,0748 724200000 7370700 376480000 340350000

ZC3H11A -0,020557 S 758 2 ___1 0,969271 8,44E-06 135,21 96,008 135,21 0,21785 1223200000 10933000 633040000 579200000

RFC1 -0,0205604 S 312 2 ___1 0,923625 0,00027953 117,71 85,945 117,71 -0,38609 365270000 84431000 142900000 137940000

EXOC4 -0,0205675 S 226 2 ___1 1 0,00054785 87,932 71,188 87,932 0,12047 119380000 6914700 71906000 40556000

PSAT1 -0,0206155 S 331 2 ___1 1 1,53E-11 121,08 76,767 55,452 -0,15513 36349000 812070 15836000 19702000

ATF2 -0,0206996 T 71 2 ___1 0,973699 1,90E-95 246,75 246,75 246,75 0,21428 636860000 47427000 306870000 282570000

GORASP2 -0,0207209 S 436 2 ___1 0,568831 1,72E-129 267,6 225,03 267,6 0,12496 58104000 486780 29834000 27784000

CDK13 -0,0207648 S 1054 3 ___2 0,648076 0,0003084 59,873 43,603 53,55 1,1384 23912000 1399800 16527000 5985800

CDK13 -0,0207648 T 1056 3 ___2 0,69109 0,0003084 59,873 43,603 59,873 1,0241 23912000 1399800 16527000 5985800

CDK13 -0,0207648 T 1058 3 ___2 0,83974 0,00016672 65,155 46,436 62,57 -0,22626 66402000 2071300 40510000 23820000

MYCBP2 -0,0208214 S 2871 2 ___1 0,899303 4,71E-08 142,83 129,43 142,83 -0,28651 439250000 14856000 214210000 210180000

TSNAX -0,0208234 S 33 2 ___1 0,898631 0,00015965 121,28 98,559 121,28 -0,20759 28970000 890720 7413200 20666000

CLASP2 -0,0208983 S 596 2 ___1 0,999783 8,27E-29 155,1 155,1 155,1 -0,21325 2703900000 127450000 1328500000 1248000000



POP1 -0,0209204 S 730 2 ___1 0,94824 1,87E-28 182,57 137,29 182,57 0,31045 444730000 15222000 220590000 208910000

LARP1 -0,0209697 T 770 2 ___1 0,95553 0,00887349 72,496 56,74 72,496 0,31514 96512000 10490000 45163000 40859000

STIM1 -0,0209832 S 608 3 ___1 0,967299 2,66E-05 81,974 73,265 81,974 -0,4125 105800000 3065800 54481000 48250000

EIF3G -0,0211372 S 42 3 ___2 0,891294 1,79E-06 114,88 98,578 41,76 0,12659 2589300000 108440000 1266500000 1214300000

EIF3G -0,0211372 T 41 3 ___2 0,891294 1,12E-05 79,646 60,571 41,76 0,12659 332380000 13905000 166390000 152090000

DGCR8 -0,021231 S 377 2 ___1 0,999999 2,38E-15 160,77 142,23 160,77 -0,30455 690050000 9544700 343290000 337210000

HNRNPA1 -0,0213 S 6 2 ___1 1 1,18E-35 190,41 178,62 94,688 -1,7731 2,2206E+10 30047000 1,1592E+10 1,0583E+10

WWP2 -0,0213861 S 211 2 ___1 1 1,35E-08 150,26 131,93 150,26 -0,34971 37731000 1226400 16097000 20408000

MKL1 -0,0214426 T 450 2 ___1 0,94156 0,00086272 103,88 86,175 78,326 0,13002 53862000 1758300 26331000 25773000

CLASRP -0,0214817 S 101 4 ___1 0,978708 3,08E-77 178,59 172,63 99,515 0,075945 737750000 24311000 374390000 339050000

EIF5B -0,0215663 S 113 2 ___1 1 0 385,12 337,23 91,475 0,66464 2567500000 80609000 1308200000 1178700000

TRAF2 -0,0217165 S 5 2 ___1 0,588053 6,64E-23 176,94 156,83 176,94 -0,57606 46029000 2463200 23008000 20557000

FOXK1 -0,021732 S 213 2 ___1 1 7,10E-80 231,44 212,05 231,44 0,24841 5246000000 91465000 2568400000 2586200000

TJP2 -0,021819 S 702 3 ___1 0,996013 0,00017426 85,496 72,936 85,496 -0,083729 114400000 1685700 59749000 52966000

PVRIG -0,0218412 S 210 2 ___1 0,969306 5,78E-08 149,71 114 149,71 -0,48252 477160000 30048000 255670000 191430000

SRRM2 -0,0220115 S 1188 2 ___1 1 1,47E-97 250,86 219,75 206,21 0,36276 1910600000 25866000 1043400000 841310000

NFKB1 -0,0221479 S 937 2 ___1 0,999845 0 354,56 338,68 178,32 1,1224 1524800000 25461000 789760000 709560000

UBXN7 -0,0221817 S 288 2 ___1 0,999996 5,38E-64 188,58 175,57 165,9 -0,13148 1204300000 38916000 618630000 546800000

RBM8A -0,0224192 S 24 3 ___1 1 1,03E-45 153,25 153,25 52,069 0,53577 2810700000 90503000 1410400000 1309900000

UBA52;RPS27A;UBB;UBC-0,0224385 S 65 2 ___1 0,843195 5,95E-20 142,92 74,03 118,18 -0,050332 986980000 23887000 467600000 495500000

WARS -0,0224563 S 4 3 ___1 0,99896 1,72E-23 165,17 150,71 165,17 0,55561 157080000 36459000 77519000 43106000

ATRX -0,0225955 T 1529 2 ___1 0,663484 4,00E-13 162,29 141,63 162,29 0,0082489 654960000 134030000 266940000 254000000

TIMELESS -0,0227119 S 1149 3 ___1 1 0,00013428 95,957 78,588 54,288 0,029796 274040000 11562000 136590000 125890000

CCAR2 -0,0227227 S 675 3 ___2 0,996997 5,27E-21 134,63 125,71 132,37 -0,71249 2387100000 31286000 1243700000 1112100000

ZFC3H1 -0,0228277 S 949 2 ___2 0,988828 4,51E-11 119,45 97,456 108,98 -0,40959 547590000 18803000 255250000 273540000

NFRKB -0,0228447 S 351 3 ___1 0,684854 0,00050027 43,865 39,446 43,865 0,050336 51365000 1499300 32368000 17498000

BCL11A -0,022918 S 718 3 ___1 0,996579 1,42E-11 140,07 126,5 140,07 -0,10892 28933000 159800 2714000 26060000

PATL1 -0,0229946 S 179 2 ___1 0,923147 0,00050922 101,2 83,339 70,439 0,2355 2849700000 18304000 1455100000 1376300000

SCAF1 -0,0231045 S 239 2 ___1 0,999996 1,79E-31 178,56 162,16 178,56 1,0716 2857300000 106550000 1447100000 1303700000

BACH1 -0,0231232 S 445 2 ___1 0,999999 0,00132951 103,31 60,004 103,31 -0,13152 44518000 5439800 20763000 18315000

MYBBP1A -0,023188 S 11 3 ___1 0,99925 4,04E-06 106,65 84,114 106,65 -0,31259 424680000 5357600 206380000 212940000

ANLN -0,0232405 S 485 2 ___1 0,997984 0,00117132 77,593 59,325 77,593 0,059835 18230000 1481800 9084000 7664700

NCL -0,0233431 S 153 3 ___1 1 1,67E-15 102,05 100,74 48,771 -0,08995 157100000 586510 89942000 66573000

NUFIP2 -0,0233434 S 572 2 ___1 0,923417 1,05E-18 174,62 115,42 174,62 0,33976 1167800000 2002900 572620000 593190000

CHAMP1 -0,0234035 S 459 2 ___1 0,997855 1,23E-06 134,88 111,28 134,88 0,31121 1511100000 196950000 653860000 660320000

SDAD1 -0,0234668 S 585 2 ___1 1 9,16E-97 246,69 224,22 246,69 0,22849 7601300000 79438000 3837100000 3684800000

LSM14A -0,0234848 T 194 3 ___1 0,575725 5,40E-23 162,32 143 105,84 -0,5493 5468500000 94228000 2765800000 2608400000

NCL -0,0236272 S 563 3 ___1 1 7,83E-09 147,35 70,761 89,466 -0,46644 5,2537E+10 201660000 2,7274E+10 2,5061E+10

EIF3J -0,0236829 S 11 3 ___1 0,999466 3,86E-140 274,95 262,27 66,383 0,14551 3095000000 26856000 1760400000 1307800000

DDX20 -0,0238417 S 678 2 ___1 0,753133 0,00136012 89,013 64,159 89,013 0,91398 25908000 1135700 11601000 13171000

MAP7D1 -0,0238857 S 544 3 ___1 0,773454 0,00305179 57,009 46,394 43,732 0,3238 79801000 53082000 14987000 11732000

FOXK1 -0,0239183 S 472 3 ___1 0,972439 1,80E-07 89,186 83,24 89,186 -0,73467 658670000 9476400 351370000 297830000

FAM208A -0,0240268 S 1193 3 ___1 0,49996 1,96E-08 80,473 70,761 80,473 0,73811 48186000 7124100 18977000 22085000

EIF3C;EIF3CL-0,0241115 S 39 2 ___1 0,999983 3,74E-05 97,69 97,69 97,69 -0,061725 7580600000 326240000 3797200000 3457200000

FAM122B -0,0243228 S 119 2 ___1 0,983673 0,00017049 105,9 93,049 69,737 -0,027433 5716200000 1446300000 2259900000 2010000000

SYMPK -0,0243427 S 1243 2 ___1 0,999999 3,57E-96 248,94 217,55 210,07 0,080165 1270900000 7634600 648140000 615130000

DOK3 -0,0243552 T 336 3 ___1 0,973494 0,00936956 51,606 26,287 51,606 0,23625 43243000 1132900 18255000 23855000

LMNB1 -0,0244755 S 23 2 ___1 0,830955 7,56E-06 104,81 79,668 50,222 0,061511 3509300000 118870000 1745100000 1645400000

MTA1 -0,0244951 S 386 2 ___1 0,95958 0,00049622 98,165 77,308 98,165 -0,1547 50543000 8931600 21098000 20514000

ZNHIT3 -0,024538 S 80 3 ___1 0,999997 3,65E-42 187,86 175,89 178,85 -0,25552 1125500000 22875000 621740000 480910000

SCAF11 -0,0246486 S 792 3 ___1 0,533578 0,00798455 50,787 39,843 50,787 -0,23248 5865300 174200 3895700 1795400

ZNF652 -0,0246486 S 57 2 ___1 0,74827 3,42E-09 140,96 106,27 140,96 0,62565 80821000 6504800 36002000 38314000

FAM122B -0,0247076 S 137 2 ___1 0,996955 9,45E-29 154,51 154,51 55,589 -0,98497 407400000 41338000 189320000 176750000

CHEK1 -0,0247656 S 280 2 ___1 0,973908 0,00050711 88,561 71,35 58,674 -0,24622 78815000 4252300 47461000 27102000

ACIN1 -0,0249802 S 388 3 ___2 0,997282 0,00337147 67,646 54,221 66,022 -0,55689 206240000 1821200 101030000 103390000

MAP1S -0,0251316 S 759 2 ___1 0,994874 1,55E-30 188,96 166,24 114,55 -0,24544 576090000 19617000 300710000 255760000

BMP2K -0,0252651 S 949 3 ___1 0,613204 3,24E-05 84,905 73,283 84,905 -0,64146 30684000 3487400 17770000 9426400

PGRMC1 -0,0252926 S 181 2 ___1 0,99998 7,93E-37 170,11 170,11 170,11 -0,32358 8542600000 836120000 3931300000 3775200000

EXOC2 -0,0253239 S 426 4 ___1 0,583621 3,22E-05 53,206 42,101 53,206 0,17493 24124000 893860 14168000 9062200

ATF7IP -0,0253863 S 559 2 ___1 1 7,12E-35 190,53 153,85 190,53 1,9568 71216000 1671500 36272000 33272000

C12orf43 -0,025388 S 179 2 ___1 0,999615 4,36E-135 275,02 226,14 275,02 0,57089 1488700000 63830000 739070000 685810000

ZNHIT2 -0,025456 T 161 3 ___1 0,9224 5,72E-11 80,415 70,787 51,758 0,10085 84820000 654380 51052000 33113000

BBX -0,0254854 S 40 2 ___1 1 1,66E-20 167,28 147,99 167,28 0,81679 61253000 4058600 27577000 29618000

WIPF1 -0,0255588 S 142 3 ___1 0,999528 0,00044066 71,527 61,606 71,527 0,37317 32110000 853230 15359000 15897000

ANKRD17 -0,0256955 S 1709 2 ___1 1 7,11E-06 113,62 72,174 113,62 0,26112 916910000 36807000 451630000 428480000

GON4L;YY1AP1-0,0257992 S 1255 2 ___1 0,996084 1,17E-08 113,01 113,01 95,347 0,23888 323640000 15874000 161030000 146740000

RBM17 -0,0259493 S 222 4 ___1 0,952075 9,70E-16 97,01 91,352 97,01 0,14296 1756800000 39536000 1018100000 699120000

PRRC2A -0,0259948 T 610 2 ___1 0,827699 1,68E-07 132,51 117,12 100,04 -0,16952 854040000 42943000 412950000 398150000

IFNAR1 -0,0260271 S 495 2 ___1 0,988954 2,39E-05 131,53 77,965 126,95 -0,52639 373030000 17461000 181530000 174040000

UBE3A -0,0260274 S 218 2 ___1 0,822333 0,0003447 104,24 82,781 71,888 0,12063 66082000 3321700 35005000 27755000

PURB -0,0260434 S 101 4 ___1 0,934044 3,85E-102 231,17 213,24 87,544 0,087587 603470000 12097000 296140000 295240000

HUWE1 -0,0261755 S 3816 3 ___1 0,991938 8,30E-32 164,46 156,26 120,15 -0,30832 478310000 2464100 246560000 229290000

FAM195B -0,026218 S 21 4 ___2 0,813063 5,66E-06 112,35 102,97 75,82 0,63984 627650000 3119000 347460000 277070000

PLCG2 -0,0262433 S 160 2 ___1 0,99922 0,00056156 121,73 47,247 121,73 0,098433 128340000 3341200 65056000 59938000

PHRF1 -0,0262832 S 915 3 ___1 0,999894 2,67E-40 181,72 171,01 141,13 0,1245 2518200000 69182000 1490900000 958050000

NAA10 -0,0263639 S 186 3 ___1 0,999997 5,90E-05 106,67 86,989 106,67 0,11346 55889000 1327700 27548000 27013000

TCOF1 -0,026389 T 249 2 ___1 1 7,56E-07 106 73,674 98,898 -0,1232 233930000 9488600 111890000 112550000

PPIP5K2 -0,0264137 S 1172 2 ___1 0,828671 6,62E-07 137,13 123,5 79,81 -0,73661 100210000 7901700 42833000 49476000

CDV3 -0,0266165 S 106 3 ___1 0,637509 0,0001892 88,396 65,744 88,396 -0,46403 72185000 1946700 33207000 37032000

UBN2 -0,0267243 S 13 3 ___1 0,996583 0,00059634 110,66 81,935 61,167 -0,087724 527290000 724630 281810000 244760000

POLA2 -0,0268369 S 126 2 ___1 0,651968 0,00043613 106,58 83,46 106,58 -0,21703 77813000 1302100 50660000 25851000

KLF16 -0,0268369 S 52 4 ___1 0,975447 3,42E-25 117,28 112,88 84,798 -0,07802 51266000 149890 22374000 28742000

ARHGEF7;ARHGEF6-0,0269737 S 518 2 ___1 1 7,12E-12 121,83 121,83 121,83 0,048835 3909900000 221680000 1926300000 1761800000

FAM21A;FAM21D;FAM21C-0,0270865 S 1179 2 ___1 0,595327 8,60E-08 138,75 114,71 93,152 0,71704 114180000 4624600 52198000 57360000

SRRM2 -0,027131 S 1233 2 ___1 0,779993 4,05E-10 140,35 119,92 140,35 0,22897 40566000 1040500 28505000 11021000

HDAC1 -0,0272712 S 393 4 ___1 1 1,75E-10 105,03 105,03 84,272 -1,203 1,2812E+10 415520000 6267600000 6128500000

ANKHD1 -0,0273562 S 1679 2 ___1 0,999598 1,34E-09 122,33 52,073 122,33 -0,092554 1157600000 46734000 569130000 541750000

ZNF296 -0,027366 S 69 3 ___1 1 3,91E-19 156,43 149,32 56,172 -1,0706 436120000 27229000 207530000 201360000

ITSN2 -0,0273817 S 884 3 ___1 0,993978 4,70E-41 192,18 161,29 90,468 0,56671 390150000 16757000 213980000 159420000

LARP1 -0,027385 T 526 2 ___1 1 2,15E-23 167,97 152,39 147,75 -0,021143 2445300000 94036000 1204400000 1146900000

TJAP1 -0,0274969 T 422 3 ___1 1 0,00067779 72,819 56,42 72,819 -0,025063 191200000 81866000 56862000 52471000

PAGR1 -0,0275434 S 237 2 ___1 0,999957 3,45E-64 191,4 191,4 167,05 0,39158 888630000 33588000 446750000 408290000

PTPN22 -0,0276117 S 692 3 ___1 0,885301 2,23E-06 131,09 115,94 73,21 -0,25696 767310000 6695000 389170000 371450000

CDC25B -0,0276178 T 355 2 ___1 0,877443 0,00125915 70,281 70,281 70,281 0,050142 181480000 8470800 87673000 85336000

POGZ -0,0276985 S 425 2 ___1 0,99999 2,58E-20 169,28 142,55 131,31 -0,22293 4144000000 45861000 2136600000 1961500000

TICRR -0,027749 S 923 2 ___1 0,935248 5,85E-08 147,18 114,68 147,18 0,25926 408530000 25765000 197070000 185690000

NOP56 -0,0278185 S 519 3 ___1 0,839487 1,80E-14 162,4 139,27 96,848 -0,3732 327800000 15308000 165680000 146810000

ZHX3 -0,0280638 S 945 2 ___1 0,689329 2,60E-64 217,88 199,61 211,9 -0,39777 35275000 4553100 15972000 14750000

PPIP5K2 -0,0280657 S 38 3 ___1 1 2,58E-10 146,76 142,81 58,627 -0,030894 228320000 7582200 110080000 110660000

RAD50 -0,0281609 T 690 2 ___1 1 9,66E-157 250,47 240,19 250,47 -0,17851 1127100000 61457000 557120000 508490000

DOCK2 -0,0282339 S 1672 2 ___1 1 5,17E-14 159,34 138,61 159,34 -0,71952 17207000 557230 8967400 7682000

NPDC1 -0,0283891 S 229 2 ___1 1 0,00932732 83,862 41,263 70,942 0,13979 26145000 1348100 13209000 11587000

SGTA -0,0284746 T 81 2 ___1 0,99936 5,92E-14 153,65 114,65 130,77 0,10695 619240000 14483000 347770000 256990000

ALDOA -0,0284892 S 39 2 ___1 0,995365 9,03E-47 173,44 160,3 173,44 0,11532 240900000 18727000 115300000 106870000

CPSF1 -0,0285487 S 766 3 ___1 0,982622 0,00014478 89,661 65,123 83,849 -0,050856 159130000 5766800 80775000 72586000

STIM2 -0,028549 S 523 3 ___1 0,957969 0,00033578 113,65 78,964 53,3 0,10537 200410000 4661700 86542000 109200000

NAP1L1 -0,0286037 T 62 2 ___1 0,999899 1,50E-49 177,58 168,58 177,58 -0,11584 9194100000 369070000 4643800000 4181200000

SRRM1 -0,0287195 S 695 2 ___2 0,880298 6,03E-74 200,82 200,82 200,82 -0,15551 702480000 29844000 366360000 306280000

CDC27 -0,0288225 S 435 2 ___1 0,85524 0,00111519 105,46 31,961 105,46 -0,40039 7962500 2621600 2214900 3126000

OIP5 -0,0289256 T 221 2 ___1 0,999376 0,0015329 109 87,625 109 0,31989 12553000 3273500 4387100 4892600

HDAC4;HDAC9;HDAC5-0,0289992 S 220 2 ___1 0,999174 0,0213585 51,528 16,034 51,528 0,13169 295740000 12821000 152660000 130260000

NCOA3 -0,0290472 S 214 2 ___1 1 8,33E-09 142,4 122,2 142,4 0,16125 238270000 11894000 125010000 101370000

E2F8 -0,0291993 S 71 2 ___1 0,999836 0,00012729 123,84 113,85 98,105 -0,095376 300200000 7513100 140830000 151860000

RBL2 -0,0295953 S 662 2 ___1 0,987109 0,0009849 103,88 72,038 99,215 -0,43729 99776000 3897900 49943000 45935000



TMEM87B -0,0296184 S 534 3 ___1 0,999235 1,33E-07 109,97 92,023 109,97 0,94615 436730000 10655000 263260000 162810000

ACACA -0,0296617 S 25 2 ___1 0,532817 0,00151277 70,335 48,801 70,335 -3,8734 15775000 992620 5684500 9097700

SUPT20H -0,0297829 S 437 2 ___1 1 1,88E-222 317,83 291,05 317,83 0,10431 116640000 6601800 53481000 56556000

KMT2A -0,0298799 S 2151 3 ___1 0,990625 0,00263637 72,089 38,864 69,92 0,11937 50199000 1286500 33189000 15724000

THOC1 -0,0298974 S 2 2 ___1 0,939154 0,00054176 78,908 63,017 78,908 -0,36994 9743500 872530 3992800 4878200

BUD13 -0,0299651 S 325 2 ___1 1 0,00023975 114,56 94,467 114,56 1,2306 935170000 35412000 471210000 428550000

RBPJ -0,0301589 S 18 3 ___1 0,999953 0,00080635 55,994 35,555 52,366 0,6162 54059000 4969400 27361000 21729000

CDCA5 -0,0301884 S 75 3 ___1 1 0,00057216 66,644 56,723 54,223 0,085594 59273000 1645700 31311000 26315000

SMG9 -0,0301919 S 53 3 ___1 0,99997 8,95E-05 116,65 84,771 116,65 -0,7751 24193000 4872800 13019000 6300700

ARHGEF18 -0,0303908 S 948 2 ___1 1 0,0017595 73,841 56,022 73,841 0,30361 172090000 12863000 83385000 75843000

TAF12 -0,0304851 S 51 2 ___1 0,999949 1,11E-30 184,6 167,72 114,55 -0,12796 3437900000 6706600 1808500000 1622600000

CLASP2 -0,0304866 S 8 2 ___1 1 1,09E-32 189,55 173,91 189,55 0,38833 132820000 3604200 67059000 62158000

NSD1 -0,0305115 S 2471 3 ___1 1 9,77E-05 100,46 85,693 100,46 -0,46769 53529000 12951000 20979000 19599000

RFX1 -0,0305516 S 204 3 ___1 0,974955 5,84E-13 73,765 73,765 73,765 0,63446 78390000 2953600 39163000 36274000

SAP130 -0,0306278 S 442 2 ___1 0,968435 3,35E-05 132,31 105,17 115,12 -1,198 207570000 7066300 104620000 95886000

ST13;ST13P4-0,0307004 S 76 2 ___2 1 4,12E-08 113,59 113,59 51,147 0,0082278 1098800000 52903000 554790000 491140000

ST13;ST13P4-0,0307004 S 79 2 ___2 1 4,12E-08 133,66 114,91 51,147 0,0082278 2209500000 89733000 1120900000 998800000

ZC3H4 -0,0307254 S 1275 2 ___1 1 2,18E-32 180,56 166,53 180,56 0,31213 1448700000 6724500 742540000 699410000

SETD5 -0,0307319 S 1233 2 ___1 0,864987 0,0177561 74,962 64,536 64,439 -0,049236 72382000 49850000 9300200 13232000

BOD1L1 -0,030914 S 537 2 ___1 0,674083 5,27E-38 192,96 98,875 192,96 0,26686 40625000 1229800 7730300 31665000

PUM2 -0,0309518 S 136 2 ___1 1 9,55E-38 196,64 172,08 196,64 -0,1896 2828000000 14842000 1521000000 1292200000

FAM21A;FAM21C-0,0311023 S 333 2 ___1 0,999749 2,51E-38 191,35 172,76 171,46 0,22344 3010200000 112870000 1514700000 1382600000

USP16 -0,0311504 S 551 2 ___1 0,599361 1,91E-50 209,31 189,73 209,31 -0,083356 152500000 8989500 74649000 68859000

EIF4G1 -0,0311532 S 1238 2 ___1 1 0,0001773 114,86 93,562 71,085 0,43071 200130000 8514500 97503000 94109000

ARL6IP4 -0,0313577 S 332 2 ___1 1 6,26E-37 164,15 143,31 164,15 -0,39052 1027600000 42466000 526900000 458250000

SCRIB -0,0313894 S 853 2 ___1 1 0,0003903 101,39 34,237 46,481 -0,078303 158390000 9407100 74196000 74792000

PCM1 -0,0314367 S 384 2 ___1 0,999348 5,65E-07 143,94 120,23 143,94 0,018848 208180000 12013000 100410000 95753000

SUDS3 -0,0314742 S 236 3 ___1 0,805148 8,77E-06 113,13 106,83 110,89 0,052773 2389300000 64810000 1235800000 1088700000

NUMA1 -0,0315479 S 1769 2 ___1 0,999988 7,68E-07 138,77 96,45 138,77 0,27128 176780000 6445000 90086000 80249000

FAM122A -0,0316076 S 143 2 ___2 0,999999 8,61E-05 114,4 93,75 82,707 -0,30061 2845400000 28660000 1523800000 1292900000

GATAD2B -0,0316364 S 134 3 ___1 0,829861 3,65E-06 111,62 84,292 79,068 -0,071154 172470000 4199800 70570000 97700000

OGFR -0,031809 S 315 2 ___1 1 3,40E-252 332,27 290,41 308,12 -0,41907 1956000000 57686000 1013600000 884680000

CLSPN -0,0318724 T 217 3 ___1 0,499992 2,76E-05 73,981 61,303 73,981 0,022353 23754000 1577500 9978600 12198000

SEC61B -0,0320385 S 14 3 ___1 0,707754 1,56E-98 249,48 207,42 107,83 -0,28208 7237700000 15203000 3731700000 3490700000

PCBP1 -0,0321379 S 190 3 ___1 0,855578 3,05E-05 89,565 76,778 89,565 -0,2974 63751000 1638000 26751000 35362000

CHD4 -0,0321674 S 515 3 ___2 0,973188 1,34E-05 80,359 69,048 54,255 -0,02444 337240000 36979000 187060000 113200000

CHD4 -0,0321674 S 531 3 ___2 0,907448 0,00106712 54,255 44,797 54,255 -0,02444 27631000 1235300 12740000 13656000

HMGN1 -0,0325953 S 86 2 ___1 0,999902 0,00024856 116,84 87,497 116,84 -0,19859 11298000 15763 6227600 5054300

CD19 -0,0327182 T 337 3 ___1 0,973284 0,00022674 53,123 42,134 48,551 0,97972 87790000 15160000 34462000 38169000

RANBP3 -0,0328314 S 126 2 ___1 0,713241 0,0003611 94,487 69,039 94,487 -0,68593 14141000 2283800 7595900 4261600

NUP153 -0,0329052 S 522 2 ___1 0,936166 0,00024026 107,5 87,39 107,5 -0,5195 40404000 1918400 20533000 17952000

DENND4A -0,0330383 S 1128 2 ___1 0,978816 9,82E-187 261,19 261,19 261,19 -0,29961 380660000 23972000 184380000 172310000

MCM3AP -0,0330823 S 538 3 ___2 1 1,88E-05 105,5 90,882 105,5 -0,19784 359360000 5647100 163650000 190060000

EIF3A -0,0331803 S 1336 3 ___1 1 0,0179242 49,31 30,897 49,31 0,69856 19863000 606460 8574200 10682000

SCAF1 -0,033182 S 724 2 ___1 0,868224 4,51E-08 148,78 121,26 132,56 -0,058507 113170000 2860900 66568000 43738000

HSP90AA2P -0,033183 S 263 2 ___1 1 5,67E-199 305,29 266,5 305,29 0,17861 2311400000 59166000 1150100000 1102200000

BCL9L -0,0332946 S 21 2 ___1 0,999836 0,00066249 73,466 62,245 71,806 0,43381 454080000 23128000 217310000 213650000

SRRM1 -0,033327 T 220 1 ___1 1 5,07E-45 173,19 147,96 171,74 0,30559 2,5229E+10 662070000 1,3141E+10 1,1426E+10

NCOR1 -0,033348 S 2120 2 ___1 1 0,00159519 69,672 56,58 58,274 0,05307 73413000 1301000 36422000 35690000

CCNY -0,0333924 S 324 3 ___1 0,674821 0,00100284 71,344 48,87 71,344 0,053636 416940000 4316800 227670000 184950000

SRRM2 -0,0334174 S 1318 3 ___1 0,997639 0,00034852 120,32 99,871 56,149 -2,8886 742120000 12368000 406380000 323370000

ANKRD17 -0,033461 S 2401 2 ___1 0,999999 9,56E-06 106,42 106,42 106,42 0,11609 500210000 25173000 251340000 223690000

TAF6 -0,0335166 S 653 2 ___2 1 0,00755514 105,06 88,222 100,11 -0,3184 190770000 11562000 93659000 85545000

TAF6 -0,0335166 T 660 2 ___2 1 0,0135176 105,06 88,222 100,11 -0,3184 75234000 6079900 35536000 33618000

SGK223 -0,0335397 S 759 2 ___1 0,952682 3,77E-151 280,25 226,26 239,93 -0,018314 84310000 4768800 38166000 41375000

NASP -0,0336547 S 503 3 ___1 1 3,70E-207 308,37 281,15 114,31 -0,14502 749790000 19876000 406330000 323580000

ARID2 -0,0337046 S 689 3 ___1 0,975767 7,77E-06 112,39 101,08 112,39 -0,12844 68450000 2932500 35540000 29977000

KAT6B;KAT6A-0,0337615 S 678 3 ___1 0,999933 0,00412213 55,734 45,677 55,734 0,042436 11797000 260580 6061200 5475000

CD2AP -0,0338826 S 510 2 ___1 0,999985 2,49E-75 227,91 175,84 186,08 -0,22091 215010000 5700700 105880000 103430000

PHRF1 -0,0339817 S 1202 3 ___1 1 2,87E-06 80,293 71,009 80,293 -0,18992 1181100000 4618500 796940000 379540000

SAFB2 -0,034024 S 207 2 ___1 0,999999 0,00043604 90,561 75,999 90,561 -1,4313 92263000 6921900 44156000 41185000

WHSC1 -0,0341012 T 115 2 ___2 0,804001 2,31E-05 105,25 75,442 92,247 0,011395 93345000 12030000 41993000 39322000

HUWE1 -0,0341375 S 1903 3 ___1 0,890538 0,0001023 76,826 62,954 76,826 -0,11584 159100000 20788000 68965000 69343000

AIFM1 -0,0342094 S 268 2 ___1 0,999702 0,00294042 84,615 14,803 84,615 -0,0076831 244840000 7724900 125180000 111930000

MAP1S -0,034323 S 657 2 ___1 0,999994 0,0113368 96,668 27,07 96,668 0,038422 251740000 6556800 124440000 120740000

WAPAL -0,0344397 S 77 2 ___1 0,999256 1,44E-57 211,17 192,88 196,4 -0,35035 678600000 28602000 361540000 288460000

HIVEP2 -0,0344558 S 374 2 ___1 1 0,00044299 119,53 49,472 80,755 0,20599 112630000 95384 69084000 43447000

ITPR1 -0,0346781 S 1764 2 ___1 0,999917 5,39E-98 249,28 222,84 249,28 -0,17299 490990000 17343000 247650000 225990000

ATRX -0,0346893 S 1527 2 ___1 0,993682 7,37E-20 168,69 134,42 79,646 0,3874 2478800000 465670000 1039900000 973210000

ANKRD17 -0,0347618 S 1635 2 ___1 0,999974 1,84E-06 138,05 125,47 138,05 -0,3683 174140000 7342200 80726000 86076000

VPS51 -0,0348187 S 18 3 ___1 0,998624 1,59E-24 152,95 127,39 150,23 0,12002 403700000 12399000 211530000 179770000

NUMB -0,0348253 S 361 3 ___1 0,866118 5,03E-08 118,37 99,869 118,37 0,14923 68818000 8729800 30406000 29682000

CEP76 -0,0349878 S 82 2 ___1 0,736387 3,14E-20 165,8 126,77 134,85 0,24986 93316000 7546000 46621000 39149000

LCP1 -0,0351206 S 5 2 ___1 0,999937 1,34E-28 177,58 146,75 127,75 -0,63025 5679700000 57332000 2860500000 2761900000

BRD1 -0,0351608 S 128 2 ___1 0,99841 0,0003062 116,01 90,274 115,14 -0,69142 203480000 12869000 97306000 93304000

DCP1A -0,03525 S 315 3 ___1 0,935506 9,02E-11 105,42 98,041 79,667 -0,98945 682540000 104780000 330170000 247590000

BLNK -0,0353117 S 129 3 ___1 0,997867 0,00027539 101,75 79,698 101,75 -0,14212 85011000 8211500 41398000 35401000

ARFGAP1 -0,0356344 T 189 2 ___1 0,999998 0,00146461 102,97 91,123 102,97 -0,071797 265230000 26456000 116510000 122260000

ZMYND8 -0,0357871 S 495 2 ___1 1 2,21E-05 114,56 98,426 114,56 0,22017 56524000 2765600 29753000 24005000

TMPO -0,0358058 S 424 2 ___1 0,999999 0,00010704 124,51 108,38 124,51 0,041366 539620000 56699000 223980000 258940000

SAMD1 -0,0359132 S 161 2 ___1 0,999999 1,28E-42 171,56 128,26 137,61 0,021132 1351500000 45743000 691360000 614410000

RGS3 -0,0360769 S 943 2 ___1 0,996668 3,55E-06 132,64 122,32 77,078 -0,30959 1138200000 34641000 565430000 538080000

POLA2 -0,0362448 S 152 3 ___1 0,651712 2,20E-05 48,773 48,773 48,773 -0,68485 11862000 2134900 4805500 4921700

MAP2K2 -0,0362765 T 394 2 ___1 0,996919 1,70E-19 143,5 81,119 125,54 -0,055438 4724200000 149960000 2396800000 2177400000

PSME3 -0,036304 S 248 2 ___1 0,677126 0,00303347 111,94 92,804 111,94 -0,0077367 26814000 416450 13381000 13016000

PLEKHG1 -0,0363483 S 497 3 ___1 0,999562 8,81E-05 99,064 85,744 96,303 -0,071282 152880000 43756 56294000 96541000

TSC2 -0,0364385 S 1411 3 ___1 1 0,00358882 94,673 57,529 44,426 -0,41905 1396600000 13740000 792620000 590260000

MDN1 -0,0364908 T 4898 2 ___1 1 3,88E-151 277,6 254,71 138,75 -0,18642 539040000 22694000 273380000 242960000

FUNDC2 -0,0365928 S 151 2 ___1 1 1,29E-05 94,767 83,174 94,767 0,10016 1942800000 62437000 990420000 889990000

SSX2IP -0,0365969 S 312 2 ___1 0,999995 4,22E-24 176,84 155,44 174,02 -0,038654 445310000 4173200 244190000 196950000

RAVER1 -0,0367319 S 14 2 ___1 1 3,91E-39 197,14 185,7 173,51 0,14453 3,835E+10 136600000 2,0265E+10 1,7948E+10

SYNRG -0,0367748 S 812 2 ___1 1 3,26E-05 102,52 81,663 102,52 -0,090165 831480000 35426000 394070000 401980000

CD2AP -0,0368811 T 512 2 ___1 0,75935 5,06E-35 167,89 113,87 167,89 -0,025223 16884000 371550 9956600 6555400

ARL6IP6 -0,0369106 S 80 2 ___1 0,917241 0,0120265 52,784 19,476 52,784 -0,082437 21941000 9015500 6257600 6668300

REPS1 -0,0371623 S 392 3 ___1 0,614935 3,30E-05 54,681 50,605 54,681 -0,12473 116730000 3993900 77623000 35116000

SEC16A -0,0372659 S 1069 3 ___1 1 0,0102789 46,121 34,655 41,208 -0,092848 65747000 3560200 30175000 32011000

CWC25 -0,0372985 S 218 2 ___1 0,996969 7,07E-37 163,12 101,56 157,68 -0,083862 540610000 35449000 249230000 255930000

USP7 -0,0373223 S 18 2 ___1 1 1,77E-25 167,45 154,39 167,45 -0,53505 398840000 39713000 194770000 164360000

PSMD2 -0,0373325 S 16 2 ___1 1 1,72E-119 228,26 210,13 228,26 -0,1317 2052500000 233040000 943210000 876270000

SKP2 -0,0373843 S 64 3 ___1 0,983139 0,0003035 53,073 44,085 53,073 0,019963 180020000 2185800 122310000 55525000

PTMA -0,0375249 T 14 2 ___1 0,701324 0,00148791 69,352 56,969 69,352 -0,22397 134250000 8762900 60953000 64532000

GPATCH4 -0,0375951 S 220 2 ___1 0,999911 2,98E-248 329,06 298,58 295,09 0,38374 59208000 4435500 31600000 23172000

BUD13 -0,0376049 S 197 2 ___2 1 0,00064848 98,407 90,176 81,431 -0,18778 208890000 5184500 103560000 100150000

BUD13 -0,0376049 S 201 2 ___2 1 0,00064848 98,407 90,176 81,431 -0,18778 215940000 5184500 107040000 103720000

DDA1 -0,0376658 S 95 2 ___1 0,999897 6,08E-35 192,21 182,67 188,55 -0,53839 506280000 11564000 254950000 239770000

PAX5 -0,0378138 S 206 3 ___1 1 0,00013184 77,689 67,94 77,689 0,04722 47597000 1215100 24496000 21886000

NCK1 -0,037873 S 91 3 ___1 0,833224 3,58E-06 120,6 107,5 120,6 0,41539 75584000 12344000 38573000 24667000

ARFGEF2 -0,0378863 S 227 3 ___1 1 2,33E-18 140,81 134,85 112,39 0,44955 2813600000 96549000 1382500000 1334500000

HSF1 -0,0379767 T 357 3 ___1 0,522852 0,0128164 43,162 35,969 43,162 0,037425 618700000 2782800 328400000 287520000

RFC3 -0,0380982 T 76 3 ___1 0,816053 0,00042301 84,403 70,012 84,403 0,055719 74319000 2305500 36338000 35675000

MAPKAP1 -0,0381866 S 510 2 ___1 0,900556 0,00130408 111,27 55,951 111,27 -0,31129 258750000 6355600 132980000 119410000

THOC2 -0,0382106 T 1385 2 ___1 0,999948 0,0162992 95,775 52,005 79,489 -0,19036 31396000 1170800 19059000 11166000

FAM134A -0,0382355 S 385 2 ___1 1 5,95E-19 143,93 143,93 110,44 0,15258 361180000 16739000 185670000 158770000

RALGPS2 -0,0383323 S 422 2 ___1 0,956408 0,0159492 72,958 32,913 72,958 -0,022177 4070700 134020 2078600 1858100



CBL -0,0384063 S 486 3 ___1 0,53429 0,00074113 45,856 32,802 43,799 0,70708 66089000 2312900 29207000 34570000

ZNRF2 -0,0384433 S 135 3 ___1 1 0,00054294 119,77 98,872 69,729 -0,27681 315800000 10434000 164590000 140780000

PTPN22 -0,0384508 S 325 2 ___1 0,918818 6,88E-29 186,77 148,58 186,77 -0,11661 11351000 593640 6018600 4738700

ZMYM3 -0,0386181 S 213 2 ___1 0,776999 1,16E-09 146,81 128,18 98,573 -0,52544 711200000 54987000 337450000 318770000

ZNF639 -0,0386353 S 88 2 ___1 1 7,64E-08 145,6 124,82 110,92 0,033933 362380000 20644000 189490000 152250000

BAZ1A -0,0386619 T 731 3 ___1 0,999996 1,41E-15 146,3 131,09 132,45 0,077592 344560000 16783000 177990000 149790000

CLASRP -0,0387175 T 93 4 ___1 0,934962 9,20E-06 66,01 55,399 66,01 0,42008 17880000 1102700 10787000 5990200

VCPIP1 -0,0387323 S 997 3 ___1 0,640704 0,00021371 97,797 85,882 97,797 0,41677 144060000 720930 62064000 81271000

NFRKB -0,0387768 S 176 2 ___1 0,986993 0,00213256 92,19 54,195 77,185 0,4206 39408000 292510 25187000 13929000

PTMA -0,0388187 S 2 2 ___1 1 1,69E-18 153,95 136,59 136,33 -0,048221 6425000000 313520000 3275000000 2836500000

ESCO2 -0,0388805 S 244 2 ___1 0,999994 3,88E-20 166,9 143,05 166,9 -0,38811 94946000 1306900 39018000 54622000

CDK12 -0,0389633 S 423 2 ___1 1 0,00296549 76,064 39,669 66,27 -0,24302 1566200000 45674000 811550000 708930000

VPS13C -0,0390732 S 1398 2 ___1 0,749614 0,0003141 98,676 68,109 98,676 -2,7684 13448000 584030 3632100 9231400

MON1B -0,0390739 S 59 2 ___1 0,89984 0,00010843 80,156 70,751 60,034 -0,44056 158300000 8908200 85531000 63857000

RBL2 -0,0390809 S 1068 2 ___1 1 3,29E-11 146,11 126,08 146,11 0,3022 305440000 22368000 155020000 128050000

FCHO2 -0,0391523 S 391 3 ___1 0,589599 0,00012408 71,974 61,992 45,269 0,32254 208580000 4315100 104520000 99742000

AXIN1 -0,0391621 S 77 3 ___1 0,510741 0,0034877 42,057 31,446 42,057 0,91008 35404000 1765100 16599000 17040000

HNRNPD -0,0391865 S 190 2 ___1 0,9994 8,83E-47 173,68 173,68 173,68 0,024709 557370000 31068000 270090000 256210000

TRIM28 -0,0392108 S 473 2 ___1 1 5,29E-35 196,44 153,7 196,44 -0,33173 2023900000 155900000 1061700000 806310000

LSR -0,0392373 S 464 3 ___1 0,999957 0,00022503 80,156 60,259 72,771 -0,36162 20380000 343830 9390500 10646000

NF1 -0,0393083 S 2543 2 ___1 1 1,20E-60 191,52 141,16 191,52 -0,2737 720460000 28947000 351720000 339790000

EIF2AK3 -0,0393499 S 715 3 ___1 1 4,10E-18 169,62 144,06 42,568 -0,74759 185580000 23001000 85121000 77462000

NOC2L -0,0394735 S 49 3 ___2 1 1,36E-37 190,24 170,48 129,9 -0,23066 1727300000 7244100 891460000 828600000

SEC31A -0,0394831 S 1163 3 ___1 0,992366 1,46E-51 204,65 197,45 204,65 0,094196 1532600000 29277000 785800000 717580000

HSD17B4 -0,0395921 S 3 2 ___1 1 0,00175676 88,596 51,252 69,721 0,32379 246470000 191540 141050000 105230000

ZEB2 -0,0395953 S 731 2 ___1 0,999999 0,00262191 103,14 71,713 103,14 0,4233 222730000 1230700 99563000 121940000

SNAPIN -0,0396441 S 133 2 ___1 1 6,15E-06 108,18 99,879 105,39 -0,37766 608310000 31297000 289830000 287180000

CDK12 -0,0396621 S 383 3 ___1 0,976879 3,61E-05 102,27 97,741 81,839 -0,68438 306870000 25798000 141480000 139580000

DEPDC5 -0,0397848 S 579 4 ___1 0,999995 2,78E-31 177,5 159,25 177,5 0,14633 121640000 340560 76753000 44547000

CAP1 -0,0398655 T 307 3 ___2 0,832005 3,59E-28 189,09 171,02 105,02 -0,074679 8137900000 43654000 4603600000 3490600000

MEF2D -0,040062 S 180 2 ___1 1 3,45E-06 90,05 75,844 90,05 -0,21267 139240000 8174300 70123000 60943000

SH2B2 -0,0400863 S 157 3 ___1 1 1,44E-18 168,5 121,62 119,96 0,37432 512100000 3443300 310850000 197810000

HNRNPK -0,0402542 S 284 2 ___1 1 6,88E-24 150,61 142,45 149,23 -1,2801 2,003E+10 326890000 1,043E+10 9273300000

INTS5 -0,0403189 S 1010 2 ___1 0,99352 0,00101081 103,44 48,125 103,44 -0,36818 27245000 1379100 14064000 11802000

M6PR -0,0403633 S 267 2 ___1 1 0,00169345 53,304 44,361 41,202 -0,22285 52165000 1895300 28464000 21805000

GSK3A;GSK3B-0,040491 Y 279 2 ___1 0,771934 0,00409383 72,434 68,093 72,434 0,022983 173380000 6129200 88703000 78546000

FAM53B -0,0405232 S 167 2 ___1 0,998206 0,00717031 87,568 36,292 81,017 -0,13097 168410000 3100000 73008000 92305000

CXCR4 -0,0406502 S 348 2 ___1 0,999758 1,50E-98 251,04 223,7 248,75 -0,011357 264930000 4110000 126460000 134360000

CIT -0,0406992 S 1993 3 ___1 1 9,39E-05 114,63 102,57 112,34 -0,062488 1601500000 15576000 837480000 748460000

CAP1 -0,0407067 T 307 3 ___1 0,832005 3,59E-28 189,09 171,02 105,02 -0,074679 8137900000 43654000 4603600000 3490600000

U2AF2 -0,0408223 S 79 5 ___1 1 2,48E-62 224,06 199,65 57,173 -0,10528 1,3371E+10 33420000 6951700000 6386000000

PPAN -0,0408531 S 238 4 ___2 0,754182 1,74E-16 114,03 103,1 114,03 -0,90166 193770000 14924000 104790000 74057000

PPAN -0,0408531 S 240 4 ___2 0,643483 3,43E-15 94,352 82,79 45,021 -0,47711 93365000 11384000 55622000 26358000

PPAN -0,0408531 T 233 4 ___2 0,643483 4,62E-06 57,882 51,123 45,021 -0,47711 93365000 11384000 55622000 26358000

ZC3H18 -0,04095 S 534 2 ___1 0,998541 2,18E-27 176,32 135,6 147,42 -0,060448 5785700000 157190000 2960800000 2667700000

KAT7 -0,0411796 S 56 3 ___1 0,499986 2,13E-51 198,74 178,71 198,74 0,21935 76182000 1062000 28651000 46469000

HDAC7 -0,0412686 S 464 3 ___1 0,499999 6,32E-06 117,64 104,96 117,64 0,21042 57390000 1182400 32221000 23987000

ZNF800 -0,0412984 T 424 3 ___1 0,520503 0,0055022 40,819 30,397 40,819 0,19913 39070000 1900900 19887000 17282000

TMEM115 -0,041305 S 320 2 ___1 0,999974 0,00427464 94,767 80,998 94,767 -0,21583 155410000 13304000 65708000 76400000

PPFIBP1 -0,0413429 S 540 2 ___1 0,943041 1,65E-08 149 111,58 149 0,046197 103070000 8842300 49442000 44782000

RANBP2 -0,0414083 T 1144 2 ___1 0,987056 0,00160084 90,759 73,323 90,759 0,2795 82135000 6463100 37135000 38537000

LEO1 -0,0414414 S 630 2 ___1 1 6,10E-48 211,7 179,4 115,8 -0,032535 1251800000 14086000 707780000 529920000

ZBTB21 -0,0414617 S 422 3 ___1 0,706333 0,00017455 76,21 57,491 76,21 -0,2874 56205000 745330 23100000 32359000

CDS2 -0,0415805 T 31 3 ___1 0,688284 3,91E-10 96,368 87,958 84,362 0,3702 377550000 6515000 245980000 125060000

TICRR -0,0416559 T 1134 3 ___1 0,997703 8,47E-05 96,379 82,648 77,391 0,48392 210290000 2881500 111590000 95819000

KLC1 -0,0416993 S 524 3 ___1 0,76604 0,00104013 83,314 59,06 58,32 -0,15947 312220000 5467800 159500000 147250000

ZC3HAV1 -0,0418497 S 257 2 ___1 1 1,37E-50 202,96 167,64 202,96 -0,51969 562380000 24762000 312390000 225220000

SYAP1 -0,0419525 T 248 2 ___1 1 0,0106258 81,296 46,001 63,419 -0,2193 1,0489E+10 405720000 5156800000 4926700000

CHAF1B -0,0419591 S 410 2 ___1 0,99424 9,03E-05 106 99,87 92,575 0,50457 2484700000 25992000 1297900000 1160800000

TOE1 -0,0420404 S 5 2 ___1 1 3,38E-60 179,87 162,93 179,87 -0,026423 288490000 14791000 142190000 131510000

EIF2AK3 -0,042234 S 719 3 ___1 0,796858 1,91E-05 111,33 100,06 111,33 0,11731 53323000 1988400 27190000 24145000

FAM53C -0,0422904 S 299 2 ___1 1 0,00184431 109,24 85,487 84,718 0,50463 434000000 5868700 229200000 198930000

BPTF -0,0423379 S 2370 2 ___1 1 0,00067556 109,15 81,403 109,15 0,065428 13575000 1076300 6140500 6358100

FXR1 -0,0424271 S 587 2 ___1 0,980495 0,00038034 92,773 76,423 92,773 -0,18675 9489100 419630 5930900 3138600

FOXK1 -0,0425131 S 445 2 ___1 1 8,27E-08 114,21 103,04 114,21 0,14964 2440000000 96542000 1210700000 1132800000

AGFG1 -0,042534 S 181 2 ___1 0,999991 1,19E-07 102,4 80,269 101,71 0,39503 1765800000 89080000 873610000 803140000

ZNF608 -0,0426593 S 895 2 ___1 0,910329 8,35E-09 142,35 120,36 88,56 -0,0068578 64448000 3461600 26567000 34419000

TMPO -0,042682 S 306 2 ___1 1 1,85E-63 218,45 193,59 174,62 -0,062553 4509200000 145110000 2263400000 2100800000

MEN1 -0,0428878 S 492 3 ___1 1 0,00244993 68,481 50,342 68,481 -0,74896 11618000 260370 5930800 5427200

CASP4 -0,0428878 S 16 2 ___1 1 0,0195081 78,516 20,658 78,516 0,35703 31951000 964540 16329000 14657000

GTSE1 -0,0428878 S 167 2 ___1 0,531183 0,0140923 55,213 27,244 46,964 1,5165 61266000 1439200 36695000 23131000

ATXN2L -0,0429266 S 594 2 ___1 0,98347 4,88E-96 214,28 198,69 199,08 -0,28921 1592400000 76850000 773670000 741880000

C17orf85 -0,0429374 S 25 3 ___1 0,999874 2,50E-54 175,9 160,59 175,9 -0,44497 1050700000 8421000 772330000 269920000

LRMP -0,0430363 S 131 3 ___2 0,995932 5,16E-139 270,23 227,11 191,99 0,29429 9081900000 303490000 4766400000 4012000000

SLX4 -0,0430409 S 1185 2 ___1 1 0,00434425 111,46 64,268 93,649 0,27634 544270000 44074000 267210000 232980000

RAVER1 -0,0430983 T 463 3 ___1 1 1,08E-43 158,35 153,91 65,071 -0,097609 3083400000 24481000 1678200000 1380700000

CHD3 -0,0432714 S 1605 2 ___2 1 0,00013621 93,633 88,877 83,404 0,42799 902780000 12254000 533080000 357450000

TRIM11 -0,0432742 S 85 5 ___1 1 0,00010022 52,685 44,752 52,685 -0,25786 5442700 96800 2161400 3184400

HEPACAM -0,0432903 S 191 2 ___1 1 0,0239427 75,213 7,1966 75,213 -0,1043 109190000 3996000 58064000 47132000

ZMYM2 -0,0435211 S 838 2 ___1 0,916497 2,36E-14 162,41 138,12 162,41 -0,17565 197720000 15259000 97961000 84502000

TDRD3 -0,0436161 S 256 3 ___1 0,999997 1,37E-06 88,544 75,866 88,544 -0,64234 30172000 1224800 14546000 14401000

SLC4A2 -0,0437352 T 257 2 ___1 1 7,02E-14 153,56 131,96 153,56 -0,43933 74409000 1833300 55136000 17439000

DAXX -0,0440164 S 495 2 ___1 0,999996 4,94E-12 140,68 121,43 108,59 -0,038011 863700000 48288000 437970000 377450000

YRDC -0,0440762 S 37 2 ___1 1 0,00021492 109,84 109,84 72,175 0,12414 2,3798E+10 41596000 1,253E+10 1,1226E+10

DOT1L -0,0441021 T 772 2 ___1 0,821039 0,00040022 123,72 106,25 102,38 0,037119 128820000 5832100 37022000 85964000

YBX1 -0,0441147 S 174 2 ___2 1 3,99E-20 172,09 156,7 79,81 -0,41072 1755200000 51354000 952400000 751490000

YBX1 -0,0441147 S 176 2 ___2 1 3,13E-258 303,57 288,88 79,81 -0,41072 3809200000 120890000 1950000000 1738300000

MAP2K2 -0,044136 T 396 2 ___1 0,941109 1,19E-19 144,47 91,348 144,47 -0,35606 2566000000 77331000 1307900000 1180900000

NCOR2 -0,0441516 S 1251 3 ___1 0,911335 0,00116637 73,156 23,847 73,156 0,29409 110190000 913000 63904000 45374000

ADD3 -0,0441962 S 664 3 ___1 0,996876 0,00478899 50,029 41,321 50,029 -0,13953 23415000 1518700 6391200 15506000

SRRM2 -0,0442259 S 1729 2 ___1 0,937889 0,00016832 106,6 78,831 56,527 -1,5566 35542000 783220 21578000 13181000

CDK11B -0,0442777 T 595 2 ___1 0,999997 0,00080487 117,23 102,36 117,23 0,53932 290180000 52876000 122230000 115070000

MDN1 -0,0442885 S 5015 3 ___1 0,950234 1,38E-35 144,68 140,19 144,68 -0,087373 359330000 3064100 234560000 121710000

CXXC1 -0,0443599 S 142 3 ___1 0,499999 1,09E-10 79,395 79,395 72,033 0,11306 43178000 1738000 21144000 20296000

CXXC1 -0,0443599 S 143 3 ___1 0,499999 1,09E-10 79,395 79,395 72,033 0,11306 43178000 1738000 21144000 20296000

SMARCAD1 -0,0443946 S 152 2 ___1 1 4,15E-98 251,13 216,2 84,249 0,7038 532100000 10765000 252950000 268390000

CASC3 -0,0445385 S 363 3 ___1 0,999962 6,11E-35 181,56 165,41 136,12 0,29882 4281100000 26106000 2387900000 1867100000

NSUN5P2 -0,0445979 S 260 3 ___1 0,999959 0,00014268 95,822 68,708 81,428 -0,18274 581880000 3261100 286630000 291990000

NUMA1 -0,0448211 S 1862 3 ___1 0,99996 5,62E-05 91,175 79,92 91,175 0,60196 114400000 2084900 57254000 55057000

ERCC6L -0,0448288 S 1069 2 ___1 1 0,00120995 89,609 56,231 82,831 1,4956 364570000 12278000 191940000 160360000

EIF2S2 -0,0449164 S 2 2 ___1 1 3,56E-08 110,31 110,31 88,075 0,31218 6131300000 262750000 3072600000 2795900000

WASF1 -0,0450295 T 301 3 ___1 0,582237 0,00016672 65,155 49,267 65,155 0,49642 61432000 2003300 31502000 27926000

ELF1 -0,0450685 S 163 2 ___1 0,999998 4,37E-20 167,37 143,08 141,59 0,18123 399600000 53560000 182090000 163950000

ATG4C -0,0451504 S 451 2 ___1 0,895234 0,00136147 100,55 78,468 67,153 -0,56319 131720000 4010800 52398000 75314000

CHD3 -0,0451517 S 1601 2 ___2 0,999984 5,86E-116 263,71 244,46 214,28 0,33026 1643500000 51205000 908070000 684240000

SGPP1 -0,0452348 S 112 2 ___1 0,999995 2,40E-27 188,58 188,58 164,13 -0,056639 1,8677E+10 253800000 9704200000 8719100000

NUP153 -0,0452856 S 209 2 ___1 0,995777 0,00218402 75,764 56,087 65,472 -0,068506 135530000 3836900 64743000 66954000

LEMD3 -0,0453124 S 141 2 ___2 0,794749 1,35E-05 133,71 107,6 133,71 -0,35291 20448000 1902400 7869700 10676000

PI4KB -0,045357 S 277 2 ___1 0,995122 0,00268899 74,649 60,969 74,649 -0,02177 64513000 5299000 36623000 22591000

SMC4 -0,045492 S 41 2 ___1 0,999325 7,33E-295 317,13 317,13 317,13 -0,10752 1597000000 61504000 850440000 685040000

RAF1 -0,0456846 T 260 3 ___1 0,575542 2,94E-08 89,873 83,751 89,873 0,28993 73839000 3397800 39683000 30758000

CD2BP2 -0,0457204 S 49 2 ___1 1 0 517,68 475,16 517,68 -0,14475 1420200000 60845000 712890000 646450000

CDK17 -0,0458151 S 137 2 ___1 1 0,0051824 88,155 40,867 74,392 -0,21191 50988000 1664800 22513000 26810000

SCAF11 -0,0458534 S 776 2 ___1 0,99742 1,72E-38 197,47 150,86 172,91 0,24297 507860000 21814000 249230000 236810000



RGPD5;RGPD8;RGPD1;RGPD2-0,0462141 S 788 2 ___1 0,994848 6,02E-06 114,89 99,958 81,915 -1,319 574370000 23805000 282340000 268230000

RANBP2;RGPD3;RGPD4-0,0462141 S 788 2 ___1 0,994848 6,02E-06 114,89 99,958 81,915 -1,319 583560000 23805000 282340000 277410000

PRKDC -0,046474 S 893 3 ___1 1 6,57E-05 115 99,861 50,354 -0,04584 278160000 962210 133620000 143590000

CDK13 -0,0465732 S 437 2 ___2 0,988572 0,00587497 76,759 64,533 68,809 0,17457 65803000 7317200 29944000 28542000

CDK13 -0,0465732 S 439 2 ___2 0,999694 1,45E-35 197,36 166,49 197,36 -0,63108 191950000 14708000 95950000 81293000

WAS -0,0466152 S 221 2 ___1 1 4,60E-05 123,29 97,573 50,563 -1,9878 485270000 21075000 253000000 211190000

NAF1 -0,046626 S 315 2 ___1 1 2,63E-20 136,63 136,63 72,184 0,86081 1564200000 99883000 755510000 708830000

OGFRL1 -0,0467965 S 381 2 ___1 0,999474 1,33E-05 130,39 108,18 130,39 0,59227 336320000 15779000 169160000 151380000

MAP7D1 -0,0468912 S 112 2 ___2 0,539242 0,00072563 72,421 45,613 72,421 0,32968 19025000 673320 4063800 14288000

MAP7D1 -0,0468912 S 116 3 ___2 0,869867 0,00014656 83,09 61,249 76,691 0,10955 63009000 1582300 28029000 33397000

ING5 -0,046969 S 118 2 ___1 0,999985 0,00061829 104,24 73,059 104,24 0,04161 137910000 3647500 73962000 60305000

TGS1 -0,0469968 S 89 2 ___1 1 1,00E-114 256,45 215,72 240,2 -0,12069 696050000 33049000 324520000 338480000

PDS5B -0,0470701 S 1358 2 ___2 1 1,26E-114 223,76 223,76 220,89 0,27256 2633000000 105470000 1372700000 1154800000

SF3A1 -0,0470706 S 329 2 ___1 1 0 360,21 360,21 280,25 -0,020678 4284000000 170280000 2132500000 1981200000

CDK12 -0,0471229 S 681 3 ___1 0,999999 6,49E-13 83,022 71,499 77,733 0,66163 558450000 31274000 244210000 282970000

NEK1 -0,0471271 S 1126 2 ___1 0,999778 0,00034453 110,38 92,878 110,38 -0,72707 223660000 7251600 112080000 104320000

RAPGEF6 -0,0472937 S 1237 3 ___2 0,769113 1,28E-05 91,819 84,787 91,819 -0,60122 30727000 2052200 12978000 15697000

NSUN2 -0,0473302 S 456 2 ___1 0,999521 9,00E-174 291,7 263,67 197,84 0,76865 1492800000 11562000 686480000 794780000

CCDC71L -0,0474725 T 185 2 ___1 0,999615 0,00254581 82,34 68,042 82,34 0,29643 89612000 3089800 48593000 37930000

DPM1 -0,047562 S 9 2 ___1 0,999876 7,36E-19 171,62 139,61 171,62 -0,2312 1,1909E+10 40270000 6238100000 5631000000

SETD2 -0,0478321 S 744 3 ___1 0,979626 3,60E-05 122,18 108,72 122,18 -0,0074586 472590000 4507500 221510000 246570000

FAM122A -0,0479673 S 147 2 ___2 0,98546 8,61E-05 114,4 93,75 83,418 0,024297 3769800000 39609000 1988000000 1742200000

MCPH1 -0,0479796 S 277 3 ___1 0,805988 0,0010975 56,9 52,509 56,9 0,077572 16309000 722060 8149700 7437600

HNRNPH1 -0,0480432 S 63 2 ___1 1 4,72E-97 243,41 209,31 224,89 0,12469 1024200000 18303000 521550000 484330000

GTSE1 -0,0481338 S 715 2 ___1 1 0,0217493 72,652 38,777 71,03 -0,27086 117580000 5599000 56581000 55403000

ARID4B -0,0481885 S 295 3 ___1 0,499994 0,00113271 46,678 40,959 46,678 0,2146 57058000 765910 21391000 34900000

ARID4B -0,0481885 S 296 3 ___1 0,499994 0,00113271 46,678 40,959 46,678 0,2146 57058000 765910 21391000 34900000

ZNF800 -0,0482293 S 426 3 ___1 0,963766 1,71E-05 108,5 94,134 70,145 0,3193 294750000 43409000 131000000 120340000

MIIP -0,0482666 S 303 2 ___1 1 2,77E-26 178,71 142,13 178,71 0,36895 145170000 9397500 72307000 63468000

ZMYM3 -0,0483226 S 774 3 ___1 0,757537 7,42E-05 59,837 47,871 59,837 0,055078 19805000 2025800 8495500 9283800

CCDC6 -0,0483723 S 244 2 ___1 1 7,93E-05 88,507 88,507 63,682 0,37161 508730000 54578000 243440000 210710000

FAM65B -0,048471 S 21 2 ___1 0,998072 0,00014551 121,99 97,428 74,678 -0,0061817 974890000 37102000 511720000 426070000

NBN -0,0485214 S 432 2 ___1 0,998926 1,46E-18 174,23 145,99 95,183 0,72699 4715000000 213340000 2364100000 2137600000

HTT -0,048533 S 1177 2 ___1 0,741644 0,00029346 115,8 96,558 115,8 -0,11207 85848000 3615000 44351000 37881000

SASH3 -0,0485764 S 113 3 ___1 0,781454 1,53E-13 125,26 118,96 125,26 -0,25438 100330000 1571500 80530000 18227000

KPNA2 -0,048643 S 62 2 ___1 0,998345 9,45E-234 286,14 286,14 286,14 0,20043 895280000 32907000 460530000 401850000

RAB11FIP1 -0,0486509 S 357 2 ___1 0,800448 1,50E-18 146,25 130,89 113,72 0,25427 59188000 2206700 26070000 30911000

NPM1 -0,0486848 S 70 2 ___1 1 8,23E-214 283,01 283,01 283,01 -0,15282 2,7613E+10 1140100000 1,3967E+10 1,2506E+10

RING1 -0,0487423 S 38 2 ___1 0,99985 3,42E-06 136,66 113,43 136,66 -0,43513 54730000 2420900 29835000 22474000

CCDC43 -0,0490723 T 139 2 ___1 1 1,42E-67 187,39 187,39 176,42 0,014281 3082400000 121750000 1565700000 1394900000

C2orf49 -0,049365 S 189 2 ___1 0,999934 9,70E-09 120,84 107,25 58,32 0,7997 461420000 15649000 241300000 204470000

NCOA7 -0,0497042 S 209 2 ___2 0,655239 0,00039803 75,669 55,907 65,219 0,74502 199440000 17644000 91756000 90039000

NCOA7 -0,0497042 S 211 2 ___2 0,96945 1,91E-18 148,52 94,177 118,13 0,15349 1134200000 62361000 547450000 524430000

ARHGAP9 -0,0500591 S 475 2 ___1 1 6,09E-87 227,8 203,5 227,8 -0,062581 304380000 8467800 171590000 124320000

ATG9A -0,0500953 S 828 3 ___1 1 0,00087286 55,228 38,741 43,534 1,2315 111640000 16152000 50409000 45081000

TNRC18 -0,050447 S 1136 2 ___1 0,978889 0,00013883 112,83 23,007 112,83 0,017188 67072000 445660 27197000 39430000

SIN3B -0,0505024 S 739 3 ___1 0,610807 1,94E-05 103,88 84,209 103,88 0,27052 44693000 493030 23284000 20916000

SIN3B -0,0505024 S 740 3 ___1 0,845703 5,22E-05 94,203 79,049 84,895 0,32001 37707000 493030 21365000 15850000

SLC4A7 -0,0505295 S 84 2 ___1 0,999996 2,52E-95 243,99 204,98 204,67 -0,39266 2241400000 71729000 1151000000 1018700000

RPS6KA1 -0,050607 T 733 2 ___1 0,661977 0,00713283 49,097 28,472 49,097 0,13751 105090000 3295200 54274000 47518000

GTF2I -0,0506248 S 830 3 ___1 0,572695 8,93E-24 139,96 125,81 139,96 -0,11973 1129000000 15766000 565060000 548140000

UBR5 -0,0506518 S 2241 3 ___1 0,999992 0,00258169 57,802 48,834 57,802 0,0048747 73164000 1925000 41687000 29552000

MATR3 -0,0507564 S 598 2 ___2 0,995165 2,66E-27 178 137,27 171,71 -0,31677 53451000 218820 27982000 25250000

MATR3 -0,0507564 S 604 2 ___2 0,998859 2,66E-27 178 137,27 124,84 -0,025785 53451000 218820 27982000 25250000

GPN1 -0,0509851 S 312 2 ___1 0,562959 0,00056167 87,647 62,593 87,647 0,69611 27548000 2344300 14507000 10697000

WASF2 -0,051184 S 308 3 ___1 0,999998 3,54E-05 74,876 67,6 70,98 0,16402 421540000 12026000 207650000 201870000

ARID4A -0,051234 S 147 2 ___1 0,95816 1,94E-35 199,33 147,16 144,88 0,25918 205970000 6676900 102240000 97056000

HABP4 -0,0512362 S 108 3 ___1 0,99999 0,0001327 66,793 53,062 63,901 0,48173 201990000 866790 108490000 92636000

ARHGAP24 -0,0513692 S 413 2 ___1 0,552025 0,00053042 88,087 58,788 88,087 -0,086565 67430000 1286000 36042000 30102000

ACTB;POTEE;POTEF;POTEKP;ACTG1;ACTA1;ACTC1;ACTG2;ACTA2;ACTBL2-0,051388 S 239 2 ___1 0,952702 0,00037955 105,46 74,462 93,51 0,6389 92005000 6797900 47575000 37632000

MBD3 -0,0514141 S 85 2 ___1 0,958278 0,00051494 113,99 81,464 113,99 0,070853 16730000 943140 5645100 10141000

R3HDM2 -0,0515936 S 348 2 ___1 0,572535 0,0111323 64,374 53,664 64,374 -0,19796 59907000 2316000 29412000 28179000

NCOR2 -0,0516073 S 152 3 ___1 0,999736 6,01E-14 97,441 86,298 96,887 0,22938 1183100000 47009000 580480000 555630000

IKZF1 -0,0516409 S 445 2 ___1 0,999866 3,03E-05 129,34 55,711 129,34 0,11561 187380000 5442400 94462000 87481000

PCYT1A -0,0516919 S 331 2 ___1 0,999964 5,33E-06 127,68 27,662 127,68 2,3127 207950000 7461500 100360000 100130000

MTBP -0,0517012 S 639 2 ___1 0,999998 3,11E-05 132,86 111,56 123,02 0,31697 248990000 25472000 115010000 108500000

FOXJ3 -0,0518364 S 223 2 ___1 0,949073 7,74E-29 186,42 174,26 186,42 0,029107 128760000 5316700 56827000 66612000

CLASP1 -0,0518367 S 1196 2 ___1 1 1,17E-20 174,52 125,9 66,267 0,051518 4422000000 49541000 2153000000 2219400000

PARP4 -0,051841 S 1335 2 ___1 0,999943 0,00055906 95,631 81,07 95,631 0,12297 10529000 1588200 4931300 4009300

ARHGDIA -0,0518592 S 24 3 ___1 1 3,48E-11 110,13 99,118 110,13 -0,19529 265170000 9848300 128960000 126370000

ACTR8 -0,0518894 S 412 3 ___1 0,999973 0,0016842 53,998 47,564 53,998 0,023805 86243000 35565000 27883000 22796000

SMG9 -0,0520572 S 451 2 ___1 0,820615 0,00532726 63,709 44,651 63,709 1,7387 23912000 4076100 10496000 9339900

SRRM2 -0,0522965 T 1063 3 ___1 0,587025 1,27E-38 200,45 135,23 95,926 -1,929 136260000 326250 11562000 124370000

NUP155 -0,0523391 S 992 2 ___1 0,878421 0,0182623 71,221 60,413 71,221 0,49071 976390000 37694000 471380000 467320000

FNBP4 -0,0526472 S 508 2 ___1 1 6,30E-37 164,04 164,04 131,82 -0,41999 1071000000 75046000 542080000 453840000

PRKCD -0,0527753 T 295 3 ___1 0,700225 9,79E-05 108,49 108,49 61,167 -0,071097 184440000 358410 94884000 89198000

MYO9B -0,052865 S 717 3 ___1 0,824387 0,00044891 72,771 61,984 72,771 0,18325 48589000 2068300 28599000 17922000

BRD7 -0,0529104 S 279 2 ___1 1 2,00E-38 190,46 170,03 92,457 -0,26844 635880000 6437900 335220000 294220000

TIPIN -0,0529328 T 244 2 ___1 1 0 355,25 321,25 318,18 -0,39856 377640000 14142000 198090000 165410000

PGRMC1 -0,0529704 S 57 2 ___1 0,999965 1,31E-41 192,1 172,52 159,06 0,40935 2982800000 74698000 1534000000 1374100000

HSPD1 -0,0532151 S 70 2 ___1 0,999613 1,08E-07 142,85 95,564 128,31 0,045266 112260000 37068000 33071000 42120000

EPB41L2 -0,0532437 S 39 3 ___1 0,973919 1,55E-114 252,25 252,25 96,455 0,35173 567300000 25094000 282400000 259810000

WRNIP1 -0,0535254 T 116 2 ___1 0,77407 0,00236847 83,877 69,579 83,877 0,18232 41303000 4372900 19360000 17570000

SYNE2 -0,0535802 S 4110 3 ___1 0,805765 3,35E-10 142,98 126,86 109,65 -0,078997 471450000 3562700 295620000 172270000

CCDC167 -0,0536211 S 42 2 ___1 1 0,00192764 108,98 30,643 84,213 -0,32197 256330000 7878300 117550000 130890000

NUP35 -0,0536734 T 308 2 ___1 0,983731 1,73E-12 157,42 135,27 157,42 0,40688 69884000 788820 27968000 41127000

ST13;ST13P4-0,0537633 S 75 2 ___2 1 5,51E-08 110,77 110,77 51,147 0,0082278 577860000 29969000 290910000 256970000

LRRC47 -0,0537951 S 518 2 ___1 0,966549 4,95E-40 184,57 166,56 184,57 0,91737 464010000 12522000 278940000 172540000

UBL4A -0,0540117 S 90 2 ___1 1 0,00030661 99,344 80,748 99,344 -0,17082 19772000 2098200 9278000 8396100

SAMHD1 -0,05429 T 592 3 ___1 1 1,39E-61 217,91 201,49 72,145 -0,2011 1,2766E+10 118960000 6990400000 5657000000

HNRNPD -0,0545871 S 82 4 ___1 0,750401 4,73E-68 220,13 190,27 85,715 -1,8751 272970000 911900 151270000 120790000

FAM122A -0,054684 S 35 2 ___1 0,945432 6,62E-73 226,56 203,65 226,56 0,17016 1052900000 174260000 447230000 431440000

ITFG3 -0,0546919 S 21 2 ___1 1 0,0004692 111,94 58,185 111,94 2,663 53691000 3898600 23637000 26155000

MED1 -0,0547219 S 1207 2 ___2 0,999998 0,00074487 89,484 75,537 89,484 -0,089088 252660000 10025000 123720000 118920000

SRRM2 -0,0547374 T 1003 2 ___1 0,999999 0,00012813 101,53 79,058 101,53 0,07672 3739000000 154970000 1900300000 1683700000

FAM21A -0,0547758 S 539 2 ___1 1 7,16E-301 316,41 287,07 310,49 0,0062664 559900000 23599000 283330000 252970000

SCRIB -0,0549889 S 1448 2 ___1 0,999397 0,00068215 85,163 64,103 85,163 -0,052721 150610000 3038000 88301000 59275000

RBM10 -0,0553373 S 797 3 ___1 1 1,95E-26 183,31 152,83 129,11 -0,31141 748110000 66991000 361670000 319450000

NSRP1 -0,0554225 T 275 2 ___1 1 1,76E-14 131,43 115,28 83,397 -0,055027 935160000 37613000 472660000 424880000

LIG1 -0,0555703 S 819 2 ___1 0,999781 0,0165243 64,439 42,353 58,676 0,25454 46579000 580750 28524000 17474000

SRRM2 -0,0556883 S 1403 2 ___1 0,594679 6,55E-06 130,77 110,38 83,758 0,63522 33693000 2890100 16073000 14730000

NFATC2 -0,0557126 S 363 3 ___1 0,952833 0,00018073 77,575 66,631 77,575 0,47335 120960000 7680400 63784000 49501000

FAM193A -0,0559812 S 642 3 ___1 1 0,00029553 76,768 71,558 76,768 -0,16076 44050000 720480 21571000 21758000

SRRM2 -0,0559812 S 1462 2 ___1 0,540096 1,53E-19 137,4 116,88 137,4 -0,23833 110860000 4634500 53840000 52382000

NELFA -0,0559958 S 363 2 ___1 0,995958 2,51E-11 151,95 128,22 151,95 0,1745 2084300000 25778000 1040500000 1018100000

ATP11C -0,0560262 S 445 2 ___1 0,923711 1,65E-05 121,44 99,76 114,75 0,23575 68569000 5878600 27433000 35257000

IWS1 -0,0561981 S 313 2 ___1 1 9,46E-125 267,21 233,43 245,55 -0,26518 339180000 11226000 170020000 157930000

PHRF1 -0,0562526 S 867 2 ___1 1 1,87E-08 121,6 106,19 121,6 0,3673 190200000 6640200 95838000 87725000

TCF3 -0,0563309 S 514 2 ___1 0,999996 3,28E-20 169,64 158,88 112,34 0,56691 51700000 1868000 25333000 24499000

CDK10 -0,0563426 T 196 2 ___1 0,999999 0,00572286 78,964 56,49 78,964 -0,20738 42391000 6975300 21284000 14132000

SUV39H2 -0,0563585 S 388 3 ___1 1 4,28E-65 226,67 186,94 184,7 0,092404 138650000 13347000 67507000 57801000

PSMD2 -0,0566413 S 361 3 ___1 0,801565 0,0021413 56,247 31,049 46,578 0,25056 10410000 575600 5127500 4706600

ZKSCAN1 -0,0567104 S 208 3 ___1 1 0,00379269 52,451 39,032 50,237 0,056602 43613000 1895300 22797000 18921000

USP10 -0,0568118 S 370 2 ___1 0,981065 0,00363751 73,022 44,217 62,357 -1,0577 95045000 7913300 42786000 44345000



Sep 07 -0,0568663 T 228 2 ___1 1 0,00037795 100,54 90,31 100,54 0,53624 37201000 6550800 14557000 16094000

SIRT1 -0,0570005 S 14 3 ___1 0,969611 2,75E-39 164,8 157,33 159,22 -0,39869 910400000 4980200 504560000 400850000

BMP2K -0,0570807 S 1076 4 ___1 0,995692 1,96E-06 67,895 59,401 67,895 -0,16681 36816000 1556000 18222000 17038000

USP8 -0,0571105 S 718 2 ___1 0,946241 1,01E-114 253,95 201,12 252,77 -0,0096144 944150000 313720000 321730000 308700000

RBM10 -0,0572484 S 89 3 ___1 0,988669 0,00089761 71,344 60,085 60,209 0,28161 134890000 1803400 70902000 62180000

MAPK1IP1L -0,0572716 S 15 2 ___1 1 2,13E-114 222,96 222,96 222,96 0,53629 3494500000 152200000 1739400000 1602900000

DCP1A -0,0573493 T 401 3 ___1 1 6,54E-14 152,48 138,17 141,47 -0,12653 282750000 31619000 127570000 123570000

MMP1 -0,0573617 S 367 2 ___1 0,988773 0,0146532 73,931 19,323 73,931 0,84597 32416000 2101200 16187000 14127000

YWHAZ -0,0574067 S 210 2 ___1 0,602642 0,0101957 54,288 37,21 54,288 -0,21259 59866000 1213300 27414000 31238000

ZNF800 -0,0574106 S 336 3 ___1 0,961111 8,98E-07 127,36 94,621 127,22 -0,076288 452700000 5168200 259480000 188050000

CTPS1 -0,0574518 S 573 3 ___2 0,513967 0,00406477 53,747 49,038 53,747 0,11548 56231000 461000 29196000 26574000

HSF1 -0,0576107 T 369 3 ___2 0,652787 0,00056685 88,239 73,464 64,152 -0,16552 975570000 5047500 536670000 433850000

RPAIN -0,0576394 S 7 2 ___1 0,992576 6,79E-05 118,6 66,109 90,108 0,13442 329880000 23045000 161760000 145080000

MTA1 -0,0576659 S 562 2 ___1 0,714003 3,47E-05 127,76 107,97 116,84 0,091175 68304000 2582000 34082000 31640000

ZNF217 -0,057737 S 407 2 ___1 0,99914 0,00033414 106,13 77,227 105,19 0,086005 91272000 1862700 42071000 47338000

CARD11 -0,0577589 S 886 2 ___1 0,999997 6,85E-131 274,82 245,92 274,82 -0,11903 1425300000 9085800 773570000 642680000

KANK2 -0,0578435 T 168 4 ___1 0,999974 3,99E-09 71,793 64,696 71,793 0,011827 34964000 1146400 23158000 10659000

DCP1B -0,0579729 S 275 2 ___1 0,988439 0,00131131 71,148 60,533 59,067 0,1896 268760000 7275900 139040000 122450000

NBN -0,0579773 T 434 3 ___1 0,574563 0,00572286 63,037 51,767 63,037 -0,15968 17924000 95167 9715900 8112900

SRRM1 -0,0579965 S 694 2 ___2 0,991909 0,00079374 116,24 103,71 116,24 0,053402 220350000 14763000 111850000 93731000

IVNS1ABP -0,0580129 S 336 2 ___1 0,560367 7,95E-05 112,15 84,825 88,552 0,54138 111230000 3940800 63471000 43822000

PPM1G -0,0580995 S 527 2 ___1 0,991474 1,78E-51 212,95 186,84 159,64 -0,15433 623100000 16654000 324060000 282380000

EPS15 -0,0581274 S 140 2 ___1 0,988167 0,0008862 77,023 60,25 77,023 -0,033741 10145000 489680 6093700 3561800

CCNL1 -0,0582794 S 352 1 ___1 1 3,08E-60 222,18 154,69 222,18 0,01713 2044100000 75458000 1021800000 946870000

SLC4A2 -0,0583093 S 443 4 ___1 0,975492 2,29E-13 80,178 69,965 80,178 0,1409 266690000 11905000 139010000 115780000

SRRT -0,0584195 T 544 3 ___1 0,99993 7,91E-12 114,3 107,55 114,3 0,076467 2056400000 18322000 1169200000 868880000

OGFR -0,058542 S 484 3 ___1 0,982194 9,58E-76 165,92 165,92 135,84 0,043537 1350200000 46348000 673850000 630000000

THOC2 -0,0587295 T 1443 2 ___1 1 1,46E-11 152,88 129,65 152,88 0,12922 202470000 9757800 103380000 89334000

FKBP5 -0,0587305 S 13 2 ___1 0,99999 1,49E-51 207,56 186,52 207,56 0,46492 662840000 16717000 307140000 338990000

FAM21A;FAM21D;FAM21C-0,058771 S 1180 2 ___1 0,98645 6,79E-101 250,39 219,84 250,39 0,0010385 467050000 23507000 228440000 215100000

NUP88 -0,05881 S 49 2 ___1 0,760265 1,09E-28 153,79 153,79 153,79 0,10601 184730000 14110000 89943000 80678000

THRAP3 -0,0588294 S 320 2 ___1 0,999315 1,36E-77 230,96 190,89 230,96 -0,0096335 50460000 2689200 25795000 21976000

ZBTB7A -0,059029 S 337 2 ___1 1 1,18E-128 269,85 247,5 254,59 0,40429 375080000 834910 183500000 190750000

MARK2 -0,0590779 S 456 2 ___1 1 6,16E-09 109,15 109,15 75,088 -0,13655 810280000 27585000 416040000 366660000

TLK2 -0,0590891 S 110 2 ___1 0,499993 0,00294703 74,46 65,028 74,46 -0,10886 74453000 3435000 38968000 32050000

TLK2 -0,0590891 S 111 2 ___1 0,499993 0,00294703 74,46 65,028 74,46 -0,10886 74453000 3435000 38968000 32050000

PTTG2;PTTG1-0,0591358 S 165 2 ___1 1 1,68E-19 136,53 126,75 67,456 0,095257 6078100000 245890000 3013400000 2818800000

DDX21 -0,0591917 S 89 3 ___1 1 1,08E-74 230,93 201,25 176,28 -0,077899 3914300000 105610000 2105100000 1703600000

MARK2 -0,0593446 S 390 3 ___1 0,844748 8,67E-05 105,72 95,967 103,92 0,6574 27342000 178700 18240000 8922700

NOP56 -0,0594198 S 569 2 ___1 0,850708 4,46E-12 124,3 115,4 83,869 -0,1921 251320000 12854000 130530000 107930000

SSB -0,0595247 S 366 2 ___1 1 0 352,97 344,88 340,58 -0,068579 3,8052E+10 1422600000 1,981E+10 1,6819E+10

PTMA -0,0596195 S 9 2 ___1 0,785835 5,05E-13 131,66 131,66 131,66 -0,24156 1025000000 44775000 499880000 480380000

CEP135 -0,0596449 S 439 2 ___1 0,998369 0,00029682 119,77 90,223 119,77 0,1815 991650000 6846500 527300000 457500000

TNRC6A -0,0596964 S 991 2 ___1 0,961045 2,41E-09 149,31 134,1 105,28 -0,74914 56411000 2215900 29036000 25159000

DONSON -0,0597074 S 34 3 ___1 0,998296 0,00044839 73,809 52,006 73,809 0,40903 95967000 4912300 48674000 42381000

TMCO1 -0,0598329 S 60 2 ___1 0,985872 0,00102809 108,7 61,094 91,937 0,036733 34460000 6307200 13892000 14261000

NFATC2 -0,0599461 S 367 3 ___1 0,605475 0,00033598 73,208 62,264 41,86 0,14298 54527000 3352800 25176000 25999000

RCSD1 -0,05997 S 267 4 ___1 1 2,49E-13 123,9 112,26 97,099 -0,58732 1414700000 4086800 908710000 501910000

RCSD1 -0,05997 S 268 4 ___1 1 1,44E-113 249,61 237,03 97,099 -0,58732 1983900000 4872900 1226900000 752050000

SBNO1 -0,0599873 S 214 2 ___1 0,994488 0,011218 99,442 86,914 82,75 0,9266 240660000 11935000 121210000 107520000

HCLS1 -0,0599912 S 62 3 ___1 1 0,00025352 100,11 90,828 100,11 -0,0076032 82662000 797680 42067000 39798000

HJURP -0,060078 S 473 2 ___1 1 4,02E-05 96,993 90,46 96,993 0,12491 194620000 6710600 89369000 98545000

ZMYM3 -0,0601492 S 214 2 ___1 0,966231 2,50E-83 196,71 196,71 165,16 -0,55821 1644100000 88576000 823310000 732230000

YRDC -0,0604054 S 60 2 ___1 1 8,55E-21 175,26 137,83 175,26 0,2581 432850000 8200500 221920000 202730000

YBX1 -0,0605999 S 174 2 ___1 1 3,99E-20 172,09 156,7 79,81 -0,41072 1755200000 51354000 952400000 751490000

SASH3 -0,060653 S 110 3 ___1 0,909075 8,60E-23 142,72 138,36 142,72 -0,045254 175890000 4165200 99683000 72043000

SIT1 -0,0606846 S 80 3 ___1 0,56032 0,00036896 77,39 60,705 55,051 0,30095 105480000 4849000 45382000 55248000

TFDP1 -0,0609547 S 23 2 ___1 1 2,40E-20 145,29 134,84 98,156 0,9903 1821600000 96398000 877660000 847540000

THOC2 -0,0611283 S 1486 3 ___1 1 2,85E-06 131,09 131,09 125,09 -0,085168 305140000 9402500 163810000 131940000

CLASRP -0,0612086 S 285 2 ___1 1 0,0010157 106,62 66,996 106,62 -0,13812 859810000 56561000 416130000 387110000

WRAP53 -0,0612842 S 491 2 ___1 0,998943 4,38E-32 186,9 167,5 186,9 -0,15034 798360000 41815000 407900000 348640000

PVRIG -0,0612851 S 207 2 ___1 0,58171 0,0138551 67,997 41,879 67,997 0,075724 36759000 3124200 18050000 15585000

BCLAF1 -0,0613161 S 198 3 ___1 0,999958 5,06E-221 316,8 286,5 144,17 -0,083385 1031300000 40860000 523450000 466980000

CLSPN -0,061471 S 225 3 ___1 0,999999 2,58E-26 166,29 159,25 166,29 0,32949 429630000 11390000 225150000 193090000

MLLT6 -0,0617274 S 382 3 ___1 0,994707 4,98E-11 132,51 117,63 132,51 -0,64995 243030000 25782000 124170000 93070000

PCIF1 -0,0617368 S 144 2 ___1 0,780189 3,02E-05 79,635 66,572 55,007 -0,40037 61768000 968530 35429000 25371000

RERE -0,0618507 T 599 2 ___2 0,665096 0,00220879 114,55 87,139 114,55 0,17717 442280000 4532300 241760000 195990000

HCFC1 -0,0619436 S 6 2 ___1 0,999517 3,73E-21 143,38 143,38 139,58 -0,17478 406600000 11333000 202630000 192630000

SIRT1 -0,0619879 S 47 3 ___1 1 2,26E-05 115,45 103,26 104,38 0,16618 2174300000 13824000 1165400000 995060000

CCDC88C -0,0621585 S 227 2 ___1 1 0,0001782 115,83 94,956 115,83 -0,65656 26608000 3229700 13644000 9733700

TFPT -0,0622639 S 180 3 ___1 0,999864 0,00021959 72,035 60,247 72,035 -0,76548 196770000 2858100 114570000 79342000

HAUS6 -0,0626244 T 584 3 ___1 0,999905 0,00069869 76,155 45,043 63,894 -0,20933 186970000 1371800 105690000 79910000

CHD4 -0,0626349 S 1570 2 ___1 1 1,06E-195 312,21 277,39 312,21 0,93787 838160000 22117000 406350000 409690000

C15orf39 -0,062703 S 455 3 ___1 0,99824 0,00010115 95,666 75,846 95,666 0,42766 146660000 6749000 68563000 71343000

USP1 -0,062799 S 475 2 ___1 1 3,20E-18 171,29 107,88 164,81 0,06235 890240000 36865000 440550000 412830000

PCM1 -0,0629721 S 65 2 ___2 0,999311 8,89E-15 163,91 163,91 85,619 -0,067643 1379300000 25545000 797960000 555840000

PCM1 -0,0629721 S 68 2 ___2 0,646 0,0001817 95,767 57,578 95,767 -0,056023 549420000 3174800 308750000 237500000

ESPL1 -0,0629872 S 1125 2 ___1 0,523669 0,00100493 78,505 64,086 78,505 -0,16077 23243000 640770 10145000 12457000

RTN3 -0,0630323 S 591 3 ___1 0,928792 0,00133852 47,018 41,474 47,018 -0,42835 16029000 133450 7846400 8049500

RPS6 -0,0632434 S 236 2 ___1 0,999536 3,01E-05 127,78 90,22 78,964 0,053098 5043400000 11365000 2766000000 2266100000

NCAPH -0,063355 S 432 2 ___1 0,999447 1,69E-06 138,63 108,69 137,4 -0,20058 410720000 10210000 217980000 182530000

MARK2 -0,0637595 S 486 2 ___1 0,999982 1,25E-09 148,78 113,13 148,78 0,066712 771300000 15443000 437700000 318150000

MTA3 -0,0637945 S 428 2 ___1 0,989574 0,00031993 71,696 56,061 64,64 -1,9138 299090000 8269700 161250000 129570000

NUP98 -0,0638102 S 623 2 ___1 0,999997 2,31E-115 262,36 196,89 262,36 -0,051512 436530000 27413000 222770000 186350000

AFF2 -0,0638466 S 918 2 ___1 1 0,0050989 65,472 45,09 55,841 0,44987 146270000 5346000 69279000 71642000

CLASRP -0,0639812 S 547 2 ___1 0,999989 2,98E-08 149,99 116,76 149,99 0,038868 2545800000 43415000 1313200000 1189200000

CHAMP1 -0,0641123 S 173 2 ___2 0,994664 1,28E-80 231,39 193,09 231,39 -0,071868 589790000 15697000 288560000 285540000

SIN3A -0,0641631 S 277 4 ___1 0,998088 3,02E-36 158,48 140,76 158,48 -0,43121 153900000 1477300 42321000 110100000

SH2D3C -0,064457 S 440 3 ___1 0,999992 3,45E-140 236,95 236,95 108,14 0,14157 3165400000 91771000 1648800000 1424800000

TOR1AIP1 -0,0644865 S 215 3 ___1 0,999992 8,72E-68 175,46 175,46 77,719 0,093456 181380000 6921900 74947000 99509000

MYBBP1A -0,0645358 S 1163 2 ___1 0,997041 1,80E-35 166,62 138,85 166,62 -0,065538 1868200000 85690000 918360000 864130000

CFAP97 -0,0645741 S 218 2 ___1 1 1,75E-36 166,6 166,6 166,38 -0,054264 220330000 7262400 110540000 102520000

ZNF592 -0,0646197 S 1089 3 ___1 1 0,00046948 74,12 63,014 72,583 0,34928 436900000 1095500 240350000 195460000

MOCS2 -0,064698 S 20 3 ___1 1 4,06E-06 135,09 99,199 113,51 0,29802 761870000 12590000 410660000 338620000

PDE8A -0,0647515 S 457 2 ___1 0,999999 0,00122223 109,83 86,159 109,83 0,11939 24204000 6542300 11110000 6552400

MTA3 -0,0648226 S 519 2 ___1 0,99996 1,19E-74 196,67 159,99 196,67 0,16113 457240000 18640000 222570000 216020000

MLF2 -0,0648871 S 238 3 ___1 0,97016 1,12E-12 131,06 131,06 89,261 0,00014153 1175700000 36596000 596220000 542890000

ERCC6L -0,0649675 S 14 3 ___1 1 1,34E-09 142,99 131,33 142,99 -0,061728 979830000 15946000 503830000 460050000

EPS15 -0,0649687 S 324 2 ___1 0,897377 0,00022043 110,77 48,367 110,77 0,25988 286010000 10714000 151100000 124200000

XPO6 -0,0649929 T 204 3 ___1 0,956744 2,83E-09 90,182 81,916 90,182 1,1319 171360000 6977300 108860000 55525000

BUD13 -0,0651394 T 159 3 ___1 1 1,06E-07 142,83 119,51 59,261 0,5857 442790000 24181000 245890000 172720000

TESPA1 -0,0652582 S 454 2 ___1 1 9,98E-26 181,87 146,52 175,65 0,25318 203950000 7892900 101510000 94539000

POP1 -0,0652646 S 729 2 ___1 0,787424 1,39E-13 154,69 123,02 154,69 0,16494 30140000 1225300 14489000 14426000

TROAP -0,0652948 S 98 2 ___1 1 0,00276892 98,942 76,413 94,122 0,57912 7019800 233280 3564700 3221800

FAM122A -0,0653403 S 76 2 ___1 1 2,74E-27 154,36 154,36 127,56 0,19068 1649600000 55615000 821740000 772230000

C5orf45 -0,0654759 S 79 3 ___1 0,936719 5,96E-09 137,24 106,35 94,45 -0,011106 177310000 5083700 89435000 82787000

PRPF40A -0,0656072 S 888 2 ___1 1 5,78E-46 203,74 169,74 174,72 -0,16361 666280000 335870 346500000 319440000

ZNF296 -0,0656421 S 52 2 ___1 1 0,0115425 91,867 49,268 80,231 -1,0656 380060000 14717000 188630000 176710000

ZMYND8 -0,0658114 S 547 3 ___1 0,998714 1,22E-05 57,922 57,922 55,983 -0,34565 230580000 14737000 110930000 104910000

LRRFIP1 -0,0659112 S 120 2 ___1 0,999988 1,02E-63 215,75 191,2 153,14 -0,24179 1376300000 39723000 703000000 633560000

LEMD2 -0,0659942 S 5 2 ___1 1 0,0062941 68,893 51,457 68,893 -0,84978 60276000 2286000 33560000 24430000

SLC35C2 -0,0660374 S 335 2 ___1 0,984789 9,74E-08 117,2 94,283 111,12 0,03366 955660000 33904000 487400000 434350000

ARHGEF18 -0,0660497 S 1289 2 ___1 0,744884 0,00609793 80,979 57,551 80,979 0,18629 10944000 523900 5170400 5249700

KHSRP -0,0661568 T 100 2 ___1 0,974993 6,57E-31 185,09 162,66 107,33 1,2555 119420000 12765000 54462000 52191000



HDAC7 -0,0663971 T 356 3 ___1 0,534653 0,00199748 52,707 38,247 52,707 -0,44455 91566000 1303100 47824000 42439000

GTF3C2 -0,066709 S 765 3 ___1 0,841416 8,00E-05 61,241 51,529 61,241 0,067821 99321000 13801000 54417000 31103000

DOT1L -0,0667221 S 374 2 ___1 1 0,00052143 95,692 71,943 83,894 -0,39348 553520000 53802000 261760000 237950000

EDC4 -0,0670167 T 727 3 ___1 0,517599 4,10E-13 132,69 120,49 60,029 -0,6697 27863000 711670 6697400 20453000

SLC9A3R1 -0,0672683 S 290 2 ___1 0,908621 0 362,5 348,84 362,5 0,26428 222010000 8355900 109220000 104440000

ZRSR2 -0,067334 S 349 2 ___1 0,997456 1,46E-05 124,09 89,916 124,09 -0,10803 43588000 1047200 13244000 29297000

TRANK1 -0,0675472 S 2741 2 ___1 0,998982 1,23E-25 179,35 135,04 84,759 0,59283 489160000 17552000 250430000 221180000

SLC16A1 -0,0676213 S 498 2 ___1 1 4,18E-12 156,52 134,44 148,62 0,8944 106950000 1267200 71162000 34517000

TERF2IP -0,0676515 T 230 3 ___1 0,999992 7,64E-10 124,37 113,74 53,828 0,29005 93089000 515900 42057000 50516000

TPX2 -0,0676638 S 738 2 ___1 0,999528 0,00116736 81,327 60,425 77,776 -0,098088 217400000 10451000 108740000 98210000

C2CD5 -0,0678784 S 262 2 ___1 0,573359 0,0117337 57,499 36,199 57,499 0,32464 23653000 3339300 10392000 9921800

EIF4ENIF1 -0,0679272 S 951 2 ___1 0,999995 7,32E-07 98,044 21,365 98,044 0,42528 261570000 13365000 132180000 116020000

R3HDM1;ARPP21-0,0680334 S 282 3 ___1 1 0,00040647 96,229 64,221 96,229 0,35989 115940000 2134100 60056000 53753000

XPO6 -0,0680369 S 208 3 ___2 0,892469 2,83E-09 90,182 81,916 90,182 1,1319 127140000 5621100 72512000 49010000

TSC2 -0,0681506 S 1096 3 ___1 0,620178 8,08E-06 108,1 91,591 108,1 -0,35758 63487000 3161500 32013000 28313000

CDK7 -0,0681706 S 164 3 ___2 0,982104 0,00137282 78,413 55,978 77,235 -0,12307 238990000 2943100 138270000 97776000

CDK7 -0,0681706 T 170 2 ___2 0,999969 0,00056711 96,881 82,719 72,531 -0,020735 578610000 9375300 310200000 259040000

CHORDC1 -0,0682399 T 47 3 ___1 0,927415 0,00206664 114,15 97,274 104,67 0,54607 310420000 3272300 181120000 126030000

FKBP15 -0,0682409 S 1164 2 ___1 0,998364 2,17E-08 147,73 130,5 143,76 0,10653 871860000 69435000 407660000 394760000

POLD2 -0,0683624 S 15 3 ___1 0,975397 8,73E-05 101,92 88,177 101,92 0,52795 47819000 1700100 19922000 26197000

PPIP5K1 -0,0684229 S 1152 3 ___1 0,722927 0,00847337 56,29 49,853 51,939 -0,35313 21876000 626750 10712000 10538000

KIF21B -0,0684488 S 1215 2 ___1 0,996753 2,29E-14 136,02 58,831 136,02 -0,12273 951390000 29729000 485340000 436330000

RAPGEF6 -0,0685639 S 1094 2 ___1 0,99835 0,00198452 108,77 66,374 93,166 -0,22102 376870000 2037900 198230000 176610000

FAM122B -0,0686195 T 121 2 ___1 0,870536 0,00059708 88,133 72,249 78,021 0,15494 895120000 628530000 120280000 146300000

CHD4 -0,0687501 T 1653 2 ___1 0,999998 0,00137819 94,09 77,064 94,09 0,081351 182470000 7335000 95497000 79639000

TAF6 -0,068758 S 653 2 ___1 1 0,00755514 105,06 88,222 100,11 -0,3184 190770000 11562000 93659000 85545000

MSH6 -0,0687762 S 14 2 ___1 0,999999 0,00150188 105,52 75,749 86,344 -0,5249 80600000 2766500 38725000 39109000

ANAPC2 -0,0689311 S 532 3 ___1 0,607418 3,84E-06 124,92 103,69 124,92 0,061214 415200000 1783000 223130000 190290000

PELP1 -0,0690569 T 745 4 ___1 0,937514 6,09E-38 168,65 162,36 109,8 -0,46334 1443500000 49690000 799290000 594490000

FAM134C -0,0691164 S 320 3 ___1 0,999898 3,39E-35 184,75 175,76 184,75 0,051057 650140000 32100000 357090000 260950000

CCNL1 -0,0691945 S 341 3 ___1 0,539709 6,20E-06 98,37 89,384 48,693 0,5361 658980000 6474600 322180000 330320000

HUWE1 -0,0693045 S 2362 2 ___1 1 0,00033163 106,58 91,702 106,58 0,53504 128820000 6859200 65332000 56626000

PCIF1 -0,0693825 S 116 2 ___1 1 1,56E-20 172,57 137,27 172,57 0,21367 318070000 37741000 165760000 114560000

FCHO1 -0,0695427 S 585 3 ___1 0,935595 8,33E-13 116,35 116,35 58,49 -3,9386 752420000 887190 514420000 237120000

Sep 07 -0,069659 S 334 3 ___1 1 0,00109958 93,839 74,445 53,779 -0,71221 513240000 7949100 300410000 204880000

GNL1 -0,0696836 S 51 3 ___1 0,980204 1,28E-40 201,15 177,42 201,15 0,00081891 360610000 8051800 192890000 159680000

RAD23B -0,0697396 T 159 3 ___1 0,856169 1,14E-22 123,19 123,19 123,19 -0,054869 303400000 9178900 161180000 133040000

POU2F1 -0,0699077 T 276 2 ___1 0,979299 6,24E-29 181,85 161,96 181,85 -1,0294 478630000 9526300 226530000 242570000

DNAJA1 -0,0699473 S 335 2 ___1 1 0,00030114 112,02 90,264 64,675 0,19665 759080000 38481000 381060000 339540000

GSG2 -0,0699516 S 147 2 ___1 0,99935 0,00023969 78,674 58,854 68,257 -0,52096 48490000 1105400 19017000 28367000

STK26 -0,0699527 S 4 2 ___1 1 3,90E-07 115,36 102,04 115,36 -0,66618 379770000 17302000 184230000 178240000

BCL11A -0,0700019 S 205 2 ___1 0,999886 2,17E-147 282,73 220,39 247,17 0,27909 2055300000 76287000 1028500000 950590000

CLASP1 -0,070103 S 600 2 ___1 0,968943 3,29E-28 185,55 161,21 185,55 0,041553 701950000 3426300 348490000 350030000

LSR -0,0701787 S 540 2 ___1 0,885494 0,00238949 101,53 73,761 101,53 0,24012 12837000 303800 8372200 4161400

ESPL1 -0,0701939 S 1126 2 ___1 0,565217 0,00107282 77,633 60,265 77,633 0,19995 26928000 485010 11051000 15392000

ANAPC2 -0,0702611 S 534 3 ___1 0,969952 0,00131797 90,412 71,28 40,025 -0,096411 363910000 4597100 194530000 164780000

ABL2 -0,0702894 S 631 2 ___1 0,973155 6,46E-10 109,39 92,475 97,452 0,084263 644990000 34041000 313530000 297430000

CKS1B -0,0703014 S 51 4 ___1 0,986936 4,55E-05 68,375 59,462 68,375 0,23358 94484000 3043100 51123000 40317000

PDS5B -0,070315 S 1165 2 ___1 0,800136 9,41E-51 206,59 181,47 171,25 -0,22476 61726000 1145000 17817000 42764000

TANK -0,0703302 T 224 2 ___1 0,683573 2,73E-49 211,78 163,67 211,78 0,33019 37152000 1580200 18123000 17449000

RRP1B -0,0707089 S 731 2 ___1 0,752675 1,71E-06 134,61 108,68 134,61 0,051247 130900000 4878400 63840000 62180000

PAK2 -0,0708941 S 132 2 ___1 0,965865 0,00025088 118,71 21,764 70,552 -0,024879 173030000 8269400 90720000 74040000

MADD -0,0711332 T 1237 2 ___1 0,833081 3,10E-14 159,81 144,3 140,3 -0,4655 34865000 1390300 23554000 9920700

RAF1;ARAF -0,0711852 S 582 2 ___1 0,999942 1,16E-13 123,79 94,049 113,93 0,18465 740160000 26165000 354900000 359090000

COL6A6 -0,0712241 S 797 2 ___1 1 0,0177027 40,352 40,352 40,352 3,064 159660000 3874100 83668000 72114000

ARID5B -0,0717699 S 1002 3 ___1 1 0,00336223 73,927 62,487 46,768 -0,59376 15641000 424760 7089200 8126600

SETD2 -0,0717851 S 754 3 ___2 0,99989 0,00126296 68,657 45,217 68,657 0,069415 25298000 68236 8656900 16573000

GAPVD1 -0,071872 S 902 2 ___1 0,997123 4,77E-18 174,95 174,95 134,21 -0,061354 978340000 6682100 491130000 480530000

WDR59 -0,07224 S 603 2 ___1 0,930489 0,00022139 119,75 41,824 119,75 -3,2718 43391000 3053400 21290000 19048000

CEP170 -0,0722552 S 1114 2 ___1 0,840839 3,95E-28 181,94 142,21 181,94 0,33087 93305000 3376000 37022000 52907000

PBX2 -0,0724372 S 146 3 ___1 0,591868 5,16E-07 67,487 57,517 67,487 0,58956 14073000 511510 7649700 5911700

EIF4G1 -0,0724708 S 1596 2 ___1 1 1,47E-18 141,65 141,65 103,76 -0,38286 592340000 21909000 304170000 266270000

ATXN2L -0,0725131 S 339 3 ___1 0,887264 0,00408375 59,261 38,032 49,343 0,58859 52768000 3016000 25151000 24601000

ETV6 -0,0725586 T 18 3 ___1 0,709554 0,00051045 54,466 47,962 54,466 1,1126 113000000 5492300 51686000 55825000

MED13L -0,0726712 S 923 3 ___1 1 9,41E-29 187,78 162,06 44,382 -0,14113 171890000 4108500 63465000 104320000

YTHDC2 -0,0729531 S 1281 3 ___1 0,636429 0,00239429 71,241 44,7 71,241 -0,5966 33312000 126980 16922000 16263000

EML4 -0,0730442 S 144 3 ___2 0,921213 4,02E-08 111,65 95,339 111,65 0,66094 526060000 21100000 256550000 248420000

EML4 -0,0730442 S 146 2 ___2 0,992884 3,82E-07 124,09 107,03 120,66 0,10364 450680000 87469000 178900000 184310000

RPS6KA3 -0,07325 S 369 3 ___1 0,999987 0,00017724 82,651 75,612 78,661 -0,1896 433790000 67555000 199970000 166260000

PML -0,0732677 S 505 2 ___1 0,994664 2,18E-49 208,39 183,21 140,49 -0,30884 962840000 3407800 523290000 436140000

UBR5 -0,0734834 S 1549 2 ___1 0,999978 1,92E-13 152,67 95,523 152,67 0,45382 755190000 117640000 348080000 289470000

TRA2B -0,0734851 S 14 2 ___1 1 6,93E-95 243,92 189,65 243,92 0,66534 327400000 613690 188670000 138120000

RABGAP1 -0,0735581 T 996 2 ___1 1 2,15E-09 113,65 113,65 113,65 1,1555 463120000 29012000 231890000 202220000

ARPC1B -0,0738032 T 315 3 ___1 0,682804 6,51E-10 102,16 102,16 102,16 -0,07101 215450000 9549800 105880000 100020000

TMEM102 -0,0739702 S 209 3 ___1 0,763206 0,00103095 49,525 43,621 48,655 0,24111 42490000 1047300 15928000 25515000

SRRM2 -0,0740006 S 1083 2 ___1 0,911389 0,00624236 70,68 56,91 70,68 -0,050348 5935000 673220 3095300 2166500

LRWD1 -0,074003 S 243 2 ___1 0,992694 7,81E-13 160,81 135,97 111,64 0,21236 4848800000 18357000 2639600000 2190900000

TOMM22 -0,0740765 S 15 3 ___1 1 2,49E-126 226,74 226,74 52,061 -0,15358 826440000 40595000 407060000 378790000

FAM134A -0,0740917 S 403 3 ___1 0,602598 0,00073179 52,685 37,093 52,685 -0,6765 12891000 442840 6656500 5792200

SUDS3 -0,0741561 S 234 2 ___2 0,99816 3,56E-06 116,99 116,99 88,983 -0,71764 3102200000 69779000 1596300000 1436100000

STMN1 -0,0743048 S 16 2 ___2 1 1,55E-09 147,17 147,17 88,133 0,15032 1,5443E+10 67923000 9866700000 5508100000

STMN1 -0,0743048 S 25 2 ___2 1 3,76E-18 140,32 116,94 88,133 0,15032 3,2635E+10 151310000 1,7158E+10 1,5326E+10

PRPF4B -0,0743651 S 852 3 ___1 0,512135 0,00277352 47,392 38,683 47,392 0,10862 57721000 2248100 29326000 26146000

MAP4 -0,0745671 S 1073 3 ___1 1 2,16E-14 145,69 122,02 79,293 -0,018927 2287100000 89083000 1149400000 1048600000

HNRNPU -0,0747638 S 59 3 ___1 0,999989 4,50E-71 204,96 176,22 193,43 -0,86885 2220200000 6922000 1220900000 992440000

CCAR2 -0,0747975 S 678 3 ___2 0,998752 5,27E-21 134,63 125,71 91,873 -0,19013 2568600000 52129000 1288600000 1227900000

NCOA7 -0,0748421 S 162 3 ___1 0,778829 1,48E-05 101,27 94,238 101,27 0,028788 112290000 4641700 57857000 49794000

HDAC7 -0,0749425 S 358 3 ___1 0,746933 5,08E-05 77,675 62,421 77,675 -0,20858 91463000 2676500 46975000 41811000

LYSMD2 -0,0749452 S 24 3 ___1 0,999857 0,00048453 89,46 76,933 65,219 -0,29895 1857800000 23378000 965120000 869340000

TPR -0,0750488 S 379 3 ___1 0,973433 7,07E-60 175,32 175,32 40,142 0,21933 839270000 37083000 430630000 371560000

NKAP -0,0750488 S 9 3 ___1 0,782301 9,44E-05 103,67 73,986 103,67 -0,091916 24240000 445320 11438000 12357000

TICRR -0,0751671 S 838 2 ___1 0,989218 0,00014553 111,74 92,346 111,74 -0,15649 194170000 8315800 109010000 76842000

SH3BP1 -0,075583 S 558 3 ___1 0,961496 0,00017099 105,38 81,958 97,253 -0,29627 205970000 17102000 93488000 95378000

AKAP13 -0,0756051 S 1929 2 ___1 0,975963 6,63E-49 183,89 183,89 87,641 0,24163 543910000 22195000 285240000 236470000

PCBP2 -0,0756689 S 173 3 ___1 0,929711 9,66E-09 140,22 93,81 90,718 -0,32019 141740000 7159800 76524000 58055000

SCAF11 -0,0758484 S 608 2 ___1 0,999999 5,74E-19 164,7 156,99 66,486 0,6388 1125100000 19502000 613080000 492540000

NCAPH -0,0758985 S 87 2 ___1 0,99591 0,0050418 101,97 25,753 101,97 -0,045829 441480000 10785000 214730000 215970000

UIMC1 -0,0759153 S 463 3 ___1 0,993522 0,00079563 73,279 56,393 59,502 0,044259 94562000 334810 49979000 44248000

RALGAPA1 -0,0760619 S 773 3 ___1 0,955225 9,56E-47 199,7 187,5 199,7 -0,54983 372150000 15510000 179750000 176890000

ZFC3H1 -0,07607 S 953 2 ___2 0,685109 0,00286173 75,618 50,765 56,956 0,3079 66775000 1893600 33408000 31473000

SRRM2 -0,0762087 S 323 3 ___1 0,999599 2,02E-45 195,97 180,47 144,43 -0,32926 4420700000 9171700 2846100000 1565500000

LMNB1;LMNB2-0,0763107 S 391 2 ___2 0,999974 0,00010674 124,06 100,83 55,721 0,16724 1705400000 26797000 904170000 774430000

LMNB1;LMNB2-0,0763107 S 393 2 ___2 0,999548 6,20E-07 111,61 63,571 111,61 0,1442 501310000 14793000 253650000 232870000

CMTR1 -0,076391 S 31 3 ___1 0,991593 2,03E-73 225,23 200,83 225,23 -0,0036191 1288700000 25100000 688880000 574750000

FGD3 -0,0768526 S 128 2 ___1 0,99999 5,37E-16 152,48 139,35 152,48 0,53297 558540000 17093000 280620000 260830000

SUDS3 -0,0768936 S 236 3 ___2 0,805148 8,77E-06 113,13 106,83 110,89 0,052773 2389300000 64810000 1235800000 1088700000

PHF8 -0,0769498 S 880 2 ___1 1 0,00077075 108,91 84,57 108,91 -0,020474 28718000 567250 15804000 12347000

LMNB1;LMNB2-0,0770361 S 393 2 ___1 0,999548 6,20E-07 111,61 63,571 111,61 0,1442 501310000 14793000 253650000 232870000

PNPO -0,0773261 S 40 4 ___1 0,964675 7,01E-05 84,933 62,62 84,933 -0,38914 86249000 1733600 45013000 39503000

ANKLE2 -0,077362 S 662 2 ___1 0,999925 6,70E-05 93,812 93,812 72,898 0,28189 223720000 7900200 111740000 104080000

TMCC1 -0,0773634 S 414 2 ___1 0,871392 1,72E-08 149,69 88,258 149,69 0,14457 72843000 4434700 36928000 31480000

PAK2 -0,0774462 S 141 2 ___1 0,99766 1,25E-09 114,89 114,89 106,29 -0,24111 7055300000 277290000 3513800000 3264200000

MCM4 -0,0776037 S 131 3 ___1 0,999996 2,09E-06 78,588 65,268 78,588 0,18705 114040000 3636400 64601000 45807000

CASP8AP2 -0,0776326 S 875 3 ___1 0,999948 0,00416777 52,061 39,004 52,061 1,1555 47388000 4616700 24316000 18455000



HNRNPU -0,0776588 S 4 2 ___1 0,99499 0,00550522 74,424 58,795 74,424 -0,0079641 1,4479E+10 432990000 7338600000 6707400000

ST13;ST13P4-0,07768 S 79 2 ___1 1 4,12E-08 133,66 114,91 51,147 0,0082278 2209500000 89733000 1120900000 998800000

GIT1 -0,0776862 S 410 3 ___1 0,854571 4,05E-05 96,387 88,395 89,181 -0,6899 125700000 2678600 41112000 81914000

KTN1 -0,0777597 S 75 2 ___1 1 0 390,64 356,54 390,64 -0,29086 1565700000 66450000 788380000 710880000

PRPSAP1 -0,0778174 S 215 4 ___1 0,998863 4,77E-07 86,145 79,711 86,145 -0,17398 43135000 710390 4513300 37911000

RALGPS2 -0,077874 S 296 4 ___2 0,801787 0,00023671 103,4 69,125 55,158 -0,052182 399140000 11452000 227380000 160320000

RALGPS2 -0,077874 S 308 3 ___2 0,983234 0,00023671 74,494 65,114 48,226 -0,13197 367270000 8268600 215000000 144010000

CDK13 -0,0781532 S 439 2 ___1 0,999694 1,45E-35 197,36 166,49 197,36 -0,63108 191950000 14708000 95950000 81293000

CARHSP1 -0,0781809 S 52 2 ___1 0,999618 0,00074671 105,2 63,755 92,491 0,397 4642400000 114390000 2421800000 2106200000

KDM1A -0,078468 S 166 3 ___1 0,999999 3,10E-23 140,38 124,61 140,38 -0,24667 605840000 5346700 289210000 311280000

FAM122A -0,0785553 S 143 2 ___1 0,999999 8,61E-05 114,4 93,75 82,707 -0,30061 2845400000 28660000 1523800000 1292900000

BCL2L13 -0,0786668 S 303 2 ___1 0,980053 2,85E-28 177,88 152,56 177,88 -0,54016 80891000 7160200 36591000 37140000

BUD13 -0,0787069 S 271 2 ___1 1 2,94E-49 189,37 170,91 189,37 -0,027728 7323700000 105870000 3830400000 3387300000

SNRPD3 -0,0787465 S 2 1 ___1 1 0,0110521 60,436 35,542 60,436 0,3054 27916000 2097800 13686000 12133000

AKT2 -0,0787791 T 451 3 ___1 0,992887 5,98E-15 138,29 126,73 138,29 -1,3287 355900000 13064000 205220000 137610000

TBC1D22A -0,0788414 S 132 3 ___1 0,999913 0,00018019 110,37 78,091 83,776 -0,12577 2539000000 11808000 1397000000 1130200000

ITPR3 -0,0789446 S 2670 2 ___1 1 0,00118371 91,858 54,432 68,809 0,93867 23119000 1226700 12964000 8929000

HMHA1 -0,0790692 S 619 2 ___1 0,999959 4,10E-32 187,07 159,57 162,39 0,098888 709930000 30105000 352390000 327440000

TACC1 -0,0790818 S 44 2 ___1 0,993913 1,62E-35 187,07 168,3 187,07 -0,045918 40807000 3353000 15106000 22347000

CDC5L -0,0790818 T 438 3 ___2 0,542965 0,00470296 68,82 60,219 68,82 -0,54196 14472000 164810 8249400 6058000

CDC5L -0,0790818 T 442 3 ___2 0,992882 0,00470296 68,82 60,219 68,82 -0,54196 14472000 164810 8249400 6058000

PIEZO1 -0,0792078 S 1646 2 ___1 0,999998 1,45E-73 228,98 195,11 228,98 -0,017487 1358800000 53339000 681760000 623740000

BAHD1 -0,0793865 S 180 3 ___1 0,529333 0,00411926 44,811 33,07 44,811 1,1243 16923000 706970 9040600 7175900

PTPN22 -0,0793997 S 691 3 ___1 0,499999 8,57E-05 108,18 96,156 90,972 0,30948 382690000 4316800 193230000 185140000

ZNF318 -0,0794235 S 501 4 ___1 0,983757 3,37E-05 110,9 95,48 94,389 0,026663 206950000 3669500 112770000 90504000

MRPS18B -0,0795847 S 38 2 ___1 0,999974 0,00047255 97,121 83,458 97,121 0,25784 16938000 1911800 7661700 7364800

MTA1 -0,0796707 T 564 2 ___1 0,997234 4,10E-12 157,86 127,31 150,12 0,0079833 56031000 1570600 26678000 27782000

ABCF1 -0,0797298 S 140 2 ___1 1 0 313,12 313,12 164,99 -0,049698 8457700000 339450000 4291100000 3827100000

AKAP2 -0,0799049 S 720 2 ___1 0,999546 5,07E-05 124,42 91,334 82,171 -0,1357 76089000 2942600 42403000 30743000

MOV10 -0,0799354 S 969 3 ___1 0,99745 0,00061688 69,125 53,183 69,125 -0,31433 11438000 954450 5994300 4489400

SRRM2 -0,0802099 T 2381 2 ___1 0,683998 1,27E-13 158,93 143,54 158,93 -0,67951 87287000 8190300 41962000 37134000

PDS5B -0,0802252 T 1370 2 ___2 0,672001 4,24E-49 207,76 193,06 207,76 -0,19847 50009000 1150500 26442000 22417000

CAP1 -0,0802328 S 308 2 ___1 0,969451 2,69E-28 189,09 171,02 147,1 -0,18359 1,3616E+10 44617000 6887100000 6683900000

HS1BP3 -0,0803339 S 249 2 ___1 1 2,53E-81 239 222,7 235,26 0,287 1292400000 8071500 639680000 644640000

ASXL1 -0,0803968 S 501 3 ___1 0,820511 4,33E-10 145,75 118,25 89,923 -0,12956 113530000 4842600 58548000 50139000

NCOA3 -0,0805395 S 551 2 ___1 1 4,11E-05 119,54 94,367 119,54 0,79305 182670000 10117000 89704000 82845000

BOD1L1 -0,080604 S 3019 2 ___1 0,995077 0,00630431 98,254 76,168 98,254 0,21441 470300000 18450000 222360000 229490000

MEF2B -0,0807004 S 188 3 ___1 0,960822 6,69E-07 79,445 75,339 79,445 -0,019478 256420000 13656000 122680000 120090000

BRAT1 -0,0807576 S 742 2 ___1 0,999996 8,62E-05 109,83 95,341 107,35 2,0541 878260000 33216000 425040000 420000000

ASMTL -0,0809517 S 21 2 ___1 0,988737 0,00773686 77,279 61,901 73,632 -0,15161 259460000 8238900 136500000 114730000

FKBP15 -0,0809981 S 979 3 ___1 0,999934 4,06E-31 161,98 161,98 161,98 -0,87626 1947100000 111380000 942110000 893640000

ZRANB2 -0,0811458 S 120 2 ___1 1 7,62E-42 197,15 178,85 163,99 -0,32368 1661700000 9051400 907940000 744700000

MAPK14 -0,0812831 S 2 2 ___1 0,999999 0,00136777 91,937 80,09 91,937 0,09037 115790000 4654800 65482000 45652000

UBA1 -0,0813071 S 46 2 ___1 1 5,92E-05 115,68 101,56 115,68 0,0048241 72475000 1134000 36757000 34584000

NUP98 -0,0813754 S 673 2 ___1 0,998691 0,00160986 85,845 40,708 85,845 -0,48923 23896000 3445800 11469000 8981200

C17orf75 -0,0814153 S 18 2 ___1 0,896998 8,87E-36 165,64 155,86 165,64 1,2846 140940000 3669800 71501000 65765000

PPP1CB -0,0815069 T 316 3 ___1 0,78798 0,00580301 45,257 29,491 45,257 -0,31697 9215800 199490 4818000 4198300

SRRT -0,0815105 S 4 2 ___1 1 7,66E-19 171,92 171,92 168,3 -0,10137 3657500000 10634000 1968200000 1678700000

BOD1L1 -0,0815177 S 2815 3 ___1 1 1,11E-17 166,7 133,02 64,675 -0,28979 315490000 135190000 89679000 90618000

HTT -0,0815267 S 1179 2 ___1 0,875405 0,00152225 75,463 51,476 75,463 -0,06356 44247000 1389900 21321000 21537000

NUP107 -0,0816313 S 11 2 ___1 0,883259 1,01E-18 156,69 133,95 118,87 0,141 424020000 15279000 214460000 194280000

TCF12 -0,0816352 S 98 3 ___1 0,934286 0,00035169 69,72 60,788 53,444 -0,056798 60383000 1105500 22371000 36907000

POLR2A -0,0816356 S 1864 2 ___1 0,996688 0,00434425 111,46 60,651 111,46 0,44731 67612000 2445900 37129000 28037000

-0,0817594 S 3 2 ___1 1 0,00010637 91,207 78,07 55,885 0,67152 309900000 6317400 159060000 144510000

FAM21A;FAM21C-0,0818504 S 498 2 ___1 1 1,41E-63 220,46 191,76 220,46 0,099108 298390000 12335000 145540000 140510000

PSMA3 -0,0818902 S 250 2 ___1 1 4,13E-63 225,13 212,5 215,61 -0,86064 1,1645E+10 463700000 6067300000 5114500000

SLC4A1AP -0,0821229 S 312 2 ___1 1 8,75E-116 256,45 243,51 254,05 -0,5851 831700000 15019000 458020000 358670000

NCL -0,0822249 S 67 2 ___1 0,999667 7,88E-22 168,69 104,58 168,69 -0,12046 1,1012E+11 3533000000 5,7067E+10 4,952E+10

SEC16A -0,0822704 S 314 2 ___1 1 0,00163841 96,756 71,134 96,756 -0,67105 15911000 347530 5255600 10308000

KIAA0430 -0,0822987 S 1093 2 ___1 1 6,50E-36 192,18 177,76 192,18 0,001134 838190000 27917000 423930000 386340000

FCHO2 -0,0823926 S 387 3 ___1 0,926278 5,13E-05 81,341 73,537 56,903 0,00057767 111660000 3675700 60936000 47046000

PSRC1 -0,0823939 S 70 2 ___1 1 1,49E-10 113,77 99,965 102,62 -0,5579 193480000 8306900 97571000 87600000

NOP2 -0,0824041 S 786 2 ___1 0,998944 1,07E-19 140,24 140,24 114,24 -0,3965 1684300000 54400000 870880000 758980000

ACIN1 -0,0825453 S 410 2 ___1 0,971712 7,50E-07 126,22 102,89 126,22 -0,08079 90053000 16366000 34526000 39161000

MRPS36 -0,0825966 S 61 2 ___1 1 5,53E-06 134,93 109,06 129,36 1,1343 105390000 17001000 48050000 40338000

TP53BP1 -0,0827181 T 1056 2 ___1 0,843547 4,89E-05 99,752 62,194 70,942 1,181 205270000 45773000 63005000 96491000

MAP1S -0,0829495 T 638 3 ___2 0,896548 0,00022705 77,51 54,117 71,528 0,24255 471580000 4095200 242420000 225060000

TUSC2 -0,0831427 S 50 3 ___1 1 9,01E-58 203,38 196,73 191,8 -0,087366 890750000 5422600 494920000 390410000

MS4A1 -0,0832714 S 225 2 ___1 1 0,00034189 107,93 90,715 107,93 -0,14392 697940000 185710000 265990000 246240000

NIFK -0,0833079 T 223 2 ___1 1 3,05E-25 178,49 145,26 156,36 0,10784 553340000 22802000 285580000 244970000

CIT -0,0833178 S 440 2 ___1 0,999005 0,00029586 112,96 80,358 109,55 0,4489 212150000 15801000 99693000 96658000

MAP3K1 -0,0833684 S 923 2 ___1 0,995879 2,55E-10 118,61 118,61 118,61 -0,24663 178920000 9447200 92723000 76750000

HMHA1 -0,0833857 S 23 2 ___2 0,999781 1,15E-38 196,95 135,84 158,93 2,9955 740890000 63721000 350110000 327060000

HMHA1 -0,0833857 S 25 3 ___2 0,999033 0,00018824 90,729 78,828 41,256 0,23522 1382600000 1546100 681750000 699300000

FAM122B -0,083768 T 112 2 ___2 0,548589 0,00059708 88,133 72,249 88,133 0,58765 847050000 628070000 108910000 110060000

FAM122B -0,083768 T 121 2 ___2 0,870536 0,00059708 88,133 72,249 78,021 0,15494 895120000 628530000 120280000 146300000

GON4L -0,0838903 S 2053 2 ___1 0,894359 0,00078721 87,088 65,53 87,088 -0,15379 14368000 953660 6895200 6519100

WDR26 -0,0839747 S 121 2 ___1 0,999998 1,26E-25 182,89 142,97 182,89 -0,58969 665760000 4636100 408500000 252620000

ADAR -0,0840088 T 601 2 ___1 0,9978 1,18E-05 135,23 121,82 125,86 -0,038923 133740000 10874000 63851000 59011000

SLC9A3R1 -0,0841349 S 291 2 ___1 0,63973 1,41E-196 303,96 288,59 303,96 -0,076875 105240000 5027100 50248000 49969000

NCL -0,0841945 S 591 2 ___1 0,999967 2,03E-06 136,46 121,99 65,038 -0,10084 124330000 1749500 58950000 63626000

FYTTD1 -0,0842419 S 15 2 ___1 0,834616 0,00013604 122,46 91,385 122,46 -0,38246 60822000 5441300 32128000 23253000

BTG1 -0,0842763 S 159 2 ___1 0,794834 1,06E-25 184,11 44,247 184,11 0,20618 180400000 7082500 95542000 77780000

PSIP1 -0,0844591 S 129 3 ___2 0,999889 8,27E-05 110,44 92,148 96,234 0,29874 35951000 1823600 17981000 16146000

PSIP1 -0,0844591 T 122 3 ___2 1 3,79E-09 140,95 126,7 96,234 0,29874 35364000 1829300 17814000 15721000

CEP170 -0,0844714 S 1059 3 ___1 0,87023 4,69E-05 92,773 86,356 92,773 -0,35775 94322000 4420900 44742000 45159000

CHD3 -0,084501 S 713 2 ___1 0,933939 8,05E-29 182,63 154,33 182,63 0,19718 588190000 28982000 283820000 275390000

CDC25A -0,0845632 S 317 3 ___1 0,863875 0,00024761 77,39 65,95 77,39 -0,042108 19460000 892900 10561000 8006000

S100PBP -0,0846091 S 72 3 ___1 0,839962 2,23E-05 115,11 104,74 115,11 -0,74543 9038900 330950 4845500 3862400

PTDSS2 -0,084621 S 16 2 ___1 1 6,16E-05 104,97 80,035 71,344 0,17607 538430000 12673000 230570000 295190000

DSN1 -0,0846768 S 81 3 ___1 0,997761 6,02E-05 109,03 79,39 85,974 0,26114 219920000 1287000 130010000 88615000

CDS2 -0,0848281 S 33 3 ___1 0,57373 3,84E-23 148,4 148,4 101,72 -0,24184 4029100000 14128000 2290700000 1724300000

ZNF638 -0,0848704 S 552 2 ___1 1 0,0105756 100,82 72,723 86,879 -0,15969 229760000 11418000 120800000 97541000

NCAPH2 -0,0848933 S 282 3 ___1 0,66524 0,00059106 75,479 63,946 75,479 -0,22505 227640000 43169000 107660000 76816000

NCAPH2 -0,0848933 S 284 2 ___1 0,999475 0,00029214 114,7 93,848 114,7 -0,4324 894730000 27639000 459790000 407290000

CPSF1 -0,0851293 S 765 3 ___1 0,555191 0,00045618 77,023 61,081 77,023 -0,033485 28380000 1264100 13844000 13271000

OGFR -0,0852048 S 378 2 ___1 1 2,98E-152 287,95 262,99 232,11 0,73974 2597900000 13227000 1336800000 1247900000

CLASP2 -0,0852365 S 507 2 ___1 0,999097 0,00805007 81,625 60,055 81,625 -0,33179 355140000 12260000 169430000 173450000

IWS1 -0,0852582 S 440 2 ___1 0,997715 0,00062333 103,97 80,207 102,73 -0,29896 49040000 2845200 22911000 23283000

CDK12 -0,0852874 S 1083 2 ___1 0,992638 4,29E-05 96,866 91,134 91,307 0,10443 1364500000 76207000 677160000 611130000

PAK4 -0,0852977 T 207 3 ___1 0,999988 0,00383338 65,472 40,751 65,472 0,41749 22669000 271030 12561000 9836200

DNAJC5 -0,0854855 S 10 2 ___1 0,990113 4,78E-263 302,64 302,64 187,56 -0,25795 3640000000 178890000 1831100000 1630000000

MTMR6 -0,0855391 S 561 3 ___1 0,762818 0,00011791 88,203 72,781 40,844 0,12934 113640000 8223500 54945000 50467000

SRRM2 -0,0855886 S 322 3 ___1 0,971638 3,94E-18 145,26 136,57 144,43 -0,32926 1137200000 4025500 678610000 454520000

RUNX1 -0,0856486 S 21 2 ___1 0,999999 0,00021517 115,09 101,41 115,09 -0,051027 284590000 18555000 136610000 129430000

TAOK3 -0,0856575 S 324 3 ___1 0,999999 4,49E-08 134,76 117,6 134,76 -1,5305 51952000 605060 33157000 18190000

PVRIG -0,085711 T 209 2 ___1 0,803375 8,86E-11 155,08 122,75 122,46 -0,30692 225790000 38465000 100180000 87145000

SUDS3 -0,0859177 S 237 3 ___2 0,672624 3,56E-06 116,99 116,99 52,144 0,25155 2156400000 52694000 1120000000 983740000

CUL4B -0,0859823 T 49 2 ___1 0,927698 1,46E-78 233,78 206,66 233,78 -0,1866 144970000 5127900 68803000 71038000

RNF20 -0,0861245 S 136 3 ___1 0,905825 0,00014402 87,138 52,76 84,493 -0,22541 155090000 7046000 76562000 71477000

RAPGEF6 -0,0862087 S 1157 2 ___1 0,999964 0,00060666 77,744 50,415 76,927 0,37928 113070000 4656800 61168000 47247000

ELF4 -0,0862245 S 151 2 ___1 0,999763 1,28E-75 203,53 179,37 203,53 -0,25027 178440000 6162900 97132000 75146000

RBM10 -0,0863271 S 723 3 ___1 0,998706 0,00096986 86,288 55,102 81,431 -0,16237 1393400000 137030000 636550000 619880000

CCNL1 -0,0863361 S 335 3 ___2 0,993928 4,08E-22 122,53 114,42 98,37 0,50468 747850000 12779000 345020000 390050000



CCNL1 -0,0863361 S 341 3 ___2 0,539709 6,20E-06 98,37 89,384 48,693 0,5361 658980000 6474600 322180000 330320000

PHF6 -0,0863506 S 145 3 ___2 0,985507 0,00349158 46,403 35,499 46,403 -0,36174 116310000 3310300 63708000 49290000

PHF6 -0,0863506 S 155 2 ___2 0,846035 2,28E-207 310,47 292,33 310,47 0,26364 1583600000 64312000 792730000 726530000

NAB1 -0,0863777 S 395 2 ___1 1 0,00734572 88,948 37,889 79,07 -0,32879 115810000 1427900 60083000 54297000

UBAP2L -0,0863974 S 453 2 ___1 0,758929 7,12E-147 240,42 228,3 146,81 0,16987 1230700000 46993000 636840000 546860000

LIG1 -0,0864298 S 66 2 ___2 1 1,41E-63 208,37 208,37 96,487 0,87961 4553200000 242140000 2226800000 2084300000

LIG1 -0,0864298 S 76 2 ___2 1 2,98E-294 316,76 316,76 96,487 0,87961 8278600000 352630000 4063000000 3863000000

PYCR1 -0,0864739 S 301 3 ___1 0,974112 9,39E-06 130,4 104,27 72,876 0,10232 109970000 12187000 54506000 43275000

RRP1B -0,0866651 S 732 2 ___1 0,899718 3,60E-09 143,25 122,79 120,53 0,11082 363590000 13571000 180750000 169270000

PTK2 -0,0866912 S 722 2 ___1 0,997804 0,0149395 66,004 40,445 66,004 0,012986 22624000 519590 6764500 15339000

ZNF639 -0,0867802 S 60 2 ___1 0,999326 7,96E-29 183,56 169,09 116,98 -0,15317 87360000 2488800 51735000 33136000

ANKRD17 -0,0867831 S 1639 3 ___1 0,635862 0,0006595 68,369 57,711 58,712 0,14549 80717000 5218800 40119000 35379000

MAP3K8 -0,0868029 S 141 2 ___1 1 0,00630926 89,047 59,886 89,047 -0,015926 96839000 3867800 50346000 42624000

TCF3 -0,0869884 S 139 3 ___1 0,811595 6,78E-48 143,18 133,06 123,55 0,12094 474560000 18525000 240250000 215780000

CCNY -0,0871411 S 326 2 ___1 0,997884 8,03E-05 125,73 106,63 96,464 -0,2779 524950000 4941400 277520000 242490000

CDC26 -0,0871509 S 42 2 ___1 0,999951 3,29E-05 90,718 74,368 90,718 -1,9021 215070000 6371000 122370000 86323000

SRRM1 -0,0872735 S 696 2 ___2 0,995986 1,59E-74 220,69 174,34 135,91 -0,68886 5197400000 172990000 2774300000 2250100000

SRRM1 -0,0872888 S 391 2 ___1 0,998293 0,00397729 74,524 59,844 50,786 0,081686 1354400000 17145000 716280000 620930000

VPS13B -0,0872888 T 1262 3 ___1 0,540186 0,00137844 52,268 41,464 52,268 -0,79457 7691700 147620 4084600 3459500

APC -0,0874206 S 2835 2 ___1 0,830772 5,71E-08 103,88 99,429 64,121 0,13696 90934000 3096500 45525000 42312000

DOK3 -0,0875919 S 483 2 ___1 1 2,38E-07 136,96 99,767 136,96 0,41164 641130000 15482000 334280000 291370000

JMJD1C -0,0876175 T 505 3 ___1 0,98959 0,00549966 113,42 102,71 52,837 0,0013334 523200000 321130000 107360000 94713000

CDK13 -0,0877502 S 525 2 ___1 0,993835 0,00048365 83,692 70,555 83,692 0,073676 1515700000 54512000 736220000 725010000

FAM122A -0,0877781 S 147 2 ___1 0,98546 8,61E-05 114,4 93,75 83,418 0,024297 3769800000 39609000 1988000000 1742200000

THOC1 -0,08797 T 542 3 ___1 0,968979 9,38E-13 86,304 70,989 75,588 0,87535 177260000 13678000 82753000 80830000

SUDS3 -0,0880861 S 234 2 ___1 0,99816 3,56E-06 116,99 116,99 88,983 -0,71764 3102200000 69779000 1596300000 1436100000

HN1 -0,0881418 S 131 3 ___1 0,999998 1,43E-65 183,47 175,92 117,35 -0,067766 2508000000 43630000 1363100000 1101200000

RAD54L2 -0,0881633 S 1169 3 ___2 0,999915 4,11E-13 119,42 105,58 92,32 0,13125 272000000 25121000 131800000 115070000

RAD54L2 -0,0881633 S 1172 3 ___2 0,999902 6,24E-10 96,242 88,625 92,32 0,13125 277880000 25121000 156330000 96430000

EPG5 -0,0881934 S 1393 4 ___1 0,740645 2,55E-07 72,348 66,973 72,348 -0,050141 11740000 602270 4111000 7026400

SETD2 -0,0882547 S 1885 2 ___1 0,590357 1,98E-10 146,47 124,92 146,47 -1,1798 25095000 2243200 11174000 11678000

RBM6 -0,0883468 S 362 3 ___1 0,99987 8,01E-68 190,92 176,43 150,89 -0,75437 245220000 6005000 162290000 76922000

ZNF395 -0,0883774 S 468 2 ___1 0,5 0,00218075 107,06 87,813 107,06 0,29713 9711800 3595500 3357800 2758500

ZNF395 -0,0883774 T 467 2 ___1 0,5 0,00218075 107,06 87,813 107,06 0,29713 9711800 3595500 3357800 2758500

PSIP1 -0,0883928 S 171 3 ___1 0,526564 0,000426 56,021 52,211 56,021 -3,2666 14521000 389090 8105200 6026400

PHF10 -0,0885399 S 270 2 ___1 1 9,76E-22 166,66 117,56 166,66 -0,026865 403650000 3279400 213500000 186880000

HCFC1 -0,0886395 S 666 2 ___1 0,996361 0,00434849 64,565 43,612 64,565 0,17208 520900000 25514000 266690000 228690000

NME2;NME2P1-0,0887763 S 120 2 ___1 0,930766 0,00157193 101,72 80,72 101,72 0,3145 34564000 981750 21086000 12496000

TEX264 -0,088807 S 239 2 ___1 0,921963 0,00059376 76,939 66,415 71,279 -0,44818 69110000 45310000 12046000 11754000

KIAA0101 -0,0889749 S 72 2 ___1 1 2,66E-07 141,58 112,62 71,555 -0,1352 419650000 13519000 204510000 201610000

TJP3 -0,0889786 S 346 3 ___1 0,999109 0,00020727 83,54 47,518 65,231 -0,076763 88156000 2809500 35965000 49381000

CCDC88A -0,0890525 S 1561 2 ___1 0,53847 4,04E-10 139,9 123,96 139,9 -0,088818 42273000 6296300 13853000 22124000

MARCKSL1 -0,0891075 T 85 2 ___1 1 0,00085071 124,48 83,376 73,273 -0,14726 535540000 10124000 283090000 242320000

GTF3C2 -0,0891292 S 892 2 ___1 0,611465 3,64E-28 180,97 149,14 115,12 0,50025 17746000 1043100 8897400 7805300

PSEN1 -0,089252 S 366 2 ___1 0,85617 6,08E-14 156,39 125,2 156,39 -0,31798 21039000 3788200 10242000 7009100

PTMA -0,089252 T 13 2 ___1 0,50314 0,00150424 69,229 50,917 47,606 -0,31915 29488000 740970 15893000 12854000

MS4A1 -0,0892981 S 25 2 ___1 1 0,0003407 113,22 86,551 107,85 -0,67052 65750000 2150400 31151000 32449000

CCAR2 -0,089327 S 678 3 ___1 0,998752 5,27E-21 134,63 125,71 91,873 -0,19013 2568600000 52129000 1288600000 1227900000

KANK2 -0,0893489 S 375 3 ___1 1 5,60E-05 125,61 106,37 41,912 0,0031408 7152900000 49981000 3618400000 3484400000

FLII -0,0896142 S 856 2 ___1 0,994279 1,23E-18 143,64 132,81 122,33 0,30019 435250000 18082000 220630000 196530000

TMEM230 -0,0896814 S 23 2 ___1 0,540773 0,00013277 94,801 94,801 90,685 2,2869 190390000 9196000 96400000 84799000

KMT2B -0,0897087 S 861 3 ___1 0,999837 1,15E-07 139,39 127,01 130,36 -0,019107 918490000 89589000 491250000 337650000

CEP170;CEP170P1-0,0897169 S 1529 3 ___1 0,99973 4,78E-06 114,84 105,36 114,84 -0,047837 45639000 2053600 24303000 19282000

MRGBP -0,0897432 S 194 2 ___1 0,882727 3,66E-38 189,8 157,3 189,8 -0,23569 70626000 2471200 38810000 29345000

FLYWCH2 -0,0898662 S 21 3 ___1 0,997165 0,00014818 120,92 106,04 82,482 0,014863 338840000 4650700 151180000 183000000

TJP2 -0,0900196 S 415 2 ___1 0,999466 0,0114825 93,267 46,185 66,27 0,31737 15486000 835090 4630700 10020000

PCM1 -0,0905124 S 861 3 ___1 0,991132 6,50E-05 124,43 105,81 81,665 0,36375 243410000 3855600 121300000 118250000

BABAM1 -0,0905847 S 8 3 ___1 0,908939 4,18E-20 159,59 150,85 102,03 -0,38271 1485600000 6373100 709280000 769940000

OSBP -0,0906991 S 379 2 ___2 0,960185 2,26E-15 162,85 146,91 131,18 -1,0621 136630000 4524100 62702000 69401000

OSBP -0,0906991 S 382 2 ___2 0,999285 6,93E-99 250,81 215,63 162,85 -0,42758 420890000 9404100 202420000 209060000

PTPN22 -0,0908644 S 323 2 ___1 0,704812 1,74E-50 211,57 184,14 211,57 -0,28505 40378000 2124800 20791000 17462000

BOD1L1 -0,0910266 S 3029 2 ___1 1 0,0051824 88,155 29,002 72,289 0,21389 594490000 43115000 296260000 255110000

CDC20 -0,0910601 S 41 2 ___1 1 0,00013617 123,75 105,76 57,106 -0,026271 128050000 2380900 57181000 68491000

PSMD9 -0,0911356 S 2 3 ___1 0,946734 6,17E-07 85,203 73,892 85,203 -0,69542 73158000 5123600 40324000 27711000

PPAN -0,0911973 S 359 2 ___1 1 1,15E-75 208,15 178,85 208,15 -0,22719 4486900000 75399000 2362400000 2049100000

RTN3 -0,091226 S 560 3 ___1 0,979648 1,28E-20 127,5 109,04 121,35 0,21116 290700000 16119000 143650000 130940000

ZNF318 -0,0913797 S 1037 2 ___1 1 0,00242033 79,82 64,669 77,776 0,41973 20514000 264970 9730100 10519000

KMT2D -0,0915199 S 4822 2 ___1 1 1,60E-21 163,41 136,08 163,41 0,79527 53866000 3392000 31319000 19154000

CFL1 -0,0915653 S 156 2 ___1 0,999999 5,02E-08 118,37 89,026 112,44 -0,18943 313960000 10704000 164640000 138620000

HDAC7 -0,091662 S 283 3 ___1 0,998284 2,80E-07 93,043 79,794 80,112 -0,059936 121110000 5709600 59410000 55994000

DPYSL2 -0,0917854 T 509 2 ___1 0,984897 0,0006217 102,38 82,539 85,469 -0,24636 51238000 2805800 23715000 24717000

MYCBP2 -0,0918694 T 2683 3 ___1 0,960792 3,25E-09 100,55 86,068 98,883 -0,60328 125190000 9880100 69442000 45872000

PSMB10 -0,0918988 S 230 2 ___1 0,863734 0,00093415 73,951 28,79 73,951 0,52094 162650000 9439200 75706000 77502000

SRRM2 -0,0920648 S 2581 3 ___1 0,992763 5,60E-05 122,39 100,82 56,122 -0,022349 1,3236E+10 30979000 7021900000 6182700000

KDM5C -0,0920787 S 1356 2 ___1 0,561012 0,0003318 112,17 79,878 112,17 0,67842 30776000 1721700 15477000 13578000

CCM2 -0,0922481 S 384 2 ___1 0,999742 4,66E-05 120,09 82,004 120,09 0,015739 550670000 30237000 276420000 244020000

SCAF8 -0,0922636 S 617 2 ___1 0,978819 1,29E-18 143,46 143,46 143,46 0,050875 1431100000 54532000 732910000 643700000

MYO9B -0,0924156 S 1290 3 ___1 0,999997 5,38E-65 226,74 207,45 181,4 -0,43286 415530000 1229600 175960000 238340000

CASP2 -0,0926181 S 157 3 ___1 0,956546 7,03E-39 192,25 178,62 172,66 -0,66531 232410000 1453600 131920000 99029000

PHF3 -0,0926609 S 283 2 ___1 1 0,00886962 90,696 74,558 90,696 0,54349 98095000 4304600 51179000 42611000

SMN1 -0,092694 S 28 2 ___2 0,976892 6,95E-21 167,59 131,2 167,59 1,3211 445230000 6500700 236980000 201760000

SMN1 -0,092694 S 31 2 ___2 0,99988 6,95E-21 167,59 131,2 134,29 -0,23653 185390000 2327000 81611000 101450000

MAPK6 -0,0927534 S 189 2 ___1 1 4,27E-12 152,64 114,92 152,64 -0,3266 207240000 24417000 93389000 89433000

EIF4ENIF1 -0,0928802 S 564 2 ___1 0,999986 0,00021526 87,18 72,76 76,262 -0,11336 859740000 53193000 422180000 384370000

MYBBP1A -0,092931 S 1290 2 ___1 0,999991 0,0180129 68,846 19,31 68,846 0,018557 211750000 7750000 107540000 96460000

USP19 -0,0929709 S 406 3 ___1 0,499938 1,21E-09 116,22 100,45 116,22 0,53162 42988000 2508200 14901000 25578000

USP19 -0,0929709 T 407 3 ___1 0,499938 1,21E-09 116,22 100,45 116,22 0,53162 42988000 2508200 14901000 25578000

ZC3H13 -0,0930821 S 993 2 ___1 1 2,49E-50 205,18 182,58 198,51 0,45438 559160000 41398000 273990000 243770000

TRIM28 -0,0931373 S 49 4 ___1 0,5 6,67E-57 182,15 174,83 182,15 -1,104 88899000 1437200 62853000 24609000

MOB1A;MOB1B-0,0932087 T 35 2 ___1 0,99997 0,00128897 114,72 83,535 114,72 -0,46067 267700000 21220000 137140000 109340000

PPIP5K1 -0,093371 T 1149 3 ___1 0,562353 0,00130961 74,475 63,99 74,475 -0,10644 27873000 1143600 13823000 12907000

SPEN -0,0934051 S 188 3 ___1 0,5 0,00194147 68,257 20,145 68,257 0,27278 73989000 7645200 31016000 35328000

SPEN -0,0934051 S 190 4 ___1 0,797656 0,00194147 68,257 20,145 46,925 -0,24588 83600000 7645200 40627000 35328000

ANLN -0,0934332 S 182 3 ___1 1 6,88E-06 126,32 118,13 126,32 0,6269 1681200000 12771000 904880000 763580000

EHMT2 -0,0935096 S 232 3 ___1 0,999799 0,00021391 76,768 55,535 76,768 0,046817 18847000 5720300 7099000 6027200

LRMP -0,0935313 T 139 3 ___2 0,577381 1,54E-05 111,1 79,471 47,967 0,35552 96718000 1471900 37962000 57284000

TMPO -0,0935556 S 67 3 ___2 0,999948 4,09E-27 172,52 155,89 110,16 -0,40519 5259200000 52503000 2854100000 2352600000

CTPS1 -0,0938175 S 574 2 ___1 0,509886 0,00095803 82,171 62,9 70,942 0,36108 7754200 766500 3309300 3678500

PBXIP1 -0,0940027 S 43 3 ___1 0,948654 0,00238735 97,439 67,185 59,976 -0,47113 159640000 4532300 79515000 75594000

RBBP6 -0,0940536 S 873 2 ___1 0,99525 0,00512935 63,091 34,764 63,091 0,16322 279880000 2191100 155720000 121970000

SGK223 -0,0940901 S 827 2 ___1 0,546046 0,0001132 123,29 111,68 79,492 0,73604 57610000 11884000 24741000 20985000

TFIP11 -0,0941177 S 98 2 ___1 1 3,61E-281 348,33 332,19 182,76 -0,030951 2930100000 30206000 1620800000 1279100000

FAM208A -0,094187 S 699 2 ___1 0,985085 0,00048471 111,39 92,117 79,633 0,062071 57221000 520500 38817000 17883000

ZC3HC1 -0,0943067 S 395 2 ___1 0,869843 2,57E-80 232,01 216,98 162,64 -0,3204 3255400000 97343000 1703400000 1454600000

HDAC7 -0,0943383 T 465 3 ___1 0,551065 9,61E-08 136,64 93,927 132,48 0,073102 216630000 3774500 115880000 96973000

TFEB -0,0944026 S 455 3 ___1 0,503529 7,93E-05 56,637 43,392 56,637 1,4609 6566900 448910 2523100 3594900

XPO6 -0,0952815 T 204 3 ___2 0,956744 2,83E-09 90,182 81,916 90,182 1,1319 171360000 6977300 108860000 55525000

ASPM -0,0954195 S 367 2 ___1 0,999995 1,99E-07 115,78 69,319 115,78 0,066565 146790000 5566300 74536000 66692000

SGPP1 -0,0955287 S 101 2 ___1 1 3,85E-12 134,9 119,15 84,753 0,05777 279280000 6710700 150350000 122220000

TAF3 -0,0955319 S 183 2 ___1 1 1,65E-29 188,71 168,43 169,64 -0,32921 826360000 25278000 424120000 376960000

SMARCA4 -0,0955769 S 1452 3 ___1 1 3,72E-10 150,94 134,01 143,93 -0,095793 1828600000 65113000 972510000 791020000

PRR11 -0,0956354 T 287 2 ___1 1 0,00020795 120,87 74,993 120,87 0,074859 35807000 2191500 20299000 13316000

LYSMD1 -0,095906 S 99 2 ___1 1 3,83E-08 148,96 123,48 148,96 0,051531 217290000 10888000 108240000 98169000

DHX29 -0,0959813 S 200 2 ___1 0,988062 0,00036811 105,89 92,206 100,77 -0,0627 230380000 7744700 124940000 97694000



PTPN1 -0,0961013 S 295 4 ___1 1 0,00025597 64,68 61,017 64,68 0,53644 84069000 3551100 47461000 33057000

TPR -0,0961134 S 522 4 ___1 0,583813 1,43E-14 131,94 121,33 131,94 -0,35466 29496000 319680 11290000 17887000

EHBP1L1 -0,0961134 S 285 3 ___1 0,792454 4,44E-05 89,055 71,979 89,055 -0,047752 33800000 1185300 25810000 6805400

EHBP1L1 -0,0961134 T 284 3 ___1 0,5 0,00145839 52,541 37,771 42,708 -0,49195 22505000 1185300 14515000 6805400

MED12 -0,0961914 S 635 3 ___1 1 0,00010969 61,958 51,536 57,78 -0,48903 1115600000 91752000 545970000 477860000

SMARCA4 -0,0962058 S 610 3 ___2 0,903458 2,96E-38 167,05 149,77 167,05 0,81602 235970000 6021300 113450000 116490000

SMARCA4 -0,0962058 S 613 3 ___2 0,981195 4,77E-08 74,654 62,895 74,654 -0,49846 72450000 3329900 10307000 58813000

SNW1 -0,0962294 S 224 3 ___2 1 6,40E-05 109,5 99,398 106,16 -0,082599 1683400000 73351000 838330000 771690000

BCKDHA -0,0964297 S 337 2 ___1 0,98821 2,81E-169 289,72 259,7 205,3 0,20126 687480000 20156000 381120000 286200000

PIAS1 -0,0964575 S 503 2 ___1 0,990532 7,37E-36 166,64 166,64 128,22 -0,32506 853480000 38395000 442850000 372230000

GNL3L -0,0964835 S 465 2 ___1 0,999938 2,63E-07 136,52 78,656 136,52 3,7701 25474000 1231100 11075000 13168000

DDX55 -0,0965946 S 544 2 ___1 1 2,52E-198 303,94 261,02 303,94 -0,68857 618110000 1663000 316820000 299630000

NCL -0,0967221 S 356 2 ___1 1 0,00027538 95,57 81,335 95,57 0,05476 256380000 9958500 118490000 127930000

LYSMD2 -0,0967866 S 5 2 ___1 0,971067 0,0100774 68,355 57,134 68,355 -0,14091 38306000 1953000 17963000 18390000

PRKCD -0,096792 S 647 2 ___1 0,770518 0,00627087 107,08 76,466 107,08 0,21262 77873000 524240 40136000 37213000

CENPF -0,0970255 S 3023 2 ___1 0,999868 1,93E-11 120,96 78,624 120,96 -0,14601 452750000 18453000 234490000 199810000

NOP2 -0,0970474 S 732 2 ___1 0,908306 1,77E-29 159,18 159,18 159,18 0,14739 1217500000 100870000 579770000 536890000

NUP153 -0,0971132 S 338 3 ___1 0,999894 0,00015682 80,303 69,359 74,029 -0,12822 83980000 3640000 39412000 40928000

LEMD3 -0,097251 T 365 3 ___1 0,99469 7,60E-06 75,068 62,634 45,611 0,40494 47421000 2944200 24402000 20074000

RPRD2 -0,0973113 S 1099 3 ___1 1 4,35E-09 147,67 125,03 147,67 -0,29823 601500000 5607700 313340000 282550000

UPF2 -0,0973375 T 1088 2 ___1 1 4,15E-35 163,33 153,68 157,33 -0,26869 618000000 21366000 309500000 287130000

RRP1B -0,0977036 S 350 3 ___1 0,999999 2,74E-74 214,43 205,52 214,43 0,10278 829840000 18005000 496260000 315570000

BAZ2A -0,0977798 S 509 2 ___1 0,95667 0,00016344 118,36 94,685 118,36 0,39365 40395000 1750600 19965000 18680000

BCL11A -0,0978163 S 625 2 ___1 0,999911 2,49E-05 119,56 91,23 119,56 -0,44219 977750000 40142000 487990000 449620000

TCF3 -0,0978537 S 379 2 ___1 0,998224 2,23E-89 201,52 201,52 88,565 -0,9317 5675700000 234010000 2846800000 2594900000

SRRM2 -0,0980794 S 1404 2 ___1 0,990253 4,58E-80 229,93 211,3 145,69 -0,7392 920480000 41787000 492890000 385800000

DKC1 -0,0983157 S 485 2 ___1 1 1,97E-07 105,39 83,558 105,39 -0,042523 174860000 9577700 92538000 72750000

MYO9B -0,0984901 S 1115 2 ___1 0,848783 8,49E-13 162,34 98,241 162,34 -0,29564 10340000 698130 4518200 5123300

ANAPC1 -0,0987099 S 688 2 ___1 0,998777 1,64E-12 128,06 128,06 128,06 -0,61473 1206900000 52474000 613010000 541440000

JMJD1C -0,0987554 S 1185 3 ___1 0,901344 0,0115426 43,888 33,63 43,888 0,67681 28718000 799650 15434000 12484000

UBR4 -0,0987912 S 2719 2 ___1 0,992601 5,26E-48 180,07 154,44 180,07 0,37696 863600000 25185000 449800000 388610000

CHAMP1 -0,0988638 S 173 2 ___1 0,994664 1,28E-80 231,39 193,09 231,39 -0,071868 589790000 15697000 288560000 285540000

HUWE1 -0,0991853 S 3818 3 ___1 0,836568 1,49E-18 139,61 131,55 139,61 -0,28432 55017000 809640 18260000 35947000

ADNP -0,0994567 S 709 2 ___1 0,996773 0,00209669 92,112 58,025 92,112 -0,037745 173670000 5902700 92392000 75376000

TIMELESS -0,0997108 S 1173 3 ___1 1 7,15E-29 186,05 167,63 63,165 3,9722 134990000 5965300 66423000 62604000

SRRM2 -0,099768 S 1179 2 ___1 0,98405 7,92E-20 165,66 140,81 75,316 -0,19921 5786500000 334650000 3045200000 2406700000

RBMX;RBMXL2;RBMXL3;RBMXL1-0,100038 S 58 2 ___1 0,999495 0,00061336 87,083 67,505 76,728 -0,31412 125280000 21096000 52930000 51251000

PAG1 -0,100142 S 288 2 ___1 0,972866 0 352,64 336,46 352,64 -0,093377 205160000 9048700 102220000 93897000

POLR3E -0,100329 S 522 3 ___1 0,84659 1,48E-08 76,853 69,457 59,789 0,01228 30918000 296900 19506000 11115000

TP53BP1 -0,100419 S 1430 2 ___1 0,999942 2,43E-41 192,94 173,88 153,83 0,59775 225470000 10156000 116250000 99064000

NFATC2IP -0,10056 S 314 2 ___1 0,98378 1,79E-79 236,43 198,48 202,41 0,058921 231840000 6695500 122980000 102160000

BUD13 -0,100561 S 358 2 ___1 0,917939 1,36E-18 174,42 120,22 103,43 -0,0348 122740000 5614700 61539000 55589000

DBI -0,100571 S 2 2 ___1 1 0,00485137 92,051 68,096 51,488 0,064722 110350000 2369000 56973000 51010000

GATAD2B -0,100995 S 135 3 ___1 0,936722 4,72E-29 182,64 155,51 83,788 -0,052504 129930000 20514000 57953000 51463000

ZC3H4 -0,101087 S 1104 3 ___2 0,603139 0,00015606 58,929 48,993 58,929 -0,3797 56132000 1858900 36738000 17535000

ZC3H4 -0,101087 S 1114 3 ___2 0,997849 4,58E-40 184,95 159,31 111,18 -0,059373 1402800000 44269000 732720000 625770000

GTSE1 -0,101112 S 461 2 ___1 0,989866 0,00067097 91,812 78,042 91,812 -2,0637 188960000 18560000 86135000 84262000

YTHDC2 -0,101143 S 1279 2 ___1 0,993699 0,00808242 81,548 61,761 81,548 0,20717 128410000 20428000 58726000 49252000

RBM17 -0,10118 Y 214 4 ___1 0,580992 4,73E-10 76,476 66,848 76,476 -0,64911 274020000 6947600 177990000 89087000

WRNIP1 -0,101244 S 153 2 ___1 0,999972 2,36E-06 130,27 109,84 130,27 -0,16443 1437800000 5351600 767050000 665360000

VPRBP -0,10129 S 1000 2 ___1 0,999925 3,20E-29 155,28 143,51 126,88 0,39886 2304600000 76218000 1174600000 1053700000

RIOK1 -0,101412 S 21 2 ___1 0,71907 1,39E-14 162,15 145,04 162,15 0,19843 210970000 17636000 101380000 91954000

BPTF -0,101567 S 216 3 ___1 1 0,00040576 106,58 91,787 61,165 -0,23102 2159900000 133110 1479100000 680650000

SRRM2 -0,101579 S 1541 2 ___1 0,840071 1,77E-38 191,47 158,97 191,47 0,91361 265510000 74597000 102980000 87931000

RAPGEF5 -0,101686 S 225 2 ___1 1 3,89E-14 130,79 130,79 108,43 0,16964 219640000 7932600 109870000 101830000

DENND4A -0,101701 S 1511 2 ___1 0,658482 5,84E-09 141,31 125,55 141,31 -1,026 199340000 5795200 112680000 80866000

BAZ1A -0,101714 S 1546 3 ___1 0,588023 0,00025078 73,138 66,106 73,138 0,16676 122410000 7727400 62140000 52543000

GTSE1 -0,101737 S 168 2 ___1 0,973455 3,05E-06 136,83 94,73 136,83 0,94175 110600000 1439200 46677000 62486000

GTF3C2 -0,101816 S 167 2 ___1 1 1,86E-62 222,81 160,65 222,81 0,28108 744390000 2830200 376970000 364590000

SRRM2 -0,101825 S 295 2 ___2 1 1,46E-36 192,16 174,02 192,16 0,3231 968290000 59441000 482040000 426820000

CLASP2 -0,10183 S 952 3 ___1 0,499955 0,0030465 47,331 35,543 47,331 -0,76125 16421000 192090 8307000 7922100

CLASP2 -0,10183 S 955 3 ___1 0,499955 0,0030465 47,331 35,543 47,331 -0,76125 16421000 192090 8307000 7922100

ARHGEF18 -0,101872 S 1312 3 ___1 0,999808 3,11E-08 77,995 64,653 77,995 0,7503 436980000 17840000 234150000 184980000

MCM3AP -0,101939 S 527 3 ___1 0,95846 4,20E-12 147,25 127,27 117,03 0,89114 550910000 4237000 296530000 250140000

SRRM2 -0,101954 S 988 4 ___2 0,742004 0,00032572 71,052 48,073 71,052 -1,2485 425270000 2153400 237620000 185490000

AGO1 -0,102086 Y 75 2 ___1 1 0,00351368 96,711 62,525 84,476 0,34064 293470000 6152800 183720000 103600000

UNG -0,10212 T 60 3 ___1 0,999996 1,39E-05 113,17 86,21 81,446 0,14464 1929300000 40507000 983020000 905760000

TMPO -0,102157 T 74 3 ___2 0,999997 7,16E-34 183,01 159,28 167,88 -0,39052 2,046E+10 65408000 1,0761E+10 9633500000

AAAS -0,102202 S 495 2 ___1 1 0,0167325 47,574 37,391 47,574 0,043344 343600000 13319000 179680000 150600000

NSL1 -0,102253 S 4 2 ___1 1 0,00010982 88,73 77,624 87,647 0,35458 107300000 5841400 50282000 51175000

DDX24 -0,102486 S 295 3 ___1 0,999949 6,47E-09 120,54 109,12 106,39 0,60503 209030000 7378100 137600000 64048000

TRIP11 -0,102512 T 1846 3 ___1 0,504389 0,00496219 40,986 32,148 40,986 -0,24301 20251000 466300 8126600 11658000

ZNF740 -0,102534 S 44 2 ___1 1 0,00516826 69,915 45,283 69,915 0,11433 712410000 22483000 373080000 316850000

STRN -0,102732 S 245 2 ___1 1 0 372,24 340,88 372,24 0,76071 1141400000 37467000 555770000 548180000

ZC3HC1 -0,102854 S 344 2 ___1 1 0,00243785 78,098 52,271 78,098 -0,051218 1052400000 35942000 549950000 466510000

HMHA1 -0,102976 S 952 3 ___1 0,570396 2,04E-05 110,31 101,81 110,31 0,66584 23388000 448670 12765000 10175000

EHD1 -0,103038 S 355 4 ___1 0,998429 0,00749743 48,656 40,055 48,656 -0,1248 11581000 105870 6893700 4580900

SRRM2 -0,103052 S 1124 2 ___1 0,999972 9,34E-11 112,13 102,05 112,13 -0,15106 5513700000 225190000 2793100000 2495500000

GCFC2 -0,103181 S 180 2 ___1 1 7,37E-79 230,93 188,6 133,93 0,43446 398620000 9051500 220280000 169290000

TAGAP -0,103395 S 68 2 ___1 0,994325 6,67E-14 157,85 120,7 107,57 -0,16241 39409000 516230 28490000 10403000

HIVEP1 -0,103488 S 571 3 ___2 0,909316 8,97E-05 104,89 91,163 77,391 0,12671 41326000 1576800 19095000 20653000

HIVEP1 -0,103488 T 575 3 ___2 0,688494 0,00067032 74,953 67,507 67,866 0,06291 20232000 1800800 9152000 9279300

NUP107 -0,103634 T 55 3 ___1 0,805863 0,0119989 55,186 45,087 55,186 0,43456 5011100 154560 2095900 2760600

UCKL1 -0,103707 S 56 3 ___1 0,5 0,00463847 64,394 35,667 48,823 0,36519 22414000 185310 15221000 7008300

UCKL1 -0,103707 T 53 3 ___1 0,5 0,00463847 64,394 35,667 48,823 0,36519 22414000 185310 15221000 7008300

PRRC2B -0,103933 S 388 3 ___1 1 3,90E-77 227 208,64 48,288 -0,56338 2077100000 5681500 1124800000 946610000

DDX10 -0,103992 S 539 2 ___1 0,999983 3,31E-08 147,26 117,06 147,26 -0,38909 94820000 3488300 46847000 44484000

ZNF652 -0,104017 S 204 2 ___1 0,903972 1,98E-49 206,67 184,62 179,5 0,28405 356540000 55954000 162680000 137900000

CLASP1 -0,104077 S 797 2 ___1 0,824549 2,67E-20 136,48 136,48 126,88 0,065607 1963300000 73122000 1010400000 879790000

GTF2I -0,104108 S 210 2 ___1 0,999964 0,00047409 98,531 47,32 98,368 0,0065158 85877000 2723200 39046000 44108000

TACC3 -0,104217 S 177 3 ___1 0,811093 0,00033141 76,713 61,321 42,454 0,18954 71574000 790680 54916000 15867000

SRRM2 -0,104277 S 297 3 ___2 0,994655 1,46E-36 192,16 174,02 107,06 -0,11211 1705400000 118170000 841680000 745570000

PBRM1 -0,104279 S 12 5 ___1 0,63091 3,46E-06 69,356 62,481 67,463 -0,15666 30083000 521950 22984000 6576500

EIF3B -0,104293 S 125 2 ___1 1 2,53E-05 122,93 100,21 93,909 0,46593 56762000 4362100 23819000 28582000

BUD13 -0,104348 S 163 3 ___1 1 2,04E-07 134,13 103,56 59,261 0,5857 417580000 10254000 255420000 151900000

STMN1 -0,104364 S 38 1 ___1 1 1,41E-34 191,95 135,62 191,95 0,25458 2,2995E+10 899840000 1,2033E+10 1,0063E+10

KMT2B -0,104406 S 857 2 ___1 0,830034 0,0033732 87,519 67,68 87,519 -0,14149 68187000 3059300 38659000 26468000

MAPK1IP1L -0,104589 S 6 2 ___1 0,774566 1,29E-29 157,68 157,68 157,68 0,02131 304720000 13497000 158500000 132720000

EDC4 -0,10462 S 875 3 ___1 0,553532 1,82E-05 55,783 50,249 55,783 0,82222 605600000 30933000 306470000 268200000

LRBA -0,104646 S 10 4 ___1 0,991888 4,74E-14 85,888 78,571 52,986 0,90579 576250000 48035000 367200000 161020000

SRRM1 -0,104915 S 402 3 ___2 1 0,00037201 86,641 55,769 57,616 0,14539 2479600000 12084000 1353600000 1113900000

SRRM1 -0,104915 T 406 3 ___2 1 0,006503 73,279 73,279 57,616 0,14539 2456900000 12084000 1330900000 1113900000

HUWE1 -0,104977 S 3919 3 ___1 0,907556 0,00209445 43,798 27,528 43,798 0,10018 25098000 2055700 13214000 9828500

SNX1 -0,105047 S 72 2 ___1 1 3,62E-08 146,79 99,896 146,79 -0,4521 105490000 5090500 52618000 47783000

NCAPD2 -0,105057 S 1333 2 ___1 0,997907 1,55E-42 166,57 166,57 150,29 -0,19305 827210000 38778000 431910000 356520000

NCF4 -0,10521 S 161 2 ___1 0,999999 1,39E-05 136,01 94,614 131,69 0,45914 62726000 2883200 32990000 26854000

CABIN1 -0,10524 S 66 3 ___1 0,638941 0,00104359 57,432 36,775 57,432 0,77365 18100000 707290 9456200 7937000

TERF2IP -0,105643 S 36 2 ___1 1 6,85E-09 147,92 128,08 141,97 -0,26093 560450000 11884000 306410000 242150000

FAM21A;FAM21C-0,105742 S 288 2 ___1 0,856868 0,00027738 90,444 60,44 90,444 -1,0555 146920000 5117300 72996000 68806000

MELK -0,105764 S 529 2 ___1 1 5,03E-06 116,05 88,797 66,299 -0,11329 647050000 12521000 345230000 289290000

RERE -0,10597 S 1106 4 ___3 0,986297 1,90E-05 58,867 54,551 58,867 0,30173 23274000 863380 8684900 13726000

RERE -0,10597 S 1113 4 ___3 0,899963 1,90E-05 58,867 54,551 58,867 0,30173 23274000 863380 8684900 13726000

RERE -0,10597 S 1115 4 ___3 0,901008 1,90E-05 58,867 54,551 58,867 0,30173 23274000 863380 8684900 13726000

RBBP8 -0,106061 S 593 3 ___1 0,999996 4,96E-21 168,14 147,49 168,14 -0,063284 693470000 16911000 378660000 297900000



LMNB1;LMNB2-0,106073 S 391 2 ___1 0,999974 0,00010674 124,06 100,83 55,721 0,16724 1705400000 26797000 904170000 774430000

MYSM1 -0,106086 S 218 2 ___1 1 2,54E-88 238,07 211,26 238,07 0,23258 1327300000 14147000 699930000 613240000

MINK1 -0,106509 S 763 3 ___1 1 3,23E-33 153,94 147,06 153,1 -0,014638 338030000 13912000 178520000 145590000

YWHAE -0,106523 S 210 2 ___1 0,992577 3,22E-119 243,61 228,46 223,5 -0,16732 2564600000 107690000 1287000000 1169900000

SETD2 -0,106539 S 624 2 ___1 0,99769 9,19E-24 150,1 97,621 150,1 0,16105 1080100000 58804000 540030000 481210000

PRPSAP2 -0,10662 S 227 4 ___1 0,999999 1,04E-63 205,09 190,93 205,09 -0,45456 1,0773E+10 124370000 5777100000 4871600000

MTFR1L -0,106669 S 238 2 ___1 0,875164 0,0154032 62,14 48,922 62,14 0,47841 35560000 885380 21261000 13414000

RIF1 -0,106747 S 1810 2 ___1 0,999045 0,00026793 116,86 91,541 116,86 -0,49106 13109000 611220 7555000 4942900

RERE -0,106804 S 594 3 ___2 0,999975 2,70E-05 135,49 112,84 80,786 0,24417 695110000 6864200 270720000 417530000

ABCF1 -0,106854 S 228 2 ___1 1 0 588,56 548,21 549,94 0,1861 6057200000 105700000 3137100000 2814400000

PTBP2 -0,1071 S 308 3 ___1 0,955401 1,24E-05 61,488 53,866 51,539 0,21199 157480000 3769000 83479000 70230000

STMN1 -0,107363 S 16 2 ___1 1 1,55E-09 147,17 147,17 88,133 0,15032 1,5443E+10 67923000 9866700000 5508100000

TGS1 -0,10743 S 85 2 ___1 0,709435 6,59E-79 228,73 194,89 228,73 0,18479 82685000 4648200 43855000 34182000

KIF23 -0,107524 S 867 2 ___1 1 2,73E-50 206,74 170,99 206,74 0,90802 61860000 1115500 19912000 40833000

CASC3 -0,107566 S 148 2 ___1 1 0 392,88 328,05 392,88 -0,6755 1474400000 38808000 734090000 701480000

SH2D3C -0,107604 S 63 2 ___1 1 0,00514066 80,229 44,934 80,229 0,0066032 106560000 3475000 62113000 40975000

SYNGAP1 -0,107729 S 87 4 ___1 0,842296 0,00123767 57,147 45,835 43,534 0,54769 14457000 603080 8674500 5179600

FNBP4 -0,108047 T 475 3 ___1 0,661663 0,00017599 87,792 64,23 87,792 0,53354 239190000 20123000 123190000 95878000

ZNF318 -0,108293 S 527 2 ___1 1 2,25E-08 146,3 117,34 83,045 0,28365 351640000 14400000 172130000 165110000

EIF4B -0,108404 S 207 2 ___1 0,99464 6,48E-09 143,93 124,19 143,93 1,07 160820000 22438000 62474000 75911000

PRPF4B -0,108465 Y 849 2 ___1 0,999139 1,81E-41 201,3 175,15 179,25 -0,5536 305240000 17140000 171020000 117080000

DUS2 -0,108472 S 445 2 ___1 0,971612 2,03E-08 148,19 98,16 148,19 -0,73801 89936000 4095700 45249000 40591000

HNRNPM -0,108534 S 575 2 ___1 1 0,00033435 115,78 80,343 74,841 -0,26865 329990000 9731600 166620000 153640000

TSC1 -0,108552 S 505 2 ___1 1 0,00669073 88,392 79,619 88,392 -0,14867 100490000 4117300 44283000 52086000

PPP1R15B -0,108556 S 508 2 ___1 0,893624 0,00828456 73,435 43,626 66,262 0,12158 162770000 53102000 56826000 52846000

FAM53B -0,108581 S 178 3 ___1 0,5 0,00374339 52,823 41,879 52,823 -0,62395 7153200 419520 3469200 3264500

TAGAP -0,108783 S 354 2 ___1 0,999998 0,0016216 77,22 66,412 77,22 0,43415 40691000 2579600 19743000 18369000

NUP50 -0,108825 S 315 2 ___1 0,975863 3,79E-27 147,62 124,3 122,69 -0,02889 157730000 6061400 78963000 72706000

ACIN1 -0,109045 S 478 3 ___1 0,958628 2,16E-29 122,41 122,41 93,397 -0,065258 282630000 10361000 156350000 115920000

PNN -0,109165 S 347 2 ___1 1 3,94E-47 176,05 141,28 176,05 0,70186 7262700000 305380000 3716900000 3240400000

MKL1 -0,109265 S 449 2 ___1 0,856332 0,00027688 116,87 99,174 67,605 1,4146 18530000 259390 9933800 8336800

ZCCHC8 -0,109328 S 500 2 ___1 0,608969 0,00143431 77,42 50,091 77,42 0,20119 25792000 1019000 13297000 11477000

SYNRG -0,109328 S 852 3 ___1 0,993961 7,79E-07 86,191 70,55 75,88 -0,23991 186520000 9302000 84712000 92508000

SURF6 -0,109397 S 138 2 ___1 1 0,00493782 92,538 48,091 87,298 0,29727 1163000000 180790000 539110000 443140000

MCM3 -0,109783 T 722 3 ___2 0,999886 7,04E-08 127,2 119,58 127,2 0,12546 556920000 25569000 274270000 257090000

OSBPL9 -0,109928 S 329 3 ___1 0,964173 4,04E-54 203,19 182,43 203,19 0,033574 419370000 5873800 202320000 211170000

FAF1 -0,110026 S 582 2 ___1 0,999931 1,61E-07 145,81 120,34 98,754 -0,11964 1197100000 22358000 640640000 534090000

MYBL2 -0,11021 T 266 2 ___1 0,999821 3,62E-05 123,43 108,83 123,43 -0,40612 1377200000 9058400 718160000 649950000

DYNC1LI1 -0,110275 S 516 2 ___1 0,981072 3,04E-18 132,59 117,9 132,59 0,20595 905780000 37743000 468070000 399960000

NCOA7 -0,110333 T 134 2 ___1 1 0,0133546 109,48 109,48 109,48 -0,054851 149030000 6984200 75876000 66167000

GATAD2B -0,11034 S 486 2 ___1 0,997405 3,60E-10 150,61 128,98 150,61 -0,35383 74674000 1454300 47518000 25702000

NOP56 -0,110412 S 520 2 ___1 0,862226 1,19E-68 195,27 182,71 121,27 0,46044 541600000 27413000 284520000 229670000

PTK2B -0,110505 T 842 2 ___1 0,999999 0,0042539 94,909 27,071 92,445 -0,1902 135720000 4727500 70635000 60360000

RBM4 -0,110544 S 86 3 ___1 0,9938 0,00011642 119,32 91,888 78,326 0,16523 59840000 3199300 26642000 29998000

SRC -0,110591 S 17 4 ___1 1 2,73E-06 77,31 64,819 77,31 0,20003 28136000 1334800 16048000 10753000

PNISR -0,110744 S 311 3 ___3 0,849463 7,57E-06 115,27 106,73 73,975 0,10268 68073000 4490700 30723000 32859000

SFSWAP -0,110753 S 283 3 ___1 0,949079 4,64E-07 89,272 83,045 89,272 -0,40444 334530000 13696000 191510000 129330000

HNRNPUL2 -0,111021 S 228 2 ___1 1 7,41E-29 104,87 104,87 76,927 0,20101 4618300000 93698000 2309700000 2215000000

CDK13 -0,111026 T 588 2 ___1 0,999911 5,43E-05 123,75 39,966 109,42 0,33358 87704000 3144200 38634000 45926000

NCL -0,111061 S 619 2 ___1 1 2,73E-09 145,43 133,64 120,53 -0,012147 1081800000 85550000 534070000 462140000

EIF4G1 -0,111195 S 1145 2 ___1 0,964974 3,20E-09 143,24 111,64 143,24 0,14095 34520000 594860 20814000 13111000

RFX3 -0,11131 S 664 3 ___1 1 2,30E-14 123,62 112,62 123,62 0,63332 165960000 7565100 82571000 75826000

PRCC -0,11137 S 267 2 ___1 0,99988 1,12E-18 159,47 141,46 159,47 0,0025849 495370000 18786000 271820000 204770000

NUP133 -0,111563 S 45 2 ___2 0,952651 0,00415773 70,555 51,263 70,555 0,059293 38932000 4947000 16311000 17673000

NBN -0,111578 S 615 3 ___1 0,980907 4,11E-07 84,58 74,783 84,58 -1,5311 192830000 2060200 91330000 99436000

RAF1 -0,111716 S 259 2 ___1 0,858376 1,54E-20 167,99 147,94 167,99 0,2088 382100000 25645000 199010000 157450000

CCT3 -0,111789 S 243 2 ___1 0,50968 0,00124703 100,72 68,116 100,72 0,11102 20151000 420260 13517000 6213300

CHD8 -0,111805 S 1679 2 ___1 1 9,78E-06 130,01 109,8 86,548 -0,22761 83183000 6589400 44549000 32045000

PIK3AP1 -0,111859 S 642 2 ___1 0,999457 1,72E-05 126,63 104,48 102,38 -0,29867 4089400000 5294800 2247500000 1836600000

PUM2 -0,112002 S 182 2 ___1 0,999998 0,0001773 114,86 90,708 113,38 0,15267 259860000 12542000 132390000 114920000

PBRM1 -0,112142 T 9 3 ___1 0,544572 3,69E-11 127,38 121,84 127,38 -0,15634 196590000 6104900 109230000 81259000

RNF169 -0,112172 S 403 2 ___1 1 0,0118895 84,615 59,616 81,95 0,096767 100610000 2885700 52530000 45193000

MCM3 -0,112271 S 711 3 ___1 0,979543 1,02E-36 176,39 167,76 143,8 0,12427 1708400000 60476000 991580000 656380000

SART3 -0,112303 S 8 2 ___1 0,963124 2,82E-10 151,56 115,27 151,56 -0,0062425 133670000 7888500 67912000 57866000

GATAD2B -0,112542 T 120 3 ___1 0,999937 8,71E-05 103,92 95,428 58,722 -0,034697 493380000 35318000 232390000 225670000

WDR44 -0,112615 S 561 3 ___1 0,896409 4,13E-05 107,47 95,953 107,47 0,84267 78667000 2729700 39960000 35977000

DUS3L -0,112958 T 240 3 ___1 0,608732 0,00187981 49,095 33,841 49,095 0,62283 20512000 554920 13469000 6488800

BCL11A -0,113042 S 630 2 ___1 0,984416 5,86E-05 119,56 91,23 119,56 -0,44219 434530000 23997000 221590000 188940000

NCL -0,113157 T 69 2 ___1 0,997504 0,0163402 69,825 54,96 69,825 0,027985 3125200000 125210000 1605500000 1394500000

AEBP2 -0,113252 S 206 2 ___1 0,999999 4,21E-09 142,94 123,73 142,94 -0,64025 679380000 27290000 337880000 314220000

THRAP3 -0,11327 S 336 2 ___1 0,999581 0,00061714 93,649 77,728 93,649 -0,66364 49864000 2386500 24820000 22658000

DLG1 -0,11332 S 158 3 ___1 0,992057 1,78E-48 166,79 166,79 166,79 0,24015 162250000 7229900 84076000 70947000

BRAT1 -0,113403 T 581 3 ___1 0,573756 1,09E-09 125,02 102,13 125,02 0,40809 56457000 2251400 30423000 23782000

ACLY -0,113439 S 478 2 ___1 0,6557 0,00892085 68,179 56,543 64,439 0,23165 78013000 1745800 43576000 32691000

PPIP5K1 -0,113601 S 964 2 ___1 0,918004 2,23E-05 87,489 75,175 82,908 0,098468 192350000 25841000 88867000 77639000

ZNF318 -0,114065 S 214 2 ___1 0,99992 3,39E-05 108,17 95,544 108,17 -0,55834 178810000 32064000 76756000 69991000

MYO9B -0,11416 S 1992 3 ___1 0,999996 7,23E-20 151,5 133,78 151,5 0,22548 469800000 4917800 242060000 222820000

FIP1L1 -0,114318 S 259 2 ___1 0,98808 1,50E-08 108,56 100,34 108,56 0,50944 805720000 37196000 401680000 366840000

PML -0,114507 S 403 3 ___1 0,999008 2,17E-05 102,17 92,177 81,532 1,3722 2608500000 167420000 1293600000 1147500000

RPTOR -0,114525 S 863 2 ___1 0,956678 8,90E-130 267,54 241,4 213,35 -0,10124 668390000 31131000 343240000 294020000

RIMS2 -0,114547 S 944 3 ___1 0,995274 9,68E-05 91,114 67,891 91,114 -0,57873 284510000 20252000 141960000 122300000

IMPDH2 -0,114551 S 159 2 ___1 0,659165 3,28E-06 134,68 119,54 109,44 0,39478 2586600000 17074000 1447900000 1121600000

IMPDH2 -0,114551 S 160 2 ___1 0,840982 6,48E-09 143,93 118,6 96,464 -0,098125 2588600000 17074000 1483300000 1088200000

DIS3L2 -0,114644 S 31 3 ___1 0,999999 0,0001121 84,318 70,486 84,318 0,18173 38319000 11043000 9752800 17523000

DSN1 -0,114816 S 58 2 ___1 0,926048 1,36E-07 135,55 99,669 109,02 -0,16625 651950000 12015000 354970000 284970000

ATXN2L -0,115073 S 111 2 ___1 1 2,60E-28 179,81 141,3 179,81 -0,013175 751490000 217220000 296220000 238040000

MAST3 -0,115086 S 793 2 ___1 0,873622 7,30E-09 127,71 111,82 127,71 0,34338 157830000 15101000 73156000 69570000

SMC4 -0,115191 S 22 3 ___2 0,999999 1,63E-19 157,73 148,67 111,52 -0,24898 134040000 1237900 66301000 66500000

SMC4 -0,115191 S 27 3 ___2 0,602784 1,29E-14 146,1 128,24 111,52 -0,24898 102530000 1237900 34797000 66500000

ADD3 -0,11521 S 673 2 ___2 0,999963 0,00100352 90,367 65,513 90,367 -0,14152 593860000 22362000 296390000 275110000

ADD3 -0,11521 S 677 2 ___2 0,97754 1,29E-46 179,39 149,46 109,38 -0,44071 1099500000 44951000 541110000 513420000

PIEZO1 -0,115254 S 1619 2 ___1 0,586247 0,00032834 107,17 83,489 107,17 0,53912 50266000 2089200 31544000 16632000

UPF1 -0,115347 S 1107 2 ___1 0,999956 5,78E-64 222,11 157,57 222,11 -0,22852 191260000 15056000 100270000 75930000

ANAPC1 -0,115626 S 355 3 ___1 1 8,09E-20 141,07 141,07 141,07 0,28565 155020000 5863200 79028000 70130000

RPA1 -0,1159 S 384 2 ___1 1 0,00097264 111,63 85,028 103,43 0,75155 488240000 4781600 269540000 213920000

SLC1A4 -0,115957 T 506 3 ___1 0,522274 3,64E-07 108,56 101,91 108,56 0,22436 69744000 1869700 27791000 40083000

FBXL20 -0,116041 T 417 3 ___1 0,999454 1,38E-05 134,44 117,7 64,203 0,12231 258580000 30229000 123070000 105280000

MAP4 -0,116113 T 11 2 ___1 0,954668 0,00033252 69,716 57,74 68,034 2,3941 17279000 886070 11856000 4537300

LMNA -0,116152 S 390 2 ___1 0,999417 0,00310079 97,214 72,871 92,781 -0,28357 38035000 285160 21079000 16671000

DENND4C -0,11631 S 989 2 ___1 1 0,00137981 83,204 58,704 83,204 -0,049903 72248000 6058600 34498000 31691000

SRSF11 -0,116449 S 207 2 ___1 0,990908 1,56E-35 161,09 161,09 155,26 -0,11173 4019000000 160070000 2034000000 1824900000

SRRM1 -0,116473 S 773 3 ___2 0,915968 0,0001449 61,558 53,37 61,558 -0,67546 190980000 22818000 84798000 83368000

MATR3 -0,116661 S 195 2 ___1 0,986515 5,20E-05 92,242 77,782 59,281 0,57637 81802000 891090 45559000 35352000

NCOR1 -0,116911 S 999 3 ___1 1 5,71E-14 141,14 131,99 141,14 0,045359 382120000 1570200 210090000 170470000

PRPF38A -0,11724 S 209 4 ___1 1 0,00036421 114,76 72,021 63,128 -0,52179 8635500000 63605000 4633800000 3938200000

SNIP1 -0,117302 S 49 3 ___2 0,578444 6,98E-05 124,43 91,23 42,806 0,11032 104430000 2023500 52546000 49858000

ANAPC1 -0,117588 S 377 2 ___1 1 3,64E-36 161,21 161,21 161,21 0,11694 199060000 7214700 98898000 92948000

CDK1 -0,117615 T 161 2 ___1 0,999867 0,00015609 111,12 99,854 72,705 0,16617 84520000 3185000 43744000 37591000

DDA1 -0,117913 T 93 3 ___1 0,612539 0,00017098 86,497 81,218 86,497 -0,50556 350740000 11162000 168370000 171210000

KDM2B -0,117919 S 1031 2 ___1 0,999726 9,11E-05 101,78 82,725 80,96 0,27948 613950000 23096000 320680000 270180000

NUP98 -0,118207 S 888 2 ___1 1 1,55E-202 272,4 262,92 264,63 -0,37802 2551000000 104840000 1318400000 1127800000

RBM8A -0,118249 S 42 2 ___1 0,999998 1,19E-13 123,51 118,69 120,63 0,21721 447590000 8841200 195240000 243520000

RBL1 -0,1183 S 640 3 ___1 0,999037 0,00011062 98,676 80,812 81,656 -0,18028 863780000 60246000 430750000 372780000

HDAC5 -0,118304 S 611 3 ___1 0,999999 0,00012117 64,87 56,27 64,87 -0,45182 27043000 250930 14177000 12615000



INPP5E -0,118379 S 99 3 ___1 1 0,00163671 72,898 51,44 72,898 0,1621 59443000 36811000 9723500 12909000

NUP35 -0,118429 T 273 2 ___1 0,994897 0,0015642 91,307 70,844 70,438 0,4472 61825000 17826000 21934000 22066000

LRMP -0,11848 S 131 3 ___1 0,995932 5,16E-139 270,23 227,11 191,99 0,29429 9081900000 303490000 4766400000 4012000000

GTF2F1 -0,118588 S 433 2 ___1 0,990111 0,00017938 121,56 68,231 104,17 0,079828 601930000 60787000 284520000 256620000

GOLGA4 -0,118862 S 266 2 ___1 1 1,55E-29 187,31 128,48 187,31 0,1501 178970000 8869700 92899000 77202000

TOR1AIP1 -0,118875 T 220 3 ___1 0,999997 2,33E-45 161,11 150,83 153,99 0,10625 193960000 7564000 114440000 71958000

RBM14 -0,11951 T 206 2 ___1 1 1,36E-06 103,19 99,258 79,986 -0,12738 815330000 145370000 357970000 311990000

PRR11 -0,119515 S 40 2 ___1 1 0,00033833 84,566 63,194 84,566 -0,78906 96834000 15178000 43552000 38105000

CCNB2 -0,119532 S 92 2 ___1 0,999853 9,03E-06 103,88 103,88 103,88 0,338 295320000 16404000 150000000 128920000

GTF3C3 -0,119641 S 43 2 ___1 1 3,13E-104 240,96 194,42 240,96 0,34219 1216200000 13351000 591690000 611180000

HNRNPH1;HNRNPH2-0,119732 S 104 2 ___1 1 1,23E-153 250,6 210,32 250,6 -0,53087 5939200000 203800000 2984500000 2750900000

POGZ -0,119847 S 1364 2 ___1 0,999909 9,50E-21 168,32 168,32 114,64 -0,058796 2166700000 6536300 1117500000 1042600000

DENND4A -0,119906 S 1225 2 ___1 0,999653 0,00024164 103,26 65,911 70,1 0,42772 303740000 12932000 155880000 134940000

WDFY4 -0,120108 S 3123 2 ___1 1 1,57E-06 98,175 78,127 98,175 -0,1693 2010000000 22379000 1070400000 917190000

FIP1L1 -0,120304 S 500 4 ___1 0,999386 0,00020538 89,197 75,301 89,197 0,048421 338970000 9797900 188800000 140380000

ATRX -0,12044 S 1061 2 ___1 1 9,82E-25 182,89 134,99 182,89 0,62235 205710000 1155600 21327000 183230000

CHD8 -0,120666 S 1995 3 ___1 0,996597 0,00026301 118,31 90,025 78,661 0,22404 1932500000 46276000 957430000 928770000

USP39 -0,120891 S 43 3 ___1 0,619319 0,00011917 125,28 103,82 97,797 0,18787 27786000 3094600 15252000 9440000

FKBP15 -0,121139 S 356 2 ___1 0,943157 3,03E-181 261,76 261,76 174,19 0,35025 214360000 10750000 101280000 102330000

TPR -0,121142 S 1185 2 ___1 0,996487 0,00039612 103,13 83,025 87,99 0,18033 325510000 16272000 160070000 149170000

KMT2A -0,121392 S 1837 3 ___1 0,838467 3,86E-05 88,001 80,379 88,001 -0,18472 279400000 18863000 145180000 115360000

RRP1B -0,121455 S 458 3 ___2 0,794251 9,97E-07 74,282 63,406 73,239 -0,32208 252340000 8543100 106140000 137650000

DENND4A -0,121549 T 1590 2 ___1 0,851086 1,37E-07 99,752 69,14 99,752 0,064494 619940000 64461000 291210000 264270000

RPGR -0,121573 S 418 2 ___1 0,999998 1,14E-05 95,57 70,652 84,507 -0,41588 102120000 28050000 42723000 31348000

CDCA3 -0,121879 S 68 2 ___1 0,947675 0,00012436 88,565 82,483 63,29 0,3366 553140000 2127000 326660000 224360000

SART1 -0,121991 S 448 2 ___1 1 2,11E-17 170 90,185 117,03 -0,34674 822950000 9354900 425160000 388440000

BAZ1A -0,121998 S 1413 3 ___1 0,999847 0,00013322 103,76 88,222 88,992 0,18026 1119800000 22256000 602840000 494660000

CHTF18 -0,122123 S 64 2 ___1 0,908709 2,96E-06 125,23 103,68 72,359 -0,37061 132590000 2588100 68474000 61530000

TCF4 -0,122129 S 92 3 ___1 0,999246 0,00065399 68,49 56,129 68,49 0,067062 233660000 65680000 98479000 69496000

DLGAP5 -0,122162 S 618 3 ___1 1 0,00065921 72,819 46,011 72,819 -0,17968 114870000 5929400 48604000 60336000

NUGGC -0,122377 S 785 2 ___1 0,997898 6,23E-47 203,52 181,67 157,23 0,32269 1587400000 150750000 753910000 682770000

MCM3 -0,122411 S 711 3 ___2 0,979543 1,02E-36 176,39 167,76 143,8 0,12427 1708400000 60476000 991580000 656380000

TAF4B -0,122449 S 595 2 ___1 0,984584 6,05E-12 157,68 98,252 149,23 -0,24545 388920000 12964000 194450000 181510000

EIF5 -0,122469 S 229 2 ___1 0,99993 0,00059634 110,66 65,525 109,6 -0,12288 49652000 2555800 26394000 20702000

BCL11A -0,122476 S 700 2 ___1 0,556401 0,00114892 68,44 61,751 68,44 0,081089 47047000 1105800 24054000 21887000

FAM21A;FAM21C-0,122554 S 284 2 ___1 0,999982 0,00104345 96,414 55,825 96,414 0,67186 133450000 1552400 73165000 58732000

CHD4 -0,122711 S 1576 2 ___1 1 6,51E-38 191,21 163,56 191,21 0,85504 49141000 2531100 20050000 26560000

PPFIA1 -0,122758 S 239 3 ___1 0,901113 1,18E-05 123,43 87,24 95,957 0,20847 321200000 1822000 166630000 152750000

BAP18 -0,122963 S 106 3 ___1 0,526116 8,29E-05 47,156 47,156 47,156 -0,048185 82736000 2180400 49115000 31440000

ACTB;ACTG1-0,123074 Y 294 2 ___1 0,999978 3,09E-21 169,92 139,86 169,92 0,83602 81147000 4786100 42223000 34137000

EIF4G1 -0,123108 S 1231 3 ___1 1 0,00040773 108,58 86,105 61,641 -0,17844 2012200000 19096000 996890000 996180000

MAP1S -0,123165 S 582 3 ___1 0,996054 8,30E-12 145,19 131,02 145,19 0,3019 471330000 9905200 243280000 218140000

COIL -0,12319 S 271 2 ___1 0,959083 2,60E-17 165,02 91,368 138,21 -2,6712 295620000 2348200 172980000 120290000

ABR -0,12323 S 64 3 ___1 0,570959 0,00031946 58,168 51,836 58,168 0,0567 103180000 6360000 52179000 44638000

STRN3 -0,123277 S 257 3 ___1 1 1,77E-18 122,45 117,64 122,45 -0,11307 69604000 2849400 21995000 44760000

GPN1 -0,123387 S 338 3 ___1 0,97789 2,95E-05 111,58 102,33 111,58 -0,26804 81736000 3988300 46983000 30764000

TNS3 -0,123469 S 660 2 ___1 0,99957 2,17E-09 149,73 125,54 149,73 -0,82394 78831000 3766400 33994000 41070000

SMC4 -0,123717 S 28 3 ___1 0,979707 4,09E-88 227,58 210,18 204,53 0,16276 3473900000 8127400 1881400000 1584500000

RBL1 -0,123874 S 368 2 ___1 0,652045 0,00115801 86,911 72,244 86,911 0,33642 11704000 798110 5884900 5021300

NAP1L4 -0,123927 S 7 2 ___1 0,999999 4,12E-116 258,12 230,63 258,12 -0,23978 1704600000 79904000 871350000 753370000

SNRPF -0,124 S 2 1 ___1 1 0,00970744 62,546 54,503 62,546 0,82956 78467000 3856600 40444000 34167000

DSN1 -0,124078 S 57 2 ___1 0,77592 5,90E-07 115,78 115,78 115,78 0,38306 213120000 7809300 90284000 115030000

FAM21A -0,124314 T 662 3 ___1 0,5 0,00023053 80,683 64,377 80,683 -0,45772 17135000 1689100 8481000 6964900

DBNL -0,124424 S 232 2 ___1 1 2,83E-12 159,5 116,19 159,5 0,34917 143960000 223030 57064000 86673000

NSRP1 -0,124595 S 33 2 ___1 1 2,32E-256 335,77 314,2 335,77 -0,23846 660350000 27767000 345320000 287260000

AKAP2 -0,124791 S 152 2 ___1 0,965551 1,39E-54 177,12 177,12 177,12 -0,062762 1170500000 38042000 618350000 514130000

HPS5 -0,124879 T 562 2 ___1 0,733329 0,00093994 113,63 47,034 113,63 0,21661 265100000 10837000 116640000 137620000

NAP1L4 -0,124881 T 58 3 ___1 0,999944 0,00012024 104,06 92,1 104,06 -0,11778 86417000 2884600 40928000 42604000

ZC3HAV1 -0,124938 S 378 2 ___1 0,993837 0,00430662 80,834 80,834 80,834 0,16703 652080000 30674000 334870000 286530000

ATP2B4 -0,125015 T 1181 4 ___1 1 2,50E-13 117,8 108,73 117,8 -1,5404 211660000 11491000 111900000 88266000

MSL3 -0,125029 S 367 2 ___1 0,989999 1,39E-07 141,38 38,85 139,46 -0,48323 64414000 10494000 26937000 26983000

INPP5D -0,125112 S 289 3 ___1 0,998704 1,03E-10 136,8 131,08 93,596 -0,2874 2547100000 10327000 1406300000 1130500000

SRRM1 -0,125185 S 431 2 ___1 1 4,22E-10 130,56 96,473 120,87 0,99652 1672200000 249680000 754380000 668160000

BRD4 -0,125209 S 601 3 ___1 0,999998 1,15E-09 140,28 125,58 140,28 -0,71777 367060000 87786000 146810000 132460000

YBX1 -0,125231 S 165 2 ___1 0,996954 3,03E-151 284,24 264,15 284,24 -0,10477 764960000 40937000 391660000 332360000

DUT -0,125294 T 239 3 ___1 0,978036 4,64E-09 119,5 103,36 119,5 0,19997 687710000 17597000 352640000 317470000

NELFB -0,125463 T 564 3 ___1 0,596422 0,00018663 58,672 53,565 53,342 -0,52198 503420000 10090000 165350000 327980000

NUP98 -0,12555 T 670 2 ___1 0,997864 2,43E-07 142,97 142,97 97,779 0,19957 664590000 41443000 329360000 293780000

RGCC -0,125559 S 91 2 ___1 0,999996 5,46E-20 143,24 143,24 143,24 0,10692 347290000 11632000 177110000 158550000

SKA3 -0,126108 S 155 2 ___1 0,999998 6,47E-09 143,93 121,45 82,362 -0,21508 264470000 749790 171900000 91821000

CHMP7 -0,126171 S 417 3 ___1 0,99984 1,93E-23 174,06 163,25 174,06 -0,25443 527110000 2337300 289120000 235650000

RMI2 -0,126271 S 20 2 ___1 1 0,00153115 77,124 47,59 77,124 -0,37642 54739000 860630 29785000 24094000

KRI1 -0,126297 S 171 2 ___1 1 2,01E-41 194,51 174,79 194,51 0,57843 98238000 1067800 57823000 39346000

PPIL1 -0,126371 S 149 2 ___1 0,993519 0,00019559 123,97 99,41 115,2 -0,033081 39579000 5269800 21822000 12487000

PBK -0,12641 S 59 2 ___1 0,998758 5,93E-05 123,67 90,779 123,67 -0,33977 35204000 5200300 15701000 14302000

HN1 -0,126446 S 140 2 ___1 0,969873 1,44E-09 103,34 103,34 103,34 0,1765 217370000 7378500 112260000 97725000

SNIP1 -0,12658 S 54 3 ___2 0,958098 0,00025399 94,922 72,767 41,446 -0,14627 325460000 5868800 181960000 137630000

BCL9L -0,126987 T 936 3 ___1 0,749083 7,87E-06 91,889 79,122 70,449 0,18804 93887000 3301000 44905000 45681000

MATR3 -0,127076 T 741 2 ___1 1 4,20E-30 188,84 173,88 166,91 0,19835 97907000 3047800 52530000 42329000

MAP4K4 -0,127226 S 639 3 ___1 0,999217 0,00012857 88,709 78,207 84,581 -0,11548 23579000 1969300 9300900 12309000

SRRM2 -0,127252 S 2382 2 ___1 0,869813 1,38E-05 125,39 108,86 56,482 -0,11953 360520000 5450500 208240000 146830000

IGF2BP1 -0,127293 S 181 2 ___1 1 5,19E-14 137,6 92,96 48,423 -0,43164 678540000 28911000 353210000 296420000

GTF2F1 -0,127368 T 389 3 ___1 0,983605 0,00018682 85,002 79,097 46,695 -0,40598 121430000 2309900 62662000 56463000

TK1 -0,127527 S 13 2 ___1 0,893648 0,00017274 92,939 72,162 92,939 -0,4583 406730000 22646000 209690000 174390000

RRP15 -0,127542 S 11 2 ___1 0,998215 1,95E-50 202,35 162,07 202,35 0,3915 241160000 395860 102530000 138230000

SGK223 -0,127774 S 826 2 ___1 0,5 0,0001132 123,29 111,68 123,29 0,99473 38694000 7270600 17050000 14374000

ERICH1 -0,127775 S 254 3 ___1 1 9,53E-68 220,23 202,63 139,16 0,27363 875550000 17268000 466610000 391670000

MED9 -0,128099 S 53 5 ___1 0,936555 5,32E-07 76,956 76,956 50,261 -0,20972 83141000 1485300 39160000 42496000

KMT2C -0,128128 S 4300 3 ___2 1 7,63E-06 71,359 63,742 67,015 0,032597 171060000 2253700 103100000 65700000

KMT2C -0,128128 S 4304 3 ___2 1 7,63E-06 71,359 63,742 67,015 0,032597 171060000 2253700 103100000 65700000

MAST2 -0,128188 S 1256 3 ___1 0,802906 0,00022029 71,091 56,438 71,091 0,67481 4297800 299300 1571200 2427400

ANKRD36C -0,128235 S 829 2 ___1 0,60458 0,0162736 58,21 44,053 58,21 -0,14155 10766000 881620 5957900 3926500

IWS1 -0,128239 S 157 3 ___1 0,931941 7,53E-19 173,72 98,73 73,722 -0,29555 93979000 4064800 49247000 40667000

CCDC53 -0,128346 S 178 3 ___1 1 3,07E-05 71,608 55,512 71,608 -0,80811 35045000 4985700 13092000 16968000

SON -0,12844 S 160 2 ___1 0,98365 0,00706768 63,709 54,98 63,709 -0,46428 7711300 310820 3467800 3932700

RSL1D1 -0,12851 T 465 2 ___1 0,955276 0,00274701 100,98 81,197 100,98 0,14323 224490000 8377800 114290000 101820000

NUP107 -0,128631 T 45 3 ___1 0,567662 0,0002024 85,945 71,881 85,945 0,23822 57318000 18430000 19412000 19477000

SART3 -0,128645 S 10 2 ___1 0,979354 1,44E-20 169,92 140,6 147,64 0,084631 146470000 6696000 72444000 67328000

EXOC4 -0,128724 S 32 3 ___1 0,797957 3,07E-53 202,82 160,03 84,94 -0,090077 27215000 564070 8811600 17839000

MAP4 -0,128744 S 636 2 ___1 1 8,04E-07 136,63 112,54 136,63 0,55605 165130000 3806000 82250000 79071000

ATAD5 -0,128819 S 817 2 ___1 0,76393 0,00025064 118,24 81,226 118,24 0,52934 66310000 9461200 26732000 30117000

STX7 -0,128839 S 131 2 ___1 0,998222 0,00328898 85,554 49,13 85,522 0,047571 93548000 4708600 47283000 41557000

SH2B3 -0,128929 S 519 5 ___1 0,499971 2,73E-53 164,92 154,47 164,92 0,050142 173760000 469150 72602000 100690000

SH2B3 -0,128929 S 520 5 ___1 0,499971 2,73E-53 164,92 154,47 164,92 0,050142 173760000 469150 72602000 100690000

FCHO2 -0,129098 S 387 3 ___2 0,926278 5,13E-05 81,341 73,537 56,903 0,00057767 111660000 3675700 60936000 47046000

FCHO2 -0,129098 S 391 3 ___2 0,589599 0,00012408 71,974 61,992 45,269 0,32254 208580000 4315100 104520000 99742000

MAP1S -0,129103 S 731 4 ___1 0,781978 0,00018553 69,248 61,536 69,248 1,1265 13888000 24649 8117600 5745800

CDK5RAP2 -0,12925 S 1238 3 ___1 0,999937 0,0010372 67,364 60,907 67,364 -0,33507 115430000 4530200 59093000 51811000

MS4A1 -0,129518 S 254 2 ___1 0,723299 1,63E-09 121,76 121,76 116,19 -0,13921 5013800000 198360000 2607900000 2207600000

TCF20 -0,129547 S 1522 2 ___1 0,97203 0,0101944 77,279 57,148 77,279 -0,35199 50881000 2225600 27391000 21264000

MCM10 -0,129608 T 85 3 ___1 0,993019 8,03E-06 66,365 54,624 66,365 -0,41369 52904000 584150 20075000 32244000

KDM2B -0,129687 S 1024 3 ___1 0,539095 0,00585859 54,598 41,971 54,598 -0,33857 48202000 500470 25450000 22252000

CDCA2 -0,130239 S 400 3 ___1 0,991826 8,21E-06 77,522 70,647 77,522 0,47545 73037000 2219700 28208000 42609000

STAMBPL1 -0,13024 S 242 3 ___1 0,978986 3,62E-09 146,2 106,64 75,533 0,06244 57252000 11717000 21410000 24126000



PAPOLG -0,130587 S 552 3 ___1 0,751809 0,00404743 41,188 34,825 41,188 0,32813 17950000 6880500 5465900 5603100

NCOR1 -0,130666 S 2184 2 ___1 0,996682 2,48E-50 203,81 158,2 144,17 -0,63882 975310000 21397000 480470000 473450000

ZDHHC5 -0,130681 T 524 4 ___1 0,795329 0,00081225 63,827 29,55 61,039 0,034461 140300000 3848900 72530000 63922000

CLASP1 -0,130744 T 796 2 ___1 0,59425 6,42E-05 126,88 87,454 126,88 0,51216 15706000 451560 7362300 7892200

HMGCS1 -0,130825 S 495 3 ___1 1 3,46E-168 280,5 268,98 280,5 -0,18124 1,8949E+10 237000000 1,1624E+10 7088400000

CTR9 -0,130951 T 925 2 ___1 1 0 360,56 338,66 360,56 -0,35251 3131300000 50302000 1607900000 1473100000

TOR1AIP1 -0,131136 S 143 3 ___1 0,993161 1,05E-08 131,94 114,91 94,019 -0,16962 695370000 24223000 360480000 310660000

DENND4A -0,131259 S 1099 2 ___1 0,905939 6,55E-06 114,29 104,73 114,29 0,067439 403720000 14937000 212010000 176770000

HN1 -0,131385 S 87 2 ___1 0,994428 1,25E-78 227,46 186,98 188,41 -0,085021 2,745E+10 138950000 1,4875E+10 1,2436E+10

SF3B2 -0,131443 S 309 2 ___1 0,998439 1,53E-100 216,16 201,57 211,13 0,04994 648730000 31102000 328730000 288890000

PDLIM2 -0,131652 S 197 2 ___1 1 0,00011965 123,02 108,15 123,02 -0,63533 59176000 2834900 24439000 31903000

EEF1B2 -0,131684 S 106 2 ___1 1 4,14E-189 270,94 270,94 270,94 0,20141 1,3614E+10 214540000 8210100000 5189900000

SRRM2 -0,132009 S 2100 2 ___2 0,997632 0,00052202 122,01 109,72 122,01 -0,16404 680330000 1321800 435760000 243250000

PTPRCAP -0,13242 S 99 2 ___1 0,851613 0,00056511 107,09 82,834 107,09 0,48446 27011000 649860 12869000 13492000

NAP1L4 -0,132587 S 54 3 ___1 0,876394 2,52E-10 119,06 119,06 119,06 -0,080115 204060000 18885000 96640000 88539000

EIF4G1 -0,132594 S 1092 3 ___1 0,999995 0,0003765 65,428 58,868 65,428 0,09134 47410000 138960 36260000 11011000

RBBP6 -0,132722 S 1277 3 ___1 0,981495 1,36E-63 204,75 174,74 152,82 0,36016 200340000 18795000 102810000 78734000

NFATC2 -0,13289 S 73 2 ___1 0,998818 0,00036856 93,823 78,621 93,823 1,7336 60616000 12861000 23638000 24117000

MTA1 -0,132915 S 522 2 ___1 0,996761 6,77E-26 151,74 99,844 149,3 0,86294 373620000 12999000 194070000 166550000

IFT57 -0,132926 T 199 3 ___1 1 2,98E-05 78,975 72,023 45,135 0,20325 134910000 5133400 50167000 79609000

SCAF1 -0,133021 S 725 2 ___1 0,710873 0,00026548 117,79 85,378 87,157 0,054975 37890000 1370800 22534000 13986000

ATP1A1 -0,133099 S 16 2 ___1 1 1,25E-05 134,13 102,12 134,13 -0,71817 81518000 1797700 39087000 40634000

ATP8A1 -0,1331 S 29 2 ___2 0,975511 3,74E-15 163,53 143,71 131,51 0,32071 1126800000 45247000 513690000 567830000

TOPORS -0,133337 S 194 2 ___1 0,94785 0,0198746 57,434 36,134 57,434 -0,31591 6737200 363510 2926000 3447700

SRRM2 -0,133385 S 1401 2 ___1 0,577614 4,10E-14 159,4 125,02 159,4 -0,40695 14514000 1235000 7754100 5524700

RBMX2 -0,133416 S 188 2 ___1 0,999757 5,41E-149 284,84 235,53 284,84 -0,23208 890920000 1554000 486410000 402950000

HNRNPC -0,13348 S 299 2 ___1 0,999575 0,00014483 57,788 54,565 57,788 -1,1742 48389000 1476900 26031000 20881000

HDAC1 -0,133495 S 409 2 ___1 0,904211 0,00104282 106,38 64,218 106,38 0,38921 28586000 799920 15380000 12406000

SRRM2 -0,133557 S 1320 2 ___1 0,999909 1,08E-197 308,12 270,11 128,6 -0,16754 1,8185E+10 107680000 9818900000 8258600000

KIAA0930 -0,133559 S 324 4 ___1 0,977777 3,23E-07 79,021 71,828 59,598 -0,11211 237230000 1487400 125970000 109770000

ADD1 -0,133865 S 12 3 ___1 0,985236 8,17E-13 126,63 126,63 126,63 -0,49266 1483600000 704590000 420630000 358380000

LRMP -0,133934 S 185 2 ___1 0,999956 2,60E-181 293,35 266,53 279,54 -0,0002164 1102700000 33827000 596980000 471940000

PML -0,13404 S 530 4 ___2 0,999594 1,09E-21 106,06 100,31 106,06 -0,22592 714570000 36455000 394290000 283820000

CHD3 -0,134045 S 597 2 ___1 1 6,81E-69 202,16 193,65 195,77 0,07157 396420000 16982000 201810000 177640000

FBXO42 -0,134074 S 365 3 ___1 0,965604 6,34E-08 116,94 110,71 116,94 0,20648 1093800000 27876000 550150000 515800000

CD2AP -0,134413 S 458 2 ___1 1 9,23E-05 120,77 100,56 120,77 0,008474 253350000 7277000 130040000 116030000

HTT -0,134667 S 1874 2 ___1 0,999727 0,00215885 72,184 57,926 72,184 0,3052 26938000 1404200 17262000 8272100

MICAL3 -0,134807 S 1221 3 ___1 0,99576 0,00020356 82,586 65,367 80,752 0,32474 61722000 5090800 29594000 27037000

PRPF40A -0,135085 T 373 2 ___1 0,99997 0,00060349 113,99 97,448 88,803 0,099621 423970000 27872000 204610000 191490000

ATRX -0,135362 S 598 2 ___1 0,969773 1,43E-07 109,44 70,294 104,7 0,0026478 1161100000 70499000 587850000 502790000

MAST2 -0,135523 S 1429 3 ___1 0,999925 0,00714757 51,466 38,486 51,466 -0,088565 18536000 195640 9569100 8771500

BCL11A -0,135582 S 328 3 ___1 0,842351 3,43E-06 122,3 93,534 122,3 0,23812 49083000 2996200 24464000 21622000

SNIP1 -0,13584 S 52 2 ___2 0,993288 1,98E-15 164,53 139,57 164,53 -0,23877 978670000 15940000 555170000 407570000

ATRX -0,135855 S 313 3 ___1 0,646333 0,00031839 99,941 57,153 99,941 0,27217 569950000 737000 303860000 265360000

VPS13D -0,136299 S 2455 2 ___1 0,954929 0,00065349 108,01 77,616 108,01 -0,65767 19373000 487780 10282000 8603400

KLC1 -0,136347 S 521 2 ___1 0,849225 0,00117369 110,38 77,322 110,38 0,14372 296910000 4582100 158250000 134080000

NFATC4 -0,136439 S 213 2 ___1 0,999999 0,00079187 107,17 77,867 107,17 0,00014962 111250000 4567500 52252000 54433000

PSEN1 -0,136474 S 43 3 ___1 0,99999 0,00283457 55,588 41,572 55,588 -0,19144 54589000 853210 34590000 19145000

SNTB2 -0,136514 S 95 3 ___1 1 0,00015751 123,95 104,82 48,106 0,076417 794480000 27920000 416120000 350440000

PAN3 -0,136522 T 353 3 ___1 0,833458 0,00088454 95,401 73,315 90,614 -0,31859 26772000 1578500 12418000 12775000

SRRM2 -0,13653 S 351 3 ___2 0,944222 4,93E-07 91,532 84,58 79,018 0,31928 2047400000 10153000 1390200000 647060000

STMN1 -0,13656 S 63 2 ___1 1 4,21E-11 128,28 89,531 85,29 0,20349 4195300000 160450000 2152700000 1882200000

PRRC2B -0,136619 S 168 2 ___1 0,991631 0,00069694 90,926 60,098 79,639 0,066723 99167000 5347200 50145000 43676000

SRRM2 -0,136638 S 2426 2 ___1 0,996983 2,77E-08 151,08 126,57 118,24 -0,70461 4143300000 29405000 2338000000 1775900000

KIF21B -0,136711 S 1197 2 ___1 0,998721 0,00520673 68,016 21,888 66,568 -0,36547 383160000 9993700 197630000 175540000

TP53 -0,136731 S 315 2 ___1 0,983327 3,53E-26 178,22 130,92 164,22 0,010633 2267200000 102140000 1182400000 982630000

SRRM2 -0,136823 T 2104 2 ___2 0,968543 6,29E-05 122,01 109,72 89,466 -0,093505 1150700000 3391900 713770000 433560000

USP39 -0,136979 S 46 3 ___1 0,9991 2,66E-15 164,02 143,56 164,02 -0,21758 405460000 11851000 174350000 219260000

CBX5 -0,136997 S 97 2 ___1 0,992808 0,00183666 94,747 72,661 94,747 -0,042584 36776000 2889300 16989000 16898000

PRKAB1 -0,137001 S 108 2 ___1 1 2,36E-130 264,92 241,85 264,92 0,52228 2596800000 104920000 1313300000 1178500000

HMHA1 -0,137164 S 951 3 ___1 0,752531 3,77E-05 103,75 89,133 77,241 2,3665 216620000 6575200 104350000 105690000

OFD1 -0,137257 S 669 2 ___1 0,999937 4,29E-12 156,8 123,11 156,8 0,22041 61513000 3671400 29975000 27866000

KIAA0226 -0,137314 S 266 3 ___1 0,999748 3,58E-05 86,577 80,213 86,577 -0,25889 87918000 1996100 62894000 23029000

MAST3 -0,137348 S 1215 3 ___1 0,998489 0,0150318 41,292 25,527 40,756 -0,040102 17533000 1049300 9445800 7038000

TP53BP1 -0,137378 T 922 3 ___1 0,954905 0,00195254 57,147 52,437 57,147 -0,027879 88869000 2272700 52369000 34227000

FAM21A;FAM21C-0,137568 S 704 3 ___1 0,581494 0,00030376 51,607 44,958 51,607 0,083576 60543000 7463300 34103000 18977000

NUP98 -0,137584 T 1000 2 ___1 0,999375 0,0007393 114,63 90,574 114,63 -1,1741 28551000 3200200 14156000 11195000

ARID4A -0,137615 S 863 2 ___1 0,677604 1,93E-09 111,06 83,728 111,06 0,093692 416030000 15612000 230380000 170040000

MAP3K2 -0,137695 S 153 2 ___1 0,999984 0,00866823 76,357 45,807 76,357 0,80696 15354000 2254300 6909400 6190400

ASPSCR1 -0,137838 S 500 2 ___1 0,975331 0,00114088 62,378 62,378 62,378 0,30236 152760000 2225000 57570000 92967000

SRRM2 -0,138035 S 1387 2 ___1 0,999999 2,78E-114 253,1 226,13 220,59 0,12821 569800000 18409000 310780000 240610000

MFAP1 -0,138267 S 116 2 ___2 1 0,00025933 112,55 94,654 112,55 0,19824 54981000 2228600 23759000 28993000

MFAP1 -0,138267 S 118 2 ___2 1 0,00012301 112,74 97,861 112,55 0,19824 76659000 2649600 34417000 39592000

RBL1 -0,138699 S 749 3 ___1 0,999985 3,08E-09 126,99 118,8 120,93 -0,74468 686400000 6911300 363870000 315620000

GIGYF2 -0,138814 S 26 2 ___1 0,925773 7,63E-08 88,992 78,382 87,388 -0,38973 1281600000 55077000 662110000 564370000

RBM15 -0,138895 S 128 2 ___1 0,842342 1,82E-60 188,96 188,96 188,96 0,25 111070000 5739400 58296000 47039000

EFHD2 -0,138918 S 76 3 ___1 0,5 7,43E-05 90,968 71,676 90,968 0,39659 102330000 4355300 53999000 43976000

PPM1G -0,138934 T 528 3 ___1 0,698416 1,00E-05 134,68 129,14 134,68 -0,21959 301720000 654470 158780000 142280000

PHF3 -0,139065 S 1133 3 ___1 1 1,86E-05 86,498 65,197 58,723 0,38718 594930000 21451000 323440000 250050000

EIF4G1 -0,139072 S 314 3 ___1 0,999618 5,56E-54 152,02 141,12 147,25 0,20878 1,5499E+10 32997000 8244000000 7221600000

HARS2 -0,139283 T 63 3 ___1 0,604635 0,00980555 55,173 44,688 55,173 -0,11604 6267400 165060 3437600 2664700

SRRM2 -0,139538 T 2397 2 ___1 0,830951 0,0006499 114,56 85,019 110,92 -0,20294 3872000000 14595000 2102200000 1755200000

RNF34 -0,139554 S 256 3 ___1 0,609326 6,99E-05 81,341 70,133 81,341 -0,23534 47728000 1418300 24910000 21400000

VPS53 -0,139875 S 377 3 ___1 0,672968 2,99E-07 82,765 73,776 64,318 -0,79866 55528000 1844100 23879000 29805000

PPP1R7 -0,139951 S 36 3 ___1 0,499977 0,00691296 47,472 35,951 47,472 -0,12888 8274800 202120 3390800 4681900

TNRC18 -0,140267 S 1857 3 ___1 1 6,08E-05 115,39 104,52 115,39 -0,10961 195920000 15818000 98778000 81325000

Sep 02 -0,140297 S 218 2 ___1 1 8,89E-39 199,15 174,21 199,15 -0,038392 3,0196E+10 1275100000 1,5745E+10 1,3177E+10

RRM1 -0,140333 S 631 3 ___1 1 0,00065629 65,149 59,685 57,496 0,047041 15399000 467470 9702800 5228800

RANBP2 -0,140335 S 1160 3 ___1 0,999766 2,68E-94 233,08 221,99 233,08 -0,18788 502550000 26232000 260740000 215580000

NME1;NME2;NME2P1-0,140425 T 94 2 ___1 1 5,27E-19 168,41 148,57 168,41 -0,34919 599920000 44167000 305010000 250750000

WAPAL -0,140528 S 221 2 ___2 0,999544 1,24E-35 196,74 170,73 196,74 -0,01771 5338200000 48829000 2704300000 2585100000

WAPAL -0,140528 S 226 3 ___2 1 1,70E-05 130,95 101,41 96,773 -0,73488 2449200000 33535000 1257200000 1158500000

DAPK1 -0,140615 S 696 2 ___1 0,960246 0,0110889 58,592 46,356 56,548 0,35055 196620000 8161600 99024000 89438000

HNRNPUL2 -0,140708 T 165 3 ___1 0,991179 0,00054071 107,76 91,134 107,76 0,44795 192880000 5579100 97752000 89546000

CDK13 -0,140749 T 1246 2 ___1 1 4,50E-08 149,26 103,34 108,37 0,1211 6839600000 21152000 3605600000 3212800000

SIK3 -0,140868 S 731 3 ___1 0,879075 9,63E-10 111,01 111,01 95,094 -0,25848 125900000 4024300 66427000 55448000

MAFK -0,141033 S 25 2 ___1 0,999977 1,37E-05 126,22 106,17 126,22 -0,42566 114890000 12823000 58554000 43513000

ZNF592 -0,141234 S 573 3 ___1 0,996074 4,75E-05 81,97 69,842 81,97 0,93606 468190000 29140000 245280000 193780000

TTC7A -0,141494 S 51 2 ___1 0,984201 4,42E-29 184,56 147 184,56 0,33147 304270000 5365100 156590000 142320000

ARPC5L -0,141606 S 64 2 ___1 0,999985 7,34E-10 151,38 134,35 79,875 0,21819 257250000 1262500 142930000 113050000

SNX15 -0,141655 T 148 3 ___1 1 0,0029455 55,734 48,458 49,924 0,18334 120430000 4677500 38246000 77510000

ZC3H13 -0,141669 S 1455 3 ___1 0,961169 1,25E-11 112,68 94,429 112,68 0,6119 53713000 1399800 17856000 34458000

FAM134A -0,14178 S 402 3 ___1 0,533788 0,00030633 61,345 52,181 61,345 -0,032916 20415000 774660 10492000 9148900

ABCF1 -0,141828 S 109 2 ___2 0,999404 3,21E-20 165,2 142,4 62,646 0,063495 2151800000 62485000 1082400000 1006900000

ABCF1 -0,141828 T 108 2 ___2 0,990904 0,0013698 63,337 47,945 62,646 0,063495 59360000 3355900 27252000 28753000

NCOA2 -0,141945 S 699 2 ___1 0,968363 1,67E-06 130,24 84,357 109 -0,20447 227640000 10238000 113210000 104190000

SLAMF6 -0,14213 Y 309 3 ___1 0,987781 6,68E-14 164,11 138,64 73,296 -0,58572 59171000 3177700 29853000 26140000

LRMP -0,142269 S 179 2 ___1 0,999949 8,50E-06 132,25 113,89 132,25 -0,19521 59497000 1729600 33648000 24119000

SPHK2 -0,142306 S 399 3 ___1 0,999853 1,77E-05 119,02 106,59 119,02 -0,51627 64434000 3344100 34262000 26828000

NT5C2 -0,142306 T 506 4 ___1 0,546653 0,00067198 46,082 40,052 46,082 -0,16485 20025000 722900 7144400 12157000

PTK2B -0,142421 S 375 3 ___1 1 9,65E-05 119,56 88,469 43,598 -0,024678 5661600000 79592000 3114300000 2467700000

PDE4DIP -0,142544 S 740 3 ___1 0,708343 7,85E-05 78,451 69,85 78,451 0,41403 51240000 2210100 23441000 25589000

SH3BP5L -0,143053 S 362 3 ___1 0,999985 2,07E-14 157,98 137,62 157,98 -0,75458 350920000 14728000 168900000 167290000

SMARCC2 -0,143073 S 813 2 ___1 1 3,04E-06 90,926 90,926 90,926 -0,36839 185540000 7824700 100790000 76925000



MGA -0,143102 S 449 2 ___1 0,961018 0,00433768 80,69 54,573 80,69 0,085553 46714000 1474300 23189000 22051000

RALY -0,143123 S 135 2 ___1 1 1,06E-11 121,02 94,978 105,03 -0,25497 1,3396E+10 17679000 7234800000 6143200000

LRBA -0,143166 S 1118 3 ___1 0,720673 3,95E-05 50,928 50,928 50,928 0,49677 96869000 4532500 49875000 42462000

THRAP3 -0,143191 S 253 2 ___1 1 1,93E-09 111,06 88,926 111,06 -0,039259 4351900000 137120000 2315100000 1899700000

PPP6R1 -0,143216 S 531 3 ___1 0,830254 9,14E-43 196,41 185,21 163,16 -0,17074 671980000 7837000 375660000 288480000

ZCRB1 -0,143357 S 155 3 ___1 0,999962 1,75E-23 138,03 133,71 109,84 0,69199 669130000 7773000 477020000 184340000

PXN -0,143596 S 85 3 ___1 0,84633 0,00021191 78,975 71,078 73,405 -0,21962 40403000 1255600 17059000 22088000

SCAF11 -0,143676 S 771 2 ___2 0,990927 0,00836567 105,39 76,811 70,889 0,70273 52047000 3340900 29442000 19264000

SCAF11 -0,143676 S 776 2 ___2 0,99742 1,72E-38 197,47 150,86 172,91 0,24297 507860000 21814000 249230000 236810000

RFFL -0,143697 S 240 2 ___1 0,998054 1,59E-116 258,03 236,05 213,23 -0,11823 733450000 27369000 373690000 332390000

BUB1 -0,143798 S 655 2 ___1 1 3,48E-08 148,68 78,581 137,62 -0,79724 115760000 6906400 60470000 48381000

LRMP -0,144026 T 133 2 ___2 0,763551 1,37E-11 109,08 87,273 109,08 -2,392 17776000 502840 11394000 5879100

ENO1 -0,144048 S 263 2 ___1 0,999915 0,00066056 105,19 92,314 89,507 1,1578 44146000 206320 30914000 13026000

GPATCH8 -0,144084 S 1035 2 ___1 0,981395 0,00154288 81,547 76,607 80,916 0,26286 109830000 3575200 57237000 49018000

DDHD1 -0,144162 S 8 2 ___1 0,999915 0,0160674 53,237 31,245 53,237 -0,35736 52890000 3254400 35110000 14525000

ICE1 -0,144344 S 960 2 ___1 0,972073 5,06E-05 125,98 112,57 125,98 0,97374 49615000 4063200 25754000 19797000

MED1 -0,144345 S 1439 2 ___1 0,559409 4,48E-05 127,02 114,49 104,41 -0,021877 162680000 6817200 81118000 74742000

HNRNPD -0,14446 S 87 3 ___2 0,993189 1,49E-07 132,69 118,1 132,69 -1,9198 232120000 1039300 133230000 97852000

TMPO -0,144486 S 66 3 ___2 0,999995 6,05E-36 185,65 178,12 110,16 -0,40519 1,3034E+10 136330000 7212300000 5685700000

SLC1A4 -0,14452 S 507 3 ___1 0,832397 1,55E-07 111,1 98,425 111,1 -0,060886 124610000 2588200 81564000 40454000

STRN3 -0,144647 S 229 2 ___1 1 3,10E-47 203,85 116,67 154,6 -0,18145 467390000 49024000 222740000 195620000

SON -0,144803 S 283 2 ___1 0,982506 1,57E-07 140 107,48 140 0,45417 148370000 8821000 75398000 64148000

CDC5L -0,144829 T 385 2 ___1 1 6,21E-39 196,31 156,8 184,32 -0,27393 427820000 21656000 253120000 153050000

CCNYL1 -0,144939 S 344 2 ___1 0,999659 5,62E-08 141 122,22 101,11 -0,14087 555020000 55258000 271590000 228160000

TACC3 -0,14527 S 317 2 ___1 0,99083 2,37E-14 156,15 138,66 156,15 0,11563 34652000 1102700 18540000 15009000

NUP50 -0,145295 S 221 2 ___1 0,987806 2,47E-05 101,53 101,53 101,53 -0,33962 387140000 13333000 200580000 173230000

EDC4 -0,145487 S 723 3 ___1 0,800269 9,85E-65 153,77 153,77 153,77 -0,22143 854360000 26765000 427050000 400540000

CCDC6 -0,145494 S 244 2 ___2 1 7,93E-05 88,507 88,507 63,682 0,37161 508730000 54578000 243440000 210710000

ZNF318 -0,145639 S 2091 2 ___1 0,999976 5,34E-07 139,67 122,18 139,67 -0,52883 236190000 4256700 132870000 99056000

CARHSP1 -0,145717 S 41 3 ___1 0,99789 0,00271566 71,176 52,396 56,482 0,05772 2181600000 18765000 1146400000 1016400000

PEA15 -0,145779 S 116 3 ___1 1 4,35E-05 132,08 64,945 58,671 2,8156 4736400000 22304000 2483100000 2231000000

ZMYND8 -0,145797 S 756 3 ___1 0,975402 7,82E-05 93,21 76,279 93,21 -0,053887 135930000 2819900 54541000 78573000

APC -0,145846 S 2473 2 ___1 0,911064 8,69E-11 141,64 124,71 88,264 0,37591 307640000 2967600 205310000 99368000

BRCA1 -0,145956 S 1007 3 ___1 0,516374 5,53E-06 61,28 51,133 42,863 -0,21584 66993000 2272500 49182000 15538000

CDCA2 -0,146024 S 756 2 ___1 1 0,0102615 87,806 45,458 67,704 0,12063 31469000 844720 13224000 17400000

CDK1;CDK2;CDK3-0,146032 T 14 2 ___1 1 2,39E-07 106,01 21,718 76,655 -0,38843 1241400000 53406000 672100000 515890000

RPRD1B -0,14632 S 134 2 ___1 0,999833 1,89E-90 244,23 202,95 244,23 1,3657 1000600000 154320000 457830000 388460000

AIM1L -0,146511 S 576 2 ___2 0,920942 0,00594841 90,913 35,931 74,962 -1,105 66446000 4897900 33678000 27871000

AIM1L -0,146511 T 577 2 ___2 0,740156 0,00594841 90,913 35,931 81,017 -0,79344 66446000 4897900 33678000 27871000

AIM1L -0,146511 T 578 2 ___2 0,772214 0,00594841 90,913 35,931 90,913 -1,1499 66446000 4897900 33678000 27871000

PGM2 -0,146521 S 165 2 ___1 0,999887 1,27E-29 163,99 132,35 163,99 -0,87781 2047700000 100440000 1046500000 900680000

NPAT -0,146682 S 1151 3 ___1 0,879815 0,00154933 63,709 35,858 54,964 -0,045889 69061000 4416200 37778000 26866000

SNAPIN -0,146839 T 14 3 ___1 0,992354 2,42E-31 182,34 163,27 72,082 0,13774 200260000 6351300 103280000 90627000

SEC23IP -0,146886 S 926 2 ___1 0,999836 2,08E-05 93,258 77,41 93,258 0,089371 371470000 16548000 191470000 163460000

RBM23 -0,146925 S 128 3 ___1 0,995022 0,00149103 67,685 51,562 66,826 0,3404 272220000 1470100 149040000 121710000

UBAP2L -0,146928 S 454 3 ___1 0,796407 1,32E-15 160,47 137,99 97,542 0,006174 244760000 7267000 126940000 110560000

VGLL4 -0,147233 S 274 3 ___1 0,985399 4,39E-05 89,297 68,168 89,297 -0,28307 117390000 3944300 71009000 42439000

KDM5C -0,147346 T 1358 2 ___1 0,726005 0,00085085 106,38 79,836 106,38 0,22855 31706000 1758400 17136000 12811000

SLC20A1 -0,147383 S 335 3 ___1 1 0,00168348 61,963 49,515 61,963 0,32555 287870000 5167400 156280000 126430000

RAD54L2 -0,147417 T 1260 2 ___1 1 0,00302726 89,43 57,176 89,43 -0,34157 570780000 104490000 276840000 189450000

ZC3H13 -0,147485 S 265 3 ___1 1 2,62E-18 167,63 157,02 70,983 -0,12866 2018600000 71787000 1078500000 868340000

POLE3 -0,147633 S 122 3 ___1 1 7,56E-30 128,39 122,73 128,39 0,28134 540100000 7648900 335090000 197360000

FASN -0,147651 S 974 3 ___1 0,861445 1,57E-05 98,839 90,332 89,634 0,10767 1068600000 57689000 528800000 482160000

EXOSC9 -0,147692 S 306 2 ___1 0,974755 3,28E-36 162,22 162,22 162,22 -0,0062103 3225500000 137510000 1648600000 1439400000

SIT1 -0,147937 S 83 3 ___1 0,827635 4,36E-05 99,6 90,391 96,793 -0,101 96346000 5247900 52748000 38351000

UNG -0,147963 S 23 3 ___1 0,999994 2,01E-17 135,41 129,38 128,65 0,083511 5683400000 16979000 3108900000 2557500000

EAF1 -0,148012 S 165 2 ___1 1 0,00031491 89,911 78,592 89,911 -0,23568 743710000 434580000 159500000 149640000

FAM117A -0,148321 S 305 4 ___1 0,532754 2,00E-11 98,94 93,566 98,94 -0,14726 214630000 667680 115790000 98168000

LARP4 -0,148355 S 647 2 ___1 0,988043 0,00017464 120,65 96,45 120,65 -0,12566 126060000 5899300 69487000 50671000

CDC23 -0,148359 S 588 2 ___1 0,999987 1,50E-12 133,48 113,28 133,48 -0,20104 1346400000 52174000 696880000 597390000

TRA2B;TRA2A-0,148554 S 262 3 ___1 0,996613 0,00414169 90,793 42,789 47,227 -0,065206 469960000 3896400 451220000 14839000

NSRP1 -0,148785 S 27 3 ___1 0,575341 0,00403415 43,497 32,79 43,497 -0,017596 158780000 2300400 91703000 64778000

POLDIP3 -0,148801 S 5 2 ___1 1 0,00113649 84,169 76,523 46,592 -0,12313 32000000 265940 15907000 15827000

PTPRC -0,14895 S 975 2 ___1 1 1,38E-07 141,46 127,56 141,46 0,40493 4229300000 29372000 2322400000 1877600000

UBR2 -0,149341 S 604 2 ___1 0,96136 0,0192303 46,766 26,626 46,024 -0,035957 602590000 26154000 309810000 266630000

ANKIB1 -0,149362 S 737 2 ___1 1 5,36E-05 111,39 91,602 100,22 -1,0343 260760000 15689000 113110000 131960000

APBB1IP -0,149441 S 529 2 ___2 0,634028 2,77E-05 114,64 90,965 114,64 0,49515 114150000 2387800 51915000 59845000

PML -0,149518 S 527 2 ___2 1 1,09E-21 119,92 104,29 61,52 1,4062 3357500000 160590000 1812200000 1384700000

WDR33 -0,149574 S 1210 3 ___1 0,999874 4,26E-30 188,07 171,4 188,07 -0,17836 565420000 3379800 303980000 258060000

IWS1 -0,149617 S 398 2 ___2 1 0,00290299 88,552 73,886 64,65 -0,30052 64690000 3366500 30466000 30857000

IWS1 -0,149617 S 400 2 ___2 1 4,07E-12 136,24 106,9 64,65 -0,30052 614420000 29020000 292840000 292560000

SRPK1 -0,149793 S 311 3 ___1 0,992896 0,00011285 98,694 82,028 98,694 -0,45507 42243000 1650500 27183000 13409000

LIG1 -0,149811 S 801 3 ___1 0,999909 9,33E-10 147,28 120,15 147,28 0,062566 136300000 7055800 70470000 58771000

PTS -0,149841 S 19 3 ___1 0,99636 0,00093735 90,697 74,816 72,817 -0,33503 270470000 735510 147050000 122680000

BCLAF1 -0,149901 S 177 2 ___1 1 3,86E-26 176,19 137,52 111,43 -0,024007 1,4317E+10 212610000 8029400000 6074700000

HSF1 -0,150025 S 363 2 ___2 0,999893 1,41E-39 197,72 180 146,78 0,17815 3752200000 26668000 1958700000 1766800000

NAP1L1 -0,150233 S 10 2 ___1 1 7,21E-234 321,1 295,52 310,77 -0,25832 1742400000 64133000 880110000 798130000

BAP18 -0,150574 S 96 2 ___1 1 1,00E-20 174,52 146,66 174,52 -0,34851 7788400000 77595000 4114400000 3596400000

CDK1;CDK2;CDK3-0,150702 T 14 2 ___2 1 2,39E-07 106,01 21,718 76,655 -0,38843 1241400000 53406000 672100000 515890000

CDK1;CDK2;CDK3-0,150702 Y 15 2 ___2 0,999856 4,18E-15 163,16 84,604 81,92 0,12297 1,1967E+10 474160000 6543400000 4949900000

HAUS6 -0,150796 S 552 2 ___1 0,999672 3,13E-05 128,95 105,57 128,95 -0,1918 153520000 6448500 88952000 58121000

S1PR4 -0,150817 S 346 3 ___1 0,994255 0,00014439 94,463 79,991 94,463 -0,021876 46743000 101000 27077000 19565000

JUN;JUND -0,151018 S 100 2 ___1 1 0,00026589 116,52 66,802 94,309 -0,13906 602980000 21176000 321500000 260300000

TNIP1 -0,151239 S 403 2 ___1 0,991215 1,92E-05 134,49 109,1 105,03 0,32709 242530000 6602800 126630000 109300000

TCOF1 -0,151271 S 1257 2 ___1 1 7,31E-10 113,61 85,872 92,102 0,19177 1011200000 54379000 514700000 442130000

USP20 -0,151604 S 132 3 ___1 0,996848 7,37E-23 165,24 142,18 136,4 -0,38721 362090000 4343400 201680000 156070000

L3MBTL2 -0,151622 S 683 2 ___1 1 1,36E-25 184,11 145,08 114,24 1,3665 68071000 2279300 32127000 33665000

LASP1 -0,151714 T 104 2 ___1 0,999993 1,74E-07 117,7 96,146 113,99 0,53831 727550000 25111000 418270000 284160000

HNRNPH1;HNRNPF-0,151723 S 310 2 ___1 1 6,83E-14 159,4 140,8 159,4 0,53865 135780000 4768900 59190000 71823000

PHF6 -0,151827 S 154 2 ___1 0,698906 7,01E-183 299,34 275,06 299,34 0,29489 88221000 3791100 53096000 31334000

CHD7 -0,151942 S 2559 3 ___1 0,999999 2,58E-05 86,211 75,208 86,211 -0,31624 1389400000 18247000 728070000 643120000

SCRIB -0,15234 S 939 3 ___1 0,742934 9,45E-06 114,15 106,06 114,15 0,0066003 9150000 230360 4457500 4462200

UNG -0,152387 S 63 3 ___2 0,851423 8,25E-05 81,446 69,49 81,446 0,14464 418150000 10517000 208160000 199470000

UNG -0,152387 T 60 3 ___2 0,999996 1,39E-05 113,17 86,21 81,446 0,14464 1929300000 40507000 983020000 905760000

PLCG1 -0,152465 S 1263 3 ___1 1 2,63E-11 146,57 131,87 146,57 -0,1968 2161800000 5022600 1200800000 955970000

ZDHHC18 -0,152516 T 32 3 ___1 0,5 0,00186581 44,105 34,941 44,105 0,23144 4016500 776170 1950500 1289800

HNRNPA2B1 -0,152628 S 201 3 ___1 0,999997 0,00452942 58,09 39,359 58,09 0,22394 13479000 432820 7858900 5187400

TCF3 -0,152658 S 381 3 ___1 0,534973 2,23E-89 201,52 201,52 45,957 -0,38461 347360000 16204000 173210000 157940000

BCLAF1 -0,152703 S 658 2 ___1 0,99997 1,89E-19 155,48 106,13 134,57 0,098234 3,0533E+10 143380000 1,6718E+10 1,3672E+10

RBBP5 -0,152773 S 350 2 ___1 1 0 467,88 446,48 467,88 0,33342 2005300000 8612300 1071600000 925040000

WIBG -0,15288 S 6 2 ___1 0,999182 0,00017808 90,367 82,642 90,367 0,19414 38596000 3364400 18506000 16726000

MACF1 -0,153026 S 4495 2 ___1 0,576153 0,0012699 103,91 73,345 77,124 -0,35073 19717000 1940500 8861700 8914900

NCOR1 -0,1531 S 2151 3 ___1 0,999279 0,00024408 65,275 57,829 65,275 0,43508 423290000 29361000 212920000 181010000

MEF2C -0,153414 S 228 2 ___1 1 0,00038775 90,476 76,057 90,476 -0,95562 33505000 779590 22188000 10537000

POU2F1 -0,153645 S 278 3 ___1 0,954417 5,83E-11 142,23 134,33 131,04 -0,49858 783720000 8641900 374080000 401000000

AKAP17A -0,153785 S 537 2 ___1 1 3,39E-08 101,39 82,04 101,39 0,11364 1058200000 52208000 553090000 452870000

PML -0,153982 S 518 2 ___2 1 1,09E-21 106,06 100,31 61,52 1,4062 1777200000 65617000 992360000 719260000

AEBP2 -0,153992 S 18 3 ___2 0,963034 8,24E-08 108,15 95,512 108,15 -0,23938 446320000 7036600 244350000 194930000

AEBP2 -0,153992 S 24 3 ___2 0,992472 8,24E-08 108,15 95,512 108,15 -0,23938 477200000 7036600 259880000 210280000

MED24 -0,154137 S 872 3 ___1 0,791883 0,00020854 79,69 64,268 79,69 -0,044643 43075000 1418500 19618000 22038000

MACF1 -0,15441 S 3927 3 ___1 0,994637 9,03E-05 96,666 84,642 96,666 0,21638 66721000 1054500 33009000 32657000

WTAP -0,154522 S 306 2 ___1 0,999483 1,84E-157 253,36 253,36 220,64 0,26395 543510000 22273000 271270000 249970000

KAT7 -0,154554 S 57 2 ___1 0,966039 1,35E-142 282,62 217,8 282,62 0,45025 347540000 11471000 203170000 132900000

ABL1 -0,154683 T 781 2 ___1 0,999983 0,0121709 73,573 44,424 73,573 -1,9819 84355000 75606000 5709000 3040200



ZNF318 -0,154837 S 2101 2 ___1 1 0,00106309 94,551 57,36 72,2 0,020553 805540000 23867000 412960000 368720000

FAM21C -0,154898 S 539 2 ___1 1 9,82E-68 223,5 188,78 199,41 -0,3902 706460000 27842000 356090000 322520000

MFF -0,154904 S 157 2 ___1 0,99991 0,00461734 103,19 64,191 103,19 0,080463 146970000 45268000 53436000 48262000

FAM117A -0,154907 S 306 4 ___1 0,499939 3,61E-11 91,873 86,499 91,873 -0,070907 58376000 333840 22622000 35420000

HNRNPD -0,154923 S 83 3 ___2 0,951464 4,42E-178 294,77 248,7 227,03 -1,5397 992190000 3068600 559120000 430000000

TAF7 -0,154956 S 201 3 ___1 0,796204 0,00025733 118,48 94,188 45,88 -0,14085 22856000 448520 16538000 5869200

NOP56 -0,155084 S 570 2 ___1 0,96787 8,72E-06 107,65 101,26 107,65 -0,1691 222900000 13349000 115530000 94018000

PSME2 -0,155149 S 10 3 ___1 1 0,00394792 89,301 63,258 62,378 -0,04785 642530000 1546600 357270000 283720000

FAM76B -0,155419 S 193 2 ___1 0,99984 7,70E-05 111,83 92,508 111,83 -0,43467 122200000 11514000 59808000 50879000

MME -0,155807 S 4 2 ___1 0,997015 2,17E-06 120,9 101,66 120,9 -0,23025 17269000 2024800 3832700 11412000

PFKFB2 -0,155927 S 466 2 ___1 0,99916 0,00211865 67,645 52,951 56,482 1,2518 88325000 6339900 42116000 39870000

USP40 -0,15593 S 1199 3 ___1 1 1,74E-17 163,1 146,57 163,1 0,14189 127420000 2685800 63448000 61284000

THRAP3 -0,156174 S 939 2 ___1 0,992376 2,51E-227 316,14 295,1 312,76 -0,13084 2863800000 9517700 1483000000 1371300000

TSSC4 -0,156177 S 143 4 ___1 0,999964 0,00016228 83,059 74,35 61,499 0,29923 172590000 1182900 99592000 71814000

MON1A -0,156205 S 153 2 ___1 1 6,09E-152 287,57 252,22 287,57 -0,62849 395070000 14802000 199940000 180330000

VCPIP1 -0,15639 S 747 2 ___1 0,998723 7,02E-05 97,5 61,388 77,192 -0,47122 255290000 6213700 137230000 111850000

PRPF38B -0,156498 S 527 3 ___1 1 4,69E-13 162,26 145,23 149,09 -0,41646 214130000 3358000 111480000 99291000

ACIN1 -0,156824 S 898 3 ___1 0,795666 4,44E-139 268,88 244,9 268,88 -0,44218 173090000 3740500 89842000 79511000

MTMR9 -0,156848 S 548 2 ___1 1 7,54E-14 157,58 140,7 157,58 -0,18361 54418000 4312200 29471000 20634000

CHD7 -0,156992 S 557 3 ___1 0,998967 6,59E-05 102,28 65,639 84,829 -0,076372 238400000 12350000 112370000 113680000

DOT1L -0,157013 S 1349 2 ___1 0,800314 0,00050326 95,197 73,101 92,38 0,14167 20639000 1042000 14409000 5187400

MARCKSL1 -0,157166 S 22 2 ___1 1 1,73E-60 186,85 186,85 186,85 0,35332 3452400000 121640000 1800400000 1530300000

MTX3 -0,157424 S 311 2 ___1 0,999993 7,67E-14 161,91 138,43 161,91 0,3181 82658000 4635200 46227000 31795000

ERCC6L -0,157512 S 755 4 ___1 0,992365 0,00014564 61,499 54,223 43,888 -0,13013 32927000 58216 14547000 18322000

STIM1 -0,157528 S 618 2 ___1 0,988186 3,68E-51 208,49 177,53 168,32 0,15028 230930000 2925700 79320000 148690000

NEURL4 -0,157562 S 502 2 ___1 1 0,0017249 98,04 82,176 87,568 -0,1068 307720000 11056000 166790000 129870000

SRRM2 -0,158085 S 1329 2 ___2 0,999649 0,00019168 120,32 99,871 99,17 -0,54262 4412500000 38862000 2327500000 2046100000

KRR1 -0,15811 S 3 2 ___1 0,999431 1,45E-05 124,12 98,687 119,45 -0,45171 731250000 12478000 393480000 325290000

PNN -0,158242 S 96 3 ___1 1 0,00010739 97,457 66,773 54,117 -0,066786 637470000 5077400 333770000 298630000

TRA2A -0,158333 S 2 2 ___1 1 1,63E-05 129,84 112,47 61,932 -0,48182 182770000 16415000 93639000 72711000

FGD2 -0,158333 T 24 3 ___1 0,601076 0,00100401 60,464 42,639 60,464 -0,020858 15869000 599050 8519600 6750800

CLASP2 -0,158397 S 430 2 ___1 1 0,00181978 83,182 63,396 83,182 -0,098531 22295000 1224600 12960000 8111300

ASXL2 -0,158428 S 562 2 ___1 0,976853 7,36E-06 128,9 101,49 109,79 0,14698 163380000 14203000 73342000 75832000

CLASP2 -0,158471 S 327 2 ___1 0,985821 6,72E-38 190,86 160,88 190,86 0,36952 273450000 6033000 134470000 132950000

CHD7 -0,158513 S 2956 2 ___1 0,999998 4,11E-48 172,91 172,91 150,39 0,020563 367630000 17097000 193400000 157140000

WASF2 -0,158655 S 292 3 ___1 0,636986 6,57E-05 70,718 61,899 70,718 0,27038 34879000 239260 13070000 21569000

BIRC6 -0,158968 S 480 2 ___1 0,986315 7,84E-33 178,88 155,21 153,86 1,2976 282100000 10750000 167670000 103680000

CAMK2D -0,15909 T 337 2 ___1 0,831463 4,25E-29 188,9 163,37 171,08 -0,28089 390400000 11389000 196340000 182670000

BCL11A -0,159114 T 701 2 ___1 0,979806 0,00092039 90,707 66,958 90,707 0,14227 178590000 9567300 92657000 76366000

DCAF12 -0,159138 S 15 3 ___1 0,999719 1,78E-05 83,165 69,434 83,165 -2,5553 17998000 883330 10280000 6834500

PPFIBP1 -0,159341 T 538 2 ___1 0,766441 2,92E-06 146 116,66 146 -0,06292 254690000 17658000 114710000 122320000

ADD1 -0,159444 T 11 3 ___1 0,571603 1,56E-05 98,942 98,942 98,942 -0,23358 96158000 21778000 39876000 34504000

TICRR -0,159678 S 599 2 ___1 1 0,00015002 121,76 80,22 89,624 -0,3562 430340000 16501000 230180000 183660000

GIGYF2 -0,159762 S 236 3 ___1 1 1,88E-05 132,32 110,17 96,734 -0,14695 2870800000 3586600 1561800000 1305500000

OSBP -0,159928 S 240 2 ___1 0,999998 2,21E-14 143,96 96,773 143,96 -0,077263 525070000 17315000 273310000 234440000

PRRC2A -0,160034 S 761 2 ___1 0,996407 8,65E-64 225,01 175,72 225,01 -0,081232 520960000 10250000 282170000 228540000

YY1AP1 -0,16006 S 724 3 ___1 1 5,23E-37 194,51 158,84 44,294 -0,42415 314670000 15703000 148310000 150650000

MED8 -0,160163 S 82 3 ___1 1 0,00291348 54,672 48,023 46,578 -0,30774 77326000 2573400 41059000 33694000

TUBA1B;TUBA1A;TUBA3E;TUBA1C-0,160365 S 48 2 ___1 0,999708 5,16E-68 185,33 185,33 163,56 -0,092234 2843900000 128570000 1501300000 1214000000

FGD6 -0,160587 S 515 2 ___1 1 5,69E-14 129,16 93,645 94,465 0,35078 249630000 10390000 129850000 109390000

ZC3HC1 -0,160676 S 321 3 ___1 1 1,16E-06 138,75 93,597 69,602 0,034193 5225100000 41970000 2791500000 2391600000

FNBP4 -0,160927 S 432 3 ___1 0,665475 1,50E-75 202,63 202,63 67,198 0,35486 107270000 3396000 51282000 52595000

DCP1A -0,161057 S 353 3 ___1 1 8,93E-22 107,19 107,19 107,19 0,47322 269660000 29440000 133650000 106570000

SRRM2 -0,161131 S 1318 3 ___2 0,997639 0,00034852 120,32 99,871 56,149 -2,8886 742120000 12368000 406380000 323370000

MED24 -0,161154 S 873 2 ___1 0,96598 0 332,26 289,94 332,26 0,11932 530450000 17298000 297010000 216130000

UBR4 -0,161186 S 178 2 ___1 0,999999 0,00012073 124,12 101,89 124,12 0,18124 152050000 6583400 83046000 62422000

MAP3K2 -0,161524 S 163 3 ___1 0,594227 4,40E-05 117,21 107,07 117,21 -0,79423 571400000 47438000 281850000 242110000

TRIM21 -0,161718 S 266 2 ___1 0,796194 0,00087714 107,85 54,164 107,85 0,020743 41746000 1036700 17543000 23166000

NUP153 -0,161738 S 614 2 ___1 0,999988 0,0146716 79,16 43,715 79,16 -0,25851 43756000 2760000 21577000 19419000

TBC1D5 -0,161764 S 554 2 ___1 0,997282 6,53E-08 109,84 101,62 109,84 -0,14186 908510000 61188000 449320000 398000000

MOSPD2 -0,16178 S 273 3 ___1 0,872785 1,51E-05 81,151 72,967 81,151 -0,14448 64134000 1117400 37946000 25072000

PDS5B -0,16179 S 1283 2 ___1 1 0 374,23 374,23 235,35 0,41255 1,0263E+10 108750000 5371500000 4783200000

LENG8 -0,161802 S 351 2 ___1 1 4,58E-28 180,74 155,29 180,74 0,085987 252900000 4350700 90749000 157800000

LEO1 -0,161879 S 212 2 ___2 1 5,27E-130 276,26 249,53 115,63 0,27123 909020000 443930 432570000 476010000

LEO1 -0,161879 S 220 2 ___2 1 5,25E-77 228,23 217,67 115,63 0,27123 765230000 443930 381090000 383690000

PRRC2B -0,162008 S 226 2 ___1 0,814293 1,23E-172 293,83 254,2 280,54 -1,0638 127990000 3865200 75886000 48240000

NKTR -0,162045 S 463 2 ___1 0,999226 1,52E-06 94,191 94,191 62,924 -0,16911 409860000 16080000 210750000 183030000

ZNF687 -0,162202 S 1106 2 ___1 1 0,00215233 78,964 65,564 78,964 0,83052 8589600 419380 3824000 4346200

MPHOSPH6 -0,162341 T 147 3 ___1 1 1,89E-09 143,29 126,79 143,29 0,43736 86194000 5194400 44534000 36465000

CDK12 -0,162674 T 514 2 ___1 1 7,84E-05 127,36 86,88 64,711 -0,2743 125060000 6687800 63323000 55050000

RRP1B -0,163036 S 245 2 ___1 1 8,78E-153 288,21 264,88 288,21 -0,1293 6394600000 39910000 3476600000 2878100000

RICTOR -0,163371 S 1591 2 ___1 0,940448 1,32E-09 137,95 63,489 137,95 0,10739 239330000 9147400 119460000 110720000

L3MBTL2 -0,163372 S 688 2 ___1 0,551097 0,00608182 67,153 57,2 67,153 0,1943 94458000 8320000 46948000 39190000

PPHLN1 -0,163483 S 133 3 ___1 0,999988 0,00028368 96,591 76,753 87,287 0,1992 4603400000 4271700 2768200000 1830900000

LMNB1 -0,163505 S 375 2 ___1 0,999999 0,00089836 91,858 50,457 91,858 0,39078 532750000 19581000 267380000 245790000

DDX50 -0,163599 S 45 2 ___1 0,966508 1,01E-19 165,3 127,12 165,3 0,16614 93486000 8133600 46195000 39157000

MATR3 -0,16372 S 509 3 ___1 0,532348 0,00044043 70,569 56,677 55,734 -0,32318 35567000 1839600 20358000 13370000

SCAF11 -0,164173 S 613 2 ___1 0,627305 0,00267544 74,678 45,702 74,678 0,48433 24552000 4845700 9082700 10624000

SBF1 -0,164529 T 1034 3 ___1 0,855905 0,00105379 70,453 61,048 70,453 3,5256 5353600 251170 3177400 1925000

CDC5L -0,164684 T 396 3 ___1 0,988895 3,92E-06 101,47 91,133 66,52 0,27691 114810000 43387000 37000000 34421000

MAP1S -0,164694 S 640 3 ___2 0,945265 0,00022705 77,51 54,117 71,528 0,24255 655010000 6031600 346380000 302600000

MS4A1 -0,164728 S 35 2 ___1 1 7,98E-39 198,51 175,5 113,47 0,12974 2,2945E+10 248220000 1,2058E+10 1,0639E+10

MGRN1 -0,165046 S 459 2 ___1 0,954277 0,00020102 119,21 89,885 119,21 0,15571 12074000 1934900 5304800 4834300

SZRD1 -0,1651 S 39 3 ___1 0,990898 1,04E-05 82,726 79,925 42,039 0,14456 1196200000 3486700 683400000 509350000

SRRM2 -0,165159 T 289 3 ___2 0,766036 0,00384007 69,088 60,698 46,578 0,5502 430110000 24231000 217850000 188030000

WDR33 -0,165289 S 7 2 ___1 1 2,80E-05 103,61 84,824 84,658 -0,047868 1337500000 34509000 701960000 601060000

SRRM2 -0,165312 S 2449 4 ___1 0,985556 1,02E-19 144,55 131,5 49,888 -0,18431 3976600000 14005000 2283500000 1679100000

OTUD5 -0,165466 S 64 3 ___1 1 2,28E-05 98,694 87,435 48,773 0,57879 670260000 37342000 330600000 302320000

OTUD4 -0,165507 S 1024 2 ___1 1 1,08E-13 155,08 104,88 154,24 -0,42968 140060000 8851400 67206000 64008000

TP53BP1 -0,165508 S 380 3 ___1 0,899669 5,42E-13 122,75 109,91 48,824 -0,52811 315880000 14399000 163670000 137800000

ZCCHC8 -0,16558 S 498 2 ___1 0,68987 0,00421406 71,279 55,65 71,279 -0,23677 25101000 1213900 13199000 10688000

SMC3 -0,165645 S 1067 2 ___1 0,999999 0 378,84 362,9 301,36 0,55714 544990000 6875100 299180000 238930000

MKL1 -0,165807 T 447 2 ___2 0,514262 0,0111332 79,514 66,101 79,514 -1,0287 32805000 11087000 12775000 8943200

METTL3 -0,165945 S 43 2 ___1 0,966279 1,01E-05 137,09 111,08 137,09 0,22326 103780000 5315300 49281000 49187000

NT5C2 -0,166087 S 502 5 ___1 0,991537 4,02E-05 60,876 55,096 59,017 -0,5433 114080000 3163800 65970000 44946000

POLA1 -0,166149 S 186 3 ___1 0,99988 1,81E-10 146,97 125,93 78,653 0,50696 607570000 12319000 324020000 271230000

NOLC1 -0,166628 S 698 2 ___1 0,999998 1,53E-27 152,94 144,87 131,4 0,34898 662210000 31416000 345060000 285730000

CBL -0,166943 S 483 3 ___1 0,970095 5,13E-05 81,226 74,942 51,975 -0,43317 1779600000 72391000 827350000 879860000

PCBP2 -0,166956 S 188 2 ___1 0,909536 9,18E-08 113,37 95,569 113,37 0,010535 3119000000 95126000 1625000000 1398800000

SRP72 -0,166989 S 621 3 ___2 0,782774 6,89E-07 100,36 88,166 91,942 -0,34461 66992000 422950 50233000 16336000

NBN -0,167122 S 58 3 ___1 0,846249 1,96E-21 164,55 153,2 111,79 -0,21475 227360000 9984700 134150000 83220000

ACIN1 -0,167177 S 365 3 ___1 0,987033 0,00029305 105,65 79,714 80,312 -0,082883 462930000 22165000 234650000 206120000

APBB1IP -0,167222 S 531 2 ___1 0,990818 7,69E-36 190,37 154,71 146,79 -0,17131 268370000 12363000 127340000 128670000

DUT -0,167253 S 243 3 ___1 0,923658 2,63E-31 168,87 148,89 103,78 0,1122 716640000 29975000 355660000 331010000

RNF20 -0,167281 S 138 2 ___1 0,999147 6,61E-39 191,93 153,42 191,93 0,79999 3159900000 34336000 1550800000 1574900000

EIF4EBP1 -0,167443 T 46 3 ___2 0,741332 5,62E-15 109,1 96,327 106,2 -0,29352 868960000 35976000 528700000 304290000

BOD1L1 -0,167542 S 1531 2 ___1 0,999987 0,00046966 90,15 58,215 87,149 -0,074426 1266500000 53989000 660170000 552320000

HDLBP -0,167616 S 31 2 ___1 1 8,65E-49 197,75 171,08 178,22 -0,32449 320790000 15624000 167150000 138020000

PTMS -0,167685 S 5 2 ___1 1 0,00212177 91,858 70,202 91,858 -0,11445 41087000 3574000 20563000 16951000

RBL1 -0,1677 S 988 3 ___1 0,999981 1,21E-05 100,04 88,771 100,04 0,0067979 147620000 7687700 72313000 67623000

KIAA0226 -0,167894 S 197 2 ___1 1 2,21E-13 154,15 127,55 150,04 -0,24206 199220000 11436000 93706000 94082000

ZC3H4 -0,167961 S 1269 3 ___2 0,98436 2,18E-32 180,56 166,53 84,741 0,0048677 901980000 2087400 485890000 414010000

ZC3H4 -0,167961 S 1275 2 ___2 1 2,18E-32 180,56 166,53 180,56 0,31213 1448700000 6724500 742540000 699410000

UBA1 -0,167978 S 810 3 ___1 0,999998 2,50E-07 118,68 106,25 118,68 -0,28994 158460000 10095000 71122000 77242000



FOXK2 -0,168739 S 424 2 ___1 0,715097 0,00023541 95,651 81,971 95,651 0,58413 97049000 2128900 65648000 29272000

SGK223 -0,168927 T 757 2 ___1 0,969534 3,71E-173 289,61 261,03 289,61 -0,41664 57299000 3105000 28450000 25743000

RBBP6 -0,168942 S 1179 2 ___1 1 1,27E-25 183 183 173,68 0,12641 2499700000 2715200 1381700000 1115200000

SUPT5H -0,16911 S 666 2 ___1 1 1,62E-37 169,67 169,67 144,72 0,63768 2628100000 124470000 1355100000 1148600000

EEF1D -0,169167 T 147 3 ___1 1 3,68E-139 272,54 251,17 64,169 -0,3662 2157800000 13672000 1176600000 967470000

LRIF1 -0,169198 T 732 3 ___1 0,999164 9,66E-05 87,196 80,084 87,196 0,59898 115400000 33327000 42816000 39262000

CAMLG -0,169263 S 55 3 ___1 0,996478 0,00017602 89,663 58,694 67,364 -0,23904 45092000 775470 32604000 11713000

PBXIP1 -0,169339 S 45 2 ___1 0,5 0,006495 84,309 36,739 84,309 0,080702 31742000 1261500 16205000 14275000

SRPRB -0,169501 T 114 3 ___1 0,561391 0,00732234 46,404 13,683 46,404 0,51895 8175000 192010 4962500 3020500

MASTL -0,169518 S 370 2 ___1 1 1,26E-174 298,76 252,35 298,76 -0,45958 991400000 30985000 552250000 408160000

GATAD2B -0,169558 S 134 3 ___2 0,829861 3,65E-06 111,62 84,292 79,068 -0,071154 172470000 4199800 70570000 97700000

PRDM2 -0,169599 T 1255 3 ___1 0,554129 9,10E-05 61,222 56,32 61,222 0,26015 17259000 1650600 8259800 7349000

SMARCA2 -0,169745 S 591 3 ___1 0,640859 2,15E-10 95,603 80,557 95,603 0,55188 22199000 1653400 7105000 13440000

UVRAG -0,16977 S 498 2 ___1 1 2,07E-31 185,34 146,83 185,25 0,26065 1990700000 11094000 1096100000 883520000

IMPDH2 -0,169785 S 416 2 ___1 1 0,00023123 125,28 85,974 60,49 0,019734 179200000 2465100 93115000 83617000

UIMC1 -0,169793 S 677 2 ___1 1 0,00068623 85,731 36,313 85,731 0,44539 569310000 22074000 286340000 260900000

DENND4A -0,169946 S 1589 2 ___1 0,992631 1,09E-05 92,943 62,331 92,943 0,39972 735730000 94297000 350870000 290570000

RANBP2 -0,170192 T 1396 2 ___1 0,992164 0,00091919 90,754 73,318 90,754 0,1703 312340000 19907000 134070000 158360000

KMT2C -0,170228 S 4034 2 ___1 0,999724 0,00031256 82,586 65,813 82,586 0,070576 95635000 5443600 46832000 43360000

GATAD2A -0,170399 T 189 2 ___1 0,834265 9,15E-50 203,11 185,64 128,06 -0,38524 395560000 75507000 174490000 145570000

MARK3 -0,170834 S 469 2 ___1 1 1,34E-05 127,75 102,9 127,75 -0,15745 320140000 11660000 174910000 133570000

THRAP3 -0,170887 S 575 3 ___1 1 0,00017028 92,993 68,802 88,017 0,21733 352500000 12496000 242690000 97316000

RPL12 -0,171448 S 38 2 ___1 1 4,91E-05 123,2 76,736 67,456 0,4927 573510000 20903000 299700000 252910000

BCKDHA -0,171742 T 338 3 ___1 0,586643 1,93E-94 245,93 224,18 92,977 0,19257 49050000 947430 26583000 21519000

MYH9 -0,172343 S 1943 2 ___1 1 7,39E-198 302,49 279,62 160,3 0,33594 249810000 14391000 118800000 116620000

MTMR3 -0,172451 T 731 3 ___1 0,999532 2,41E-09 89,721 76,919 82,486 -1,1463 212080000 5565400 115800000 90710000

CARHSP1 -0,172587 S 26 3 ___1 0,712405 4,95E-06 94,185 76,09 59,838 -0,20207 261670000 398910 63382000 197890000

SETD2 -0,172779 S 130 2 ___1 0,853886 4,69E-96 244,97 221,59 244,97 0,054131 162190000 13562000 77608000 71018000

EHBP1 -0,172781 S 436 2 ___2 0,999998 0,0004896 101,89 84,648 101,89 0,1807 752190000 52812000 369910000 329470000

LMNB1 -0,173107 T 20 2 ___1 0,888626 0,0145815 70,412 48,366 70,412 0,070334 691530000 20335000 347440000 323750000

PTPRA -0,173119 Y 798 2 ___1 0,996289 0,00298964 113,77 100,76 111,91 -0,77227 176600000 8352800 95457000 72792000

RIMS3 -0,173124 S 297 2 ___1 0,552084 0,00030808 100,54 75,22 100,54 0,66057 11524000 1000800 5409200 5114000

CLSPN -0,173319 S 83 2 ___1 0,999827 0,00105654 102,66 88,698 101,56 -0,76974 58713000 1725000 26319000 30669000

BRD9 -0,173464 S 588 3 ___1 0,997264 2,10E-13 135,2 118,23 74,282 -0,56708 372490000 10218000 263110000 99163000

HSP90B1 -0,17358 S 306 3 ___1 1 1,08E-280 342,85 308,24 92,679 -0,12103 1438100000 24207000 768880000 645020000

KMT2A -0,173622 S 3527 2 ___1 0,996762 0,00080768 71,176 62,172 71,176 0,83838 210980000 9595500 109170000 92219000

HELZ -0,173626 T 1163 2 ___1 0,999606 7,10E-05 103,76 85,397 103,76 0,48474 608410000 30172000 299740000 278500000

SRRM1 -0,173825 S 696 2 ___1 0,995986 1,59E-74 220,69 174,34 135,91 -0,68886 5197400000 172990000 2774300000 2250100000

PCF11 -0,173908 S 777 3 ___1 1 6,70E-26 185,32 161,03 43,297 -0,34183 571480000 25118000 275480000 270880000

CTDP1 -0,173946 S 740 4 ___1 0,991161 2,14E-05 58,823 23,194 53,793 0,53155 97992000 6501300 48086000 43405000

TREX1 -0,17399 S 261 2 ___1 0,998066 0,00899515 78,903 56,817 72,34 0,69326 89747000 4555700 45734000 39457000

CHD4 -0,174098 S 1535 2 ___1 0,991065 1,60E-14 137,62 125 60,196 0,79836 1849700000 117280000 943640000 788820000

GPBP1 -0,174279 S 380 3 ___1 0,570476 6,35E-05 111,01 89,774 103,67 0,17643 44823000 4600300 24511000 15711000

SRRM2 -0,174315 S 2398 2 ___1 0,99104 2,90E-05 117,7 92,362 84,759 -0,35092 2,7239E+10 61676000 1,4858E+10 1,2319E+10

ELMO1 -0,174361 S 344 2 ___1 0,959929 1,23E-28 179,46 145,57 128,59 0,05388 286280000 6450000 174570000 105260000

RALGAPA1 -0,17441 S 775 3 ___1 0,594642 4,12E-06 106,09 96,999 106,09 -0,66087 35731000 2294700 12716000 20720000

BCLAF1 -0,174639 S 531 2 ___1 1 0,00018355 114,89 72,03 100,02 0,02811 1,3541E+10 48678000 7490100000 6002500000

PRKD3;PRKD1-0,174712 S 391 2 ___1 0,997837 9,97E-05 107,99 92,449 107,99 -0,25479 178190000 9728300 99035000 69430000

FGD2 -0,174801 T 17 3 ___1 0,786426 9,78E-05 88,168 69,133 88,168 0,27228 10268000 450870 5188100 4629300

USP39 -0,174931 S 82 3 ___1 1 2,32E-145 286,53 221,89 57,499 -0,86873 3051700000 17436000 1662400000 1371800000

CHEK1 -0,175049 S 301 3 ___1 0,983921 0,00020736 71,678 62,097 68,361 0,033561 104830000 4716000 52253000 47862000

MARK3 -0,175077 S 419 3 ___1 0,875029 0,00184533 56,766 37,731 56,766 -0,074829 5418500 264540 2344100 2809800

GATAD2A -0,17511 S 100 3 ___1 1 1,77E-07 136,49 95,996 121,26 0,29379 891330000 69394000 440580000 381360000

TMEM55B -0,175153 S 162 3 ___1 1 1,51E-05 79,875 75,569 65,275 -0,37978 243650000 28466000 157970000 57214000

SUSD3 -0,175257 S 183 4 ___1 0,98684 4,32E-07 120,57 97,009 120,57 -1,209 53266000 1475300 21917000 29873000

AKAP11 -0,175697 T 981 2 ___1 0,944502 0,00140273 86,548 67,224 75,143 0,53497 84269000 4952300 28020000 51296000

KIAA1429 -0,175852 S 133 4 ___1 0,828858 7,01E-06 95,244 83,047 44,615 0,18939 1133000000 27793000 601210000 503970000

RABEP2 -0,17593 S 193 3 ___1 0,841206 0,00017905 82,482 75,901 82,482 -0,21237 12348000 1216800 5904100 5227200

MTBP -0,176055 S 755 3 ___1 0,75835 1,87E-05 91,113 83,753 91,113 -1,4812 4714100 43728 2126600 2543800

EIF5B -0,176269 T 301 3 ___1 0,999984 6,26E-29 180,14 163,83 180,14 0,34237 178390000 4581200 94170000 79637000

SUPT5H -0,176497 T 1034 2 ___1 0,999811 3,62E-178 270,61 270,61 270,61 0,1767 1095000000 58242000 544620000 492160000

PNISR -0,176577 S 313 3 ___3 0,998308 7,57E-06 115,27 106,73 115,27 -0,31633 68073000 4490700 30723000 32859000

PNISR -0,176577 S 321 3 ___3 0,999809 7,57E-06 115,27 106,73 115,27 -0,31633 68073000 4490700 30723000 32859000

ZNF318 -0,176772 S 168 4 ___1 0,650205 4,04E-07 82,808 74,189 82,808 0,10759 119750000 1003200 105040000 13711000

ASXL2 -0,176904 S 524 2 ___1 0,795612 1,30E-05 135,37 84,806 126,71 -0,06503 111620000 9922800 55996000 45703000

DOT1L -0,177085 S 1246 2 ___1 0,992249 0,00217266 76,073 63,805 76,073 0,14077 63959000 4654900 31730000 27574000

FAM21A;FAM21C-0,177263 S 802 2 ___1 0,999882 1,27E-05 101,6 101,6 90,731 0,31107 301650000 15521000 154910000 131220000

NUP107 -0,177274 T 46 3 ___1 0,708703 0,00023662 79,545 67,579 74,561 0,34851 85492000 18849000 36558000 30084000

PHF6 -0,177311 S 154 2 ___2 0,698906 7,01E-183 299,34 275,06 299,34 0,29489 88221000 3791100 53096000 31334000

GTF2B -0,177403 S 76 2 ___1 0,999953 6,23E-10 149,36 123,21 149,36 -0,43348 52214000 3931400 26406000 21877000

NR2C1 -0,177457 T 218 3 ___1 0,520325 0,0128151 43,164 29,752 43,164 -0,20017 19151000 1172300 11193000 6785400

EIF4G2 -0,177531 T 508 2 ___1 0,996604 3,64E-05 91,812 81,807 91,812 0,010046 151460000 7938800 75485000 68041000

VPRBP -0,177578 S 895 3 ___1 0,980252 1,10E-07 106,94 97,313 106,94 0,11832 77437000 3133400 39513000 34791000

EIF3G -0,177649 T 38 2 ___2 0,694253 2,55E-05 79,646 60,571 66,797 -0,18966 206760000 8690100 98429000 99637000

L3MBTL2 -0,17767 S 689 2 ___1 0,499997 0,0229974 53,08 43,127 53,08 0,34974 43163000 3847200 21399000 17916000

PRR12 -0,177768 S 865 2 ___1 1 9,50E-05 126,1 109,72 126,1 -0,10609 83943000 2269100 44509000 37165000

ZFYVE21 -0,177959 S 17 2 ___1 0,990006 0,0108557 89,266 64,801 77,744 0,041457 48427000 1951700 25557000 20918000

CDK11B;CDK11A-0,177996 S 47 4 ___1 1 1,59E-11 154,46 125,39 51,695 1,8023 1163400000 939140 604110000 558380000

BRD8 -0,178201 S 387 3 ___1 1 0,0003862 76,358 60,219 63,29 -0,13994 105700000 2389000 64923000 38390000

DPF2 -0,178208 T 248 4 ___1 0,99818 8,87E-11 102,87 96 102,87 0,1666 53693000 1823400 40916000 10954000

THOC2 -0,178532 S 1417 3 ___1 0,997468 1,01E-26 157,23 157,23 104,61 -0,27156 2564700000 99007000 1332800000 1132900000

UBE2O -0,178719 S 839 3 ___1 0,84109 8,18E-06 77,873 64,552 67,78 -0,40953 705910000 8495400 354870000 342540000

TAF2 -0,179035 S 1185 2 ___1 0,859549 2,35E-06 136,17 113,69 136,17 0,45389 189670000 8664200 107420000 73579000

ATXN2 -0,179074 S 466 2 ___1 1 1,36E-35 191,44 141,15 191,44 0,43198 27716000 290860 9058700 18366000

THRAP3 -0,179139 S 377 2 ___1 0,999992 5,97E-39 197,47 178,37 190,44 0,56041 127650000 3631100 72145000 51872000

KIAA1109 -0,179162 S 2754 2 ___1 0,621854 6,99E-05 113,37 93,162 107,93 -0,16322 45227000 5114800 22258000 17854000

AP1AR -0,179253 T 228 2 ___1 0,999251 0,00019547 125,72 91,778 104,07 -0,066326 237300000 2868000 136170000 98265000

RPLP2 -0,179464 S 86 3 ___1 0,995669 9,81E-06 55,22 44,89 50,322 -0,25363 114830000 6105900 68506000 40219000

SCRIB -0,179645 S 835 3 ___1 0,920003 9,47E-06 114,24 93,214 69,981 -1,28 94977000 1698300 45880000 47399000

MED9 -0,17979 S 46 4 ___1 0,591016 2,54E-06 72,292 69,514 71,472 -0,0077829 250090000 3156700 144930000 102000000

TMEM87A -0,17989 S 540 3 ___1 0,999956 3,97E-05 68,589 58,541 68,589 0,42797 55154000 1579200 21396000 32179000

ZC3H13 -0,18007 S 242 2 ___1 0,933632 0,0001197 123,28 103,7 123,28 -0,44447 193660000 4226600 106900000 82536000

KDM1B -0,180348 S 13 2 ___1 0,857594 0,00582675 68,463 48,357 57,348 -0,28933 103030000 5239900 47649000 50137000

SMG7 -0,180353 S 781 2 ___1 0,999979 1,64E-15 131,56 125,6 119,23 -0,15724 325640000 12324000 165480000 147840000

ZC3H11A -0,18043 S 171 3 ___1 0,998175 1,91E-16 109,14 100,87 109,14 -1,0768 243390000 7500900 195030000 40857000

MSL2 -0,180566 S 447 2 ___1 0,993557 0,00057288 84,753 69,722 84,753 0,024172 146460000 7431700 71351000 67673000

AKAP17A -0,180895 S 499 3 ___1 1 5,91E-19 174,46 151,09 44,734 0,4867 133980000 2195000 76402000 55383000

KIAA0226 -0,181084 S 388 2 ___1 0,987445 6,34E-39 197,72 176,99 179,58 0,48572 198540000 1391000 103660000 93491000

SNX2 -0,181342 S 226 2 ___1 0,963033 5,79E-49 202,79 166,5 202,79 -0,72572 288890000 35298000 99765000 153830000

RRP12 -0,181421 S 1080 2 ___1 1 6,22E-139 270,18 235,3 181,14 0,082219 1595500000 31352000 850410000 713700000

ERCC6L -0,181442 S 1028 2 ___1 1 6,12E-63 221,47 191,16 166,09 0,27278 1712000000 78933000 875000000 758050000

RBM39 -0,1815 S 136 2 ___1 1 5,76E-79 237,73 214,63 179,14 -0,39048 4,3952E+10 1313100000 2,3296E+10 1,9343E+10

YTHDC1 -0,181542 S 120 3 ___1 0,867382 7,87E-05 128,46 96,616 69,602 0,69389 52204000 590010 26915000 24698000

BRD4 -0,18164 S 470 2 ___1 0,56635 3,61E-09 105,84 79,48 105,84 0,54038 64525000 5855800 30217000 28452000

ABR -0,181672 S 72 2 ___1 0,9886 1,02E-05 114,04 95,497 114,04 -0,14684 238220000 17014000 130350000 90860000

PRKACB -0,181811 S 339 3 ___1 0,999404 4,02E-46 199,59 184,77 185,5 0,0067211 972750000 8022300 568450000 396270000

SSH2 -0,18182 S 1217 2 ___1 0,744925 1,40E-19 138,2 108,75 123,95 0,056169 224160000 7437000 104010000 112710000

SRRM1 -0,182003 S 389 2 ___1 0,998867 0,00072782 107,03 61,308 66,953 -0,2451 3290000000 25833000 1879700000 1384400000

RABL6 -0,182115 S 640 3 ___1 0,999888 4,37E-09 138,11 125,62 50,593 0,048051 421340000 4415000 221700000 195230000

C2CD5 -0,182216 S 643 2 ___1 0,999689 2,57E-05 113,17 99,15 113,17 -0,76652 221310000 9766700 127330000 84214000

ZFR -0,182308 S 1054 2 ___1 1 3,82E-20 165,9 140,55 74,141 -0,24044 192250000 5335200 97852000 89063000

KRI1 -0,182409 S 136 2 ___1 0,999939 3,63E-50 208,47 166,37 208,47 -0,39128 116050000 2865700 64660000 48523000

PAK2 -0,182721 T 143 2 ___1 0,999994 0,00011428 119,53 90,379 119,53 -0,55974 25822000 1581400 11308000 12933000

TXLNA -0,182737 S 515 2 ___1 0,99478 6,88E-15 163,8 113,45 163,8 -0,014587 372750000 17311000 194040000 161390000



PABPN1 -0,182815 S 150 3 ___1 1 1,80E-17 110,06 110,06 110,06 -0,7413 119680000 7321500 58298000 54065000

ST13;ST13P4-0,182817 S 76 2 ___1 1 4,12E-08 113,59 113,59 51,147 0,0082278 1098800000 52903000 554790000 491140000

BACH2 -0,182949 S 719 2 ___1 1 5,66E-06 137,95 115,89 102,73 0,39687 361140000 15441000 192360000 153330000

MTCL1 -0,183589 S 306 3 ___1 0,999998 0,00037494 79,514 60,27 79,514 -0,46836 9526600 705530 4636800 4184300

ZBTB21 -0,183653 S 714 3 ___1 1 2,12E-26 187,45 167,66 56,599 -0,16271 163950000 16501000 89511000 57935000

BRD4 -0,184056 S 1117 2 ___1 1 2,05E-15 141,52 112,57 131,22 -0,038512 2870500000 92119000 1522000000 1256300000

ZNF800 -0,184146 S 419 3 ___2 0,733148 0,00578807 43,291 35,487 43,291 0,017953 10900000 440690 5920900 4538200

ZNF800 -0,184146 S 426 3 ___2 0,963766 1,71E-05 108,5 94,134 70,145 0,3193 294750000 43409000 131000000 120340000

PDS5B -0,184298 S 1166 2 ___1 0,965018 0 428,4 391,41 355,3 -0,15217 983750000 22751000 579570000 381420000

CSTF2T -0,18431 S 563 3 ___1 0,69842 6,41E-05 72,916 63,948 72,916 -0,32688 29672000 1846200 15077000 12749000

BABAM1 -0,184343 T 10 4 ___1 0,803354 3,31E-06 95,357 88,708 68,934 0,39952 225620000 1581500 199670000 24369000

AKAP1 -0,184383 S 445 2 ___1 0,993625 7,37E-05 102,52 49,945 94,309 -0,36646 652440000 39101000 336600000 276740000

CHAF1B -0,184638 S 429 2 ___1 0,975494 1,18E-15 164,65 136,01 125,22 -0,7391 104530000 2061000 56915000 45554000

PSME4 -0,184638 S 1121 2 ___1 1 2,48E-26 181,58 159,05 181,58 -0,08607 71088000 644490 35160000 35284000

MICALL1 -0,184684 S 578 2 ___1 1 0,00030944 94,728 82,167 65,472 0,15477 126250000 2217800 56252000 67784000

DNAJC2 -0,184791 S 47 2 ___2 1 1,89E-08 148,52 131,31 78,814 -0,063271 2573600000 77906000 1169500000 1326100000

DNAJC2 -0,184791 S 49 2 ___2 1 6,29E-05 121,99 112,58 78,814 -0,063271 778860000 27275000 368650000 382930000

RAD18 -0,184952 S 471 2 ___1 1 4,31E-60 192,15 145,27 192,15 0,14681 882600000 38941000 473900000 369760000

ABL2 -0,185016 S 936 2 ___1 0,984221 7,03E-05 122,7 88,739 108,56 -0,044281 275340000 10923000 143020000 121400000

RBM25 -0,185075 S 583 2 ___1 1 5,60E-12 154,36 109,28 148,13 0,27973 650040000 28625000 339010000 282410000

CLSPN -0,185454 S 810 2 ___1 0,999991 0,00033798 105,52 90,847 87,308 -0,31069 394130000 10141000 195250000 188740000

TAF7 -0,185612 S 264 3 ___1 1 1,39E-12 151,02 133,37 151,02 0,26335 240530000 5765500 129840000 104930000

TP53 -0,185671 S 314 2 ___1 0,596996 3,48E-05 127,71 89,694 127,71 -0,026719 31120000 1277100 14692000 15152000

TCOF1 -0,185884 S 583 3 ___1 0,859299 3,34E-63 219,03 202,09 76,118 -0,11756 683080000 1355300 470380000 211340000

SCRIB -0,18593 S 1475 2 ___1 1 8,99E-05 126,95 107,21 93,011 0,18252 448140000 16193000 235290000 196650000

TCOF1 -0,186065 S 582 2 ___1 0,822987 1,92E-78 230,82 210,24 230,82 -0,064305 377330000 396540 204290000 172640000

BCLAF1 -0,186077 S 290 3 ___1 0,999217 9,73E-05 87,49 76,05 87,49 0,57116 154620000 5173500 81356000 68085000

MARCKSL1 -0,186137 T 148 2 ___1 1 3,88E-26 184,11 164,32 148,68 0,060958 240810000 10427000 125430000 104950000

ZNF608 -0,186229 S 1453 2 ___1 1 0,00124133 99,439 67,505 89,266 -0,070276 57161000 1533500 35929000 19699000

TUBA1B;TUBA1A;TUBA3E;TUBA4B;TUBA4A;TUBA1C;TUBA8-0,186237 T 225 3 ___1 0,96254 0,00281471 65,716 40,923 65,716 -0,75085 39169000 1847900 18121000 19199000

ZC3HC1 -0,186263 S 335 2 ___1 0,998679 1,74E-92 218,12 205,91 218,12 -0,40973 390320000 15825000 200400000 174100000

GPATCH8 -0,186447 S 1107 2 ___1 0,998647 2,65E-38 197,15 168,53 134,14 0,34579 764880000 14317000 346040000 404520000

YTHDC1 -0,186465 S 424 4 ___1 0,991311 3,40E-18 113,13 100,82 112,39 -0,15792 443870000 18382000 234360000 191130000

HIST1H4A -0,18652 S 48 2 ___1 1 0,00107971 98,942 77,311 98,942 0,052672 339630000 18290000 187190000 134160000

MED15 -0,186603 T 603 2 ___1 0,999937 0,00186532 83,418 74,13 83,418 0,23099 176030000 9411200 98208000 68406000

RBM25 -0,18673 S 677 2 ___1 1 5,63E-130 244,67 213,19 244,67 0,10303 7539200000 314640000 3986500000 3238000000

INPP5D -0,187059 S 971 2 ___1 1 4,95E-14 159,64 130,58 106,35 0,32516 1101300000 13149000 587970000 500160000

CD22 -0,187411 S 726 3 ___1 0,81358 4,26E-10 140,45 107,71 129,9 0,16913 73261000 1515200 37217000 34529000

ZNF281 -0,187488 S 651 3 ___1 0,996038 5,08E-08 111,38 98,032 111,38 -0,44991 121500000 4825400 82330000 34347000

RGCC -0,18751 S 89 2 ___1 0,9816 4,02E-05 89,561 89,561 89,561 0,11094 128780000 5144800 65586000 58045000

AKAP13 -0,187658 T 2467 3 ___1 0,999728 0,00011221 98,533 83,919 91,643 -0,46035 127610000 786750 73454000 53373000

ACAD11 -0,187674 S 181 2 ___1 0,649491 0,0240112 67,993 17,952 67,993 0,5472 10334000 686470 4835600 4812200

CDK12 -0,188103 S 385 3 ___2 0,999697 3,61E-05 102,27 97,741 81,839 -0,68438 427550000 38270000 198590000 190690000

MDN1 -0,18818 S 4538 2 ___1 1 4,60E-151 278,34 255,81 278,34 0,82109 348630000 7895500 224780000 115950000

CNOT3 -0,188184 S 299 2 ___1 0,999911 4,57E-18 168,76 143,84 156,08 -0,19193 24706000 1121100 14835000 8749300

EIF4EBP1 -0,188309 T 70 3 ___1 0,996831 4,79E-20 150,45 139,67 150,45 0,052454 5591700000 61620000 2950300000 2579800000

NCAPG -0,188315 S 674 2 ___1 0,999833 2,07E-08 121,27 99,069 121,27 1,116 40350000 2124600 20769000 17456000

MS4A1 -0,188451 S 253 2 ___1 0,703894 8,80E-47 173,72 173,72 173,72 -0,14444 689700000 36580000 359080000 294040000

ADNP -0,188469 S 98 3 ___1 1 7,21E-05 122,55 108,43 97,69 -0,029673 380440000 14636000 202400000 163410000

ZC3H14 -0,188571 S 515 2 ___1 1 9,20E-05 129,17 89,904 105,03 0,25619 3975800000 16435000 2138600000 1820800000

CAAP1 -0,188709 S 311 3 ___1 0,561176 0,00053525 70,99 45,792 70,99 0,48296 174010000 3545300 88263000 82199000

PSIP1 -0,188816 T 141 2 ___1 0,999263 1,41E-06 114,97 75,716 114,97 0,15328 717770000 29262000 371590000 316920000

MAP3K2 -0,188898 S 164 3 ___1 0,499983 0,0001463 87,511 72,089 87,511 0,027622 331750000 24892000 168250000 138600000

SH2D3C -0,188907 S 195 2 ___1 0,671074 0,0124406 78,513 63,833 78,513 -0,32327 29975000 7932200 13720000 8322700

HIVEP2 -0,188991 S 2300 3 ___1 0,532343 0,00012329 79,935 65,669 79,935 0,72522 27593000 298630 15786000 11508000

SMC4 -0,189697 T 44 2 ___1 0,936504 0,00522234 71,558 57,652 71,558 -1,3042 23908000 1514300 11257000 11137000

MAST2 -0,189714 S 1381 3 ___1 1 4,16E-07 103,01 93,591 49,472 -0,50032 276440000 11580000 142510000 122340000

CCDC88A -0,1898 S 1387 2 ___1 1 3,75E-05 112,71 77,605 112,71 1,2707 292610000 10584000 151330000 130700000

RBBP6 -0,189973 S 1052 3 ___1 0,999637 0,00018591 110,98 87,153 110,98 -0,0042812 62294000 2242100 29215000 30836000

AHCTF1 -0,190388 S 1541 2 ___1 0,999974 0,00684303 65,472 50,785 65,472 -0,5102 8318200 595240 4356300 3366700

ATRX -0,190602 S 25 3 ___1 0,773492 6,36E-07 130,38 117,94 130,38 0,1612 24035000 1549500 12985000 9500800

MTA1 -0,190602 S 520 2 ___1 0,660399 0,00011159 125,53 82,718 125,53 0,25754 86442000 3450200 43071000 39921000

ALDH18A1 -0,190618 S 429 2 ___1 0,945114 0,00769102 88,056 9,1176 88,056 0,12363 48884000 1120100 35279000 12485000

TBC1D1 -0,190948 S 559 2 ___1 0,817439 5,52E-12 158,3 109,32 158,3 0,14738 12996000 1849600 5397800 5748400

TCOF1 -0,19145 S 1228 2 ___1 0,889031 7,30E-08 115,12 109,08 88,552 0,003491 2866500000 123030000 1515600000 1227900000

EFTUD2 -0,191538 S 19 3 ___1 0,999985 3,28E-13 121,12 113,55 113,06 -0,16298 925070000 14275000 605150000 305650000

NOP58 -0,191576 S 351 3 ___1 0,764555 1,49E-05 99,343 88,238 69,422 -0,59598 86686000 3306800 53425000 29954000

SMARCC2 -0,19163 S 347 2 ___1 0,999977 0,00010465 63,374 55,303 63,374 -0,16681 1693200000 88104000 895580000 709480000

AKAP11 -0,191673 S 448 2 ___1 0,999834 0,00229736 97,911 74,483 97,911 0,115 52324000 6985600 23006000 22333000

FNBP4 -0,191697 S 18 2 ___1 1 0,00031409 115,14 115,14 77,185 0,22357 2629900000 9172800 1448100000 1172600000

FAM133B -0,191817 S 82 2 ___1 0,999875 0,00010938 119,27 104,61 119,27 -0,026928 177910000 6483600 93899000 77523000

SF3B1 -0,191936 T 426 4 ___1 0,999966 0,002129 60,564 60,564 60,564 -0,065536 24648000 180440 14632000 9836400

STX7 -0,191988 S 205 4 ___1 1 5,33E-18 120,82 105,5 120,82 -0,97608 281490000 9019200 213700000 58765000

ZHX1 -0,192035 S 640 2 ___1 0,65626 0,0006196 104,17 70,214 104,17 -0,043909 9883600 768050 2888200 6227400

EPS15L1 -0,192051 S 229 2 ___1 1 2,83E-05 97,904 87,419 97,904 0,098023 595460000 24434000 317120000 253900000

THRAP3 -0,192104 S 323 2 ___1 0,668794 1,72E-35 160,05 160,05 148,41 -0,19851 104770000 4403500 48038000 52327000

BCLAF1 -0,192303 S 512 2 ___1 0,999999 2,87E-14 130,56 125,36 122,33 0,37152 1,4407E+10 589090000 7519200000 6298300000

HEMGN -0,192487 S 123 2 ___1 0,999988 4,30E-08 99,215 91,649 99,215 -0,22563 1021200000 57850000 518750000 444610000

ARID4A -0,192555 S 864 2 ___1 0,837054 5,51E-11 121,6 93,426 121,6 -0,092571 641810000 20115000 307590000 314100000

CIT -0,192709 S 480 2 ___1 1 8,52E-08 142,45 114,25 142,45 0,16874 141240000 2079000 45147000 94016000

BCLAF1 -0,192763 S 397 2 ___1 1 3,20E-203 281,14 281,14 244,57 -0,10453 4148400000 37048000 2375900000 1735500000

PHF2 -0,192794 S 905 2 ___1 0,855169 0,00100641 95,428 81,193 77,078 -0,039165 43531000 2725200 20026000 20779000

ACIN1 -0,193057 S 895 3 ___1 0,679616 1,85E-31 174,53 132,43 174,53 0,46013 68192000 2445800 35836000 29910000

TNS3 -0,193176 S 1441 2 ___1 1 0,0193058 78,816 61,049 70,056 0,00016523 58331000 2903900 26476000 28951000

NUP88 -0,193185 S 168 2 ___1 0,910111 9,42E-05 125,28 97,078 125,28 0,11704 153720000 18543000 77264000 57913000

ACIN1 -0,193349 S 386 3 ___2 0,983398 0,00337585 67,646 54,221 65,107 -0,14078 206240000 1821200 101030000 103390000

WHSC1 -0,193371 T 114 2 ___1 0,74218 0,00358788 86,313 47,165 65,842 -0,32591 136380000 22897000 61963000 51521000

C11orf84 -0,19347 S 308 2 ___1 0,998591 4,07E-05 74,404 65,071 72,496 0,40211 761880000 34756000 423290000 303840000

YTHDC1 -0,193503 S 119 2 ___1 0,72039 7,73E-05 128,68 93,902 100,38 0,057077 52776000 1176700 31139000 20461000

CALU -0,193569 S 44 3 ___1 0,534624 0,00076286 56,529 48,537 50,858 0,40981 116850000 2840100 81982000 32027000

AKAP13 -0,193757 S 2728 2 ___1 0,989999 1,04E-12 160,78 132,57 160,78 -0,26414 385560000 17312000 201490000 166760000

WIZ -0,194014 S 1017 2 ___1 0,98061 2,25E-20 174,59 101,15 131,4 -0,06024 94652000 623740 76037000 17991000

HNRNPD -0,194097 S 83 3 ___1 0,951464 4,42E-178 294,77 248,7 227,03 -1,5397 992190000 3068600 559120000 430000000

RBMXL1 -0,194229 S 88 2 ___1 0,99993 2,20E-07 143,42 104,55 143,42 0,60973 108070000 744950 57352000 49975000

CMTR1 -0,194442 S 53 2 ___1 0,876455 0,00014048 122,16 109,39 122,16 -0,48271 119420000 5900300 58948000 54570000

ARHGAP35 -0,194597 S 1179 2 ___1 0,99998 8,19E-14 157,38 142,69 112,5 -0,11181 230210000 5492900 117710000 107010000

SRRM2 -0,194731 S 876 2 ___1 0,925757 7,13E-05 89,663 85,228 89,663 0,49101 643640000 30454000 338550000 274630000

ARHGEF18 -0,19484 S 342 2 ___1 0,85524 0,00087623 87,083 37,582 87,083 0,17384 38902000 2800800 19650000 16452000

MTMR1 -0,195071 S 646 3 ___1 0,502347 1,91E-05 108,32 91,987 108,32 -2,2447 38220000 1234200 22460000 14526000

NBAS -0,195319 S 473 2 ___1 0,941594 5,07E-40 199,01 183,26 199,01 -0,55784 22618000 277630 10555000 11786000

MRGBP -0,195337 S 195 2 ___1 0,911283 4,10E-92 213,83 213,83 190,41 -0,31323 452440000 19729000 236780000 195930000

MTA1 -0,195549 S 449 2 ___1 0,999983 1,32E-36 167,83 142,4 167,83 -0,47629 646110000 21835000 343360000 280910000

XRN1 -0,195732 S 1656 4 ___1 0,499977 7,85E-06 81,446 70,303 81,446 -0,37696 17414000 947800 9828500 6637900

XRN1 -0,195732 S 1657 4 ___1 0,499977 7,85E-06 81,446 70,303 81,446 -0,37696 17414000 947800 9828500 6637900

ZFP62 -0,195942 S 97 3 ___1 0,999286 0,0001393 85,945 73,142 85,945 1,1526 20694000 2356300 9696600 8640800

ALMS1 -0,196194 S 92 3 ___1 1 0,00744057 57,136 24,402 50,222 -0,44529 24385000 521490 13764000 10100000

NUP35 -0,196575 T 48 3 ___1 1 3,23E-05 73,126 64,939 41,432 -2,3082 35655000 1355000 11262000 23038000

CIC -0,197339 S 1409 2 ___1 0,815944 0,0004356 90,706 75,44 69,331 1,0199 66440000 10022000 31909000 24509000

FAM208A -0,197608 S 927 2 ___1 0,999997 7,54E-06 136,43 96,916 127,32 -0,22484 2590700000 59738000 1366200000 1164700000

ARID2 -0,197782 S 1496 2 ___1 0,999775 3,14E-08 149,57 132,55 127,71 0,27595 54639000 3416200 28349000 22874000

TICRR -0,1978 S 820 2 ___1 1 8,17E-05 105,66 64,376 94,688 0,11121 258340000 9911900 133950000 114470000

KMT2B -0,198663 T 2083 2 ___1 0,999999 2,22E-08 121,18 116,43 121,18 -0,020321 92937000 3474700 49324000 40139000

PHACTR4 -0,198725 S 590 3 ___1 0,995579 0,00098934 73,918 61,085 73,918 0,035227 52614000 282200 36505000 15827000

BPTF -0,199047 S 1300 3 ___1 0,990323 6,67E-05 113,54 80,992 113,54 0,75474 350140000 760810 203860000 145520000



GPKOW -0,199088 S 42 2 ___1 1 2,41E-114 257,46 221,14 257,46 0,06152 212570000 6729800 100200000 105630000

PCF11 -0,199302 S 489 2 ___2 0,954503 0,0046375 97,463 79,99 97,463 -0,17571 127110000 3128100 76902000 47076000

PCF11 -0,199302 S 494 2 ___2 1 8,12E-05 124,67 64,15 124,67 0,0082971 119570000 6280200 61045000 52248000

SRRM1 -0,199461 S 616 3 ___1 1 1,48E-11 121,83 94,501 63,894 -0,40833 3292100000 67274000 1731300000 1493600000

ANKRD17 -0,199497 S 2067 2 ___1 0,981755 7,88E-08 140,27 122,2 140,27 0,15174 69448000 2423000 35121000 31904000

AFF4 -0,19988 S 703 2 ___1 1 1,26E-79 233,78 196,7 233,78 -1,1379 311720000 11466000 162930000 137330000

DMAP1 -0,199985 T 445 2 ___1 0,91322 1,54E-26 178,02 159,29 137,44 -0,49949 747950000 2898200 462630000 282430000

SIRT6 -0,199995 S 303 3 ___1 0,916314 0,00114024 87,148 53,463 58,123 -0,21382 68157000 1315100 38490000 28352000

EPG5 -0,20015 T 1392 4 ___1 0,540194 1,31E-08 77,925 69,726 69,444 -0,11018 35362000 491020 16007000 18864000

PRKD3 -0,20025 S 216 5 ___1 0,527753 4,79E-06 57,435 53,4 57,435 -0,22134 21311000 4515800 12721000 4073800

C2CD5 -0,200353 S 852 2 ___1 1 0,00223198 68,786 62,126 43,897 0,16317 190410000 7354400 99803000 83248000

THRAP3 -0,200389 S 682 2 ___1 0,999996 4,45E-48 180,67 125,69 180,67 0,1213 4,5318E+10 283610000 2,5202E+10 1,9833E+10

SMARCC2 -0,200497 S 283 2 ___1 0,998906 1,40E-28 188,71 155,44 119,62 -0,29663 585000000 78328000 270050000 236620000

FCHSD2 -0,20057 S 644 2 ___1 0,990403 3,01E-07 104,79 95,207 104,79 0,17654 233520000 8927000 125750000 98842000

CLK4;CLK1 -0,200647 S 339 3 ___1 0,84587 5,58E-06 118,01 108,97 83,362 -0,67407 139250000 2282100 99529000 37436000

SETD2 -0,200673 S 614 2 ___2 0,999957 0,00776 112,55 89,173 110,6 0,37679 129400000 4357500 62713000 62333000

PCM1 -0,20072 S 65 2 ___1 0,999311 8,89E-15 163,91 163,91 85,619 -0,067643 1379300000 25545000 797960000 555840000

PIK3C2A -0,200746 S 259 2 ___1 1 5,77E-14 161,99 136,01 158,3 0,28819 72809000 2307400 38502000 31999000

LIN54 -0,20088 S 635 2 ___1 1 0,0208452 69,346 43,909 69,346 0,017365 72761000 1939200 39138000 31684000

MAP1S -0,200977 S 321 2 ___1 0,999981 0,0110794 55,724 36,12 55,724 -0,61472 92662000 10503000 45851000 36309000

SYNRG -0,201244 S 473 2 ___1 0,994804 4,28E-09 144,25 131,05 144,25 0,28704 118780000 6067800 56656000 56061000

PBRM1 -0,201344 S 10 3 ___1 0,779773 9,40E-20 154,8 137,27 82,555 0,066472 105670000 2461600 55065000 48141000

PRPF4B -0,201415 S 277 2 ___1 1 5,77E-05 104,05 66,32 104,05 0,23448 2990000000 101270000 1600200000 1288500000

CLASP2 -0,201427 S 360 2 ___1 0,994861 0,00231602 97,813 56,109 97,813 0,81617 22940000 478960 11619000 10842000

SMARCA2 -0,201545 S 1377 2 ___1 1 4,61E-05 101,67 89,286 81,642 0,25833 620630000 109430000 285010000 226190000

CPSF6 -0,201626 T 407 2 ___1 0,976427 1,28E-05 137,44 106,47 137,44 0,030111 46200000 464260 24188000 21548000

BRIP1 -0,201974 S 990 2 ___1 0,993267 0,0110782 86,205 74,484 86,205 0,27982 35210000 1637600 21129000 12444000

TPR -0,202335 S 523 4 ___1 0,990556 3,12E-20 148,89 141,03 133,75 -0,1464 445210000 4480700 246230000 194500000

CLSPN -0,20249 S 1289 2 ___1 0,995083 2,55E-27 154,68 154,68 113,99 -0,0068201 788710000 28644000 414430000 345630000

ZC3H13 -0,202564 S 64 2 ___1 1 0,00963804 89,029 77,96 68,847 0,19347 313220000 10328000 162980000 139910000

PCBP2 -0,20261 S 189 2 ___1 0,899532 9,58E-27 157,33 137,59 74,678 -0,47033 3870400000 127580000 1990300000 1752500000

SMARCC1 -0,202709 S 310 3 ___1 1 2,81E-08 136,3 105,73 96,464 0,21662 1833400000 5850600 1085300000 742240000

SCRIB -0,203153 S 1508 2 ___1 1 0,0113203 89,55 18,637 85,731 -0,023555 13413000 7186300 3717000 2510200

ATP8A1 -0,203651 S 25 2 ___2 0,994987 2,63E-06 139,88 127,04 139,88 0,15249 57614000 1020900 19214000 37379000

RABL6 -0,20415 S 641 3 ___1 0,999922 3,79E-05 98,84 83,56 50,593 0,048051 255950000 4208200 137750000 113990000

SRRM1 -0,204438 S 597 2 ___1 1 8,66E-05 123,51 69,757 119,68 0,071546 2,0998E+10 46631000 1,1485E+10 9466700000

PHRF1 -0,204466 S 991 2 ___1 1 0,0186059 68,893 61,7 68,893 0,22204 141790000 515420 119140000 22136000

ZNF609 -0,204529 S 576 2 ___2 0,999682 6,34E-18 165,51 105,02 88,092 -0,74607 607830000 25763000 306810000 275260000

ZNF609 -0,204529 S 578 2 ___2 0,985648 5,73E-18 166,62 94,299 86,944 -0,31312 164840000 10645000 86832000 67360000

ZNF318 -0,20464 S 1243 2 ___1 1 1,59E-112 254,89 219,37 98,552 0,034708 1901200000 226230000 947580000 727430000

CHD4 -0,204731 S 515 3 ___1 0,973188 1,34E-05 80,359 69,048 54,255 -0,02444 337240000 36979000 187060000 113200000

NPAT -0,205088 T 1153 3 ___1 0,685542 0,00110462 70,802 59,01 70,802 -0,25784 120270000 6390800 58037000 55847000

PHRF1 -0,20563 S 1124 2 ___1 0,970965 0,0108379 71,879 49,681 62,042 0,33481 45304000 4619100 19334000 21351000

BBX -0,205792 S 159 2 ___1 0,983044 5,45E-05 89,752 48,589 86,833 -0,026188 124900000 4533200 66072000 54298000

GATAD2A -0,206286 S 546 2 ___1 0,99701 1,49E-07 140,63 116,47 116,03 0,34763 18876000 1150100 9316400 8409400

TRIP11 -0,206506 S 1891 3 ___1 0,999975 0,0025146 62,648 47,768 59,512 0,32208 32993000 1097100 17585000 14312000

CDC5L -0,206928 S 303 2 ___1 1 0,0003005 116,29 89,563 92,307 0,88155 170470000 1875100 119220000 49372000

DDX21 -0,207076 S 71 2 ___1 1 2,84E-14 164,59 132,26 164,59 0,14605 1653400000 53918000 849850000 749580000

TMSB4X -0,207315 S 2 2 ___1 1 0,00020597 107,53 83,853 49,448 -0,28651 1801700000 13147000 913130000 875390000

KANK2 -0,207417 S 19 2 ___1 0,999958 7,18E-14 144,92 124,54 144,92 -0,014772 899200000 35488000 473570000 390140000

EI24 -0,207557 S 326 2 ___1 1 0,00036511 91,202 73,962 65,295 -0,54314 301420000 10187000 139840000 151390000

ARAP1 -0,207994 T 69 3 ___1 0,896891 9,57E-07 132,81 117,57 132,81 -0,2582 16696000 1106200 7810100 7780200

ZC3H12D -0,208403 S 428 2 ___1 1 7,25E-05 122,51 107,13 69,815 -0,18366 149140000 5783400 78526000 64832000

ACIN1 -0,208441 S 710 2 ___1 1 3,60E-18 167,59 119,4 61,409 -0,124 620070000 43137000 285050000 291890000

DBF4 -0,208461 S 508 2 ___1 0,793661 0,00663045 88,496 47,772 88,496 0,11435 25120000 167410 12660000 12293000

DBF4 -0,208461 T 510 2 ___1 0,5 0,0114404 80,231 41,928 70,908 0,14778 15103000 167410 2643100 12293000

PHF21A -0,208688 S 455 3 ___1 0,835928 3,16E-07 91,853 79,299 78,415 0,29998 87556000 7529900 46295000 33731000

ZCCHC8 -0,208757 S 658 2 ___1 1 0,0003903 112,73 63,986 112,73 -0,32464 440450000 19995000 236220000 184240000

CLASRP -0,209144 S 335 4 ___1 0,994396 5,29E-79 192,16 187,67 134,49 -0,34107 1795500000 14255000 1335300000 445990000

NFKB1 -0,209543 S 907 3 ___1 0,989587 0,00043037 92,439 52,93 66,536 0,61392 175080000 5816000 100700000 68563000

NMD3 -0,209553 S 468 2 ___1 0,98466 1,41E-06 124,25 98,814 104,45 0,42122 168350000 9918400 87911000 70525000

KIAA1551 -0,209631 S 1358 2 ___1 0,999598 8,53E-19 175,6 150,75 175,6 0,53957 135830000 5529600 66360000 63943000

STT3B -0,209645 S 498 3 ___1 0,977524 1,87E-171 298,16 245,27 155,49 -0,35125 956750000 597960 547530000 408620000

FYTTD1 -0,209779 T 14 2 ___1 0,517147 0,00887349 72,496 28,984 72,496 -0,41845 26910000 2422300 13007000 11480000

FAM208A -0,209889 S 1195 3 ___1 0,537846 1,96E-08 91,983 83,666 91,983 0,099146 115590000 9724000 67996000 37866000

EIF4B -0,20989 S 445 2 ___1 1 2,75E-14 133,75 85,151 131,83 -0,65476 6785900000 250490000 3612400000 2923000000

ZC3HAV1 -0,209929 S 284 2 ___1 0,999999 0,00024702 64,104 47,472 64,104 -1,6073 27821000 332750 10830000 16658000

PDS5B -0,210192 S 1358 2 ___1 1 1,26E-114 223,76 223,76 220,89 0,27256 2633000000 105470000 1372700000 1154800000

MCM3 -0,210317 S 672 2 ___1 0,995976 1,04E-78 238,45 211,11 139,6 -0,47389 53860000 1235100 29624000 23002000

NF2 -0,210446 S 518 2 ___1 1 0,00697729 89,9 6,5037 69,451 0,51166 65075000 674970 13345000 51055000

EPB41L2 -0,210613 S 550 2 ___1 0,999991 0,0155208 53,828 38,627 53,828 -0,17991 22274000 4727500 9062200 8483900

TRIM56 -0,210947 T 442 4 ___1 0,972897 2,03E-08 78,694 66,063 68,807 -0,34098 87918000 440460 38126000 49351000

TRPC6 -0,211131 S 815 2 ___1 0,999979 2,34E-05 134,61 92,531 134,61 -0,12528 87103000 5028400 41548000 40526000

LRMP -0,211364 S 129 4 ___1 0,598886 7,81E-58 205,63 174,87 112,03 0,10089 3092900000 101160000 1584000000 1407800000

RBMX -0,21167 S 88 2 ___1 0,989681 1,02E-07 144,29 123,04 118,51 -1,4114 642760000 5870600 369100000 267790000

FAM208A -0,211765 S 1103 2 ___1 0,995375 0,00022611 109,83 85,139 90,444 -0,12439 301500000 27693000 146800000 127000000

NF1 -0,211905 S 2597 2 ___1 0,98164 1,53E-20 168,08 131,89 103,85 0,30369 127850000 1721800 69936000 56195000

THRAP3 -0,21195 S 243 1 ___1 1 7,02E-75 201,66 180,21 164,81 -0,42281 2,1928E+10 818220000 1,1683E+10 9426600000

SMARCA5 -0,2122 S 66 3 ___1 1 1,93E-68 201,47 195,17 201,47 0,26035 2112800000 95418000 1367600000 649750000

NCF1C;NCF1;NCF1B-0,212238 S 324 3 ___1 0,999886 5,92E-15 162,65 143,27 162,65 -0,23656 596310000 15298000 345270000 235740000

IBTK -0,212242 S 1045 3 ___1 0,999916 6,26E-05 101,36 87,081 101,36 -0,28265 678250000 33047000 339500000 305700000

NUP98 -0,212434 S 612 2 ___1 0,999944 0,00018254 120,14 86,451 119,01 0,92631 27466000 1210600 12638000 13617000

PRPF4B -0,212608 S 20 2 ___1 1 1,90E-68 225,5 203,28 113,25 0,7589 1133200000 15345000 666430000 451420000

NUDC -0,212825 T 108 3 ___1 1 2,70E-08 150,39 135,7 81,807 0,2374 285910000 5767400 153220000 126930000

ICE1 -0,212849 S 925 2 ___1 0,999624 4,30E-06 93,649 66,32 64,64 0,17929 40812000 1432800 23814000 15565000

SRRM2 -0,213193 S 2272 2 ___1 1 4,97E-20 166,04 126,73 157,68 0,04874 410870000 15417000 218900000 176550000

HNRNPU -0,21327 S 271 3 ___1 0,998698 3,45E-07 70,986 60,111 70,986 -0,51823 254190000 15120000 177900000 61179000

CLASP2 -0,213387 S 1013 2 ___1 0,823497 1,44E-09 148,68 127,45 61,212 0,50352 54568000 2117600 30316000 22134000

DDX50 -0,213788 T 47 3 ___1 0,898128 0,0011854 69,122 57,43 52,522 -0,28835 64182000 2238400 35271000 26673000

KIAA1033 -0,213922 T 1154 3 ___1 0,679208 0,00012943 72,474 62,783 72,474 0,15451 37452000 1083800 14570000 21798000

BCL2L12 -0,214006 S 243 3 ___1 0,65204 0,0003751 97,551 82,012 89,26 -0,83706 19874000 47461 4792900 15033000

RTN3 -0,214207 S 562 3 ___1 0,5 0,00120072 54,259 46,362 54,259 0,32991 41825000 1949300 22860000 17015000

TCOF1 -0,214273 S 171 2 ___1 0,970539 1,00E-77 223,81 205,49 223,81 -0,28811 363520000 15638000 218600000 129280000

NUDC -0,214994 S 281 2 ___1 0,800263 0,0168624 75,479 31,275 75,479 -0,44449 13504000 29706 9591900 3882000

FNBP4 -0,215041 S 431 2 ___1 0,768744 4,08E-20 166,35 100,85 154,69 -0,30652 88401000 3574500 42266000 42560000

SAFB2;SAFB -0,215044 S 443 2 ___1 0,99999 0,00022371 124,38 98,365 119,87 -0,74593 74054000 755720 38889000 34410000

ANKRD27 -0,215195 T 1023 3 ___1 1 1,45E-24 157,47 145,62 146,76 -0,021551 60422000 1163100 37862000 21397000

U2AF2 -0,215206 S 2 2 ___1 1 3,52E-39 200,19 164,29 125,22 -0,086335 4336100000 100720000 2281800000 1953600000

MAGOH;MAGOHB-0,215226 S 106 2 ___1 1 2,60E-05 132,56 108,74 132,56 -0,62066 150840000 6022200 76150000 68670000

IRF8 -0,215898 S 164 2 ___1 0,991305 0,00412811 86,592 63,164 86,592 -0,45101 15945000 356380 4854400 10734000

CFL1 -0,215914 S 3 2 ___1 0,999999 1,32E-37 149,57 122,02 84,365 0,1869 7587800000 391780000 3892400000 3303700000

SGK223 -0,216334 T 760 2 ___1 0,56911 3,77E-151 280,25 226,26 228,01 0,05141 40236000 879690 22042000 17314000

SLAMF6 -0,216585 Y 285 3 ___1 0,735165 0,0110318 46,065 35,358 46,065 -2,4946 60339000 11702000 31601000 17036000

MSL2 -0,216619 S 211 3 ___1 0,962163 0,00060928 54,223 45,603 54,223 0,15278 11473000 925170 6452700 4095300

ARFGEF2 -0,217424 S 218 2 ___2 0,981683 9,80E-05 107,75 91,984 98,121 1,0735 170310000 664230 54459000 115180000

CCDC86 -0,217457 S 91 3 ___1 0,99922 1,47E-11 101,24 85,955 56,573 -0,16535 92685000 1634400 54012000 37039000

CDK12 -0,217809 S 382 3 ___2 0,755458 0,00015107 89,829 81,335 89,829 0,38712 104480000 4010500 48287000 52182000

TUBA4A -0,218089 S 48 2 ___1 0,904342 0,00034367 93,958 78,016 93,958 -0,0062203 24382000 2704800 11342000 10336000

SETD2 -0,218162 S 618 3 ___2 0,721176 0,00776 53,342 30,169 53,342 0,78714 38550000 1077300 17860000 19612000

RBM15 -0,218246 S 127 2 ___1 0,499972 2,60E-18 171,92 148,55 171,92 -0,096488 32577000 1678900 18069000 12829000

DDX39A -0,218246 T 171 2 ___1 1 0,00283029 109,83 91,055 90,412 0,79695 20325000 387370 9926100 10012000

ARFGEF1 -0,218825 S 1566 2 ___1 0,999393 0,00052214 94,804 62,739 89,08 0,2349 109390000 8891600 53094000 47406000

TICRR -0,21917 S 1078 2 ___1 0,865494 0,00032947 112,5 92,119 112,5 -0,75956 24566000 843350 11304000 12418000

KIFAP3 -0,219218 S 60 2 ___1 1 4,79E-08 145 97,008 145 -0,40263 61427000 3079500 33095000 25253000



LARP7 -0,219441 T 338 2 ___1 1 1,69E-60 222,16 155,67 115,91 -0,12482 411740000 8287000 205540000 197910000

CDK12 -0,219567 S 383 3 ___2 0,976879 3,61E-05 102,27 97,741 81,839 -0,68438 306870000 25798000 141480000 139580000

DOCK2 -0,219772 S 1685 2 ___1 0,99874 1,29E-50 182,15 182,15 166,48 -0,11725 1443300000 63340000 752620000 627310000

OSBP -0,219903 S 382 2 ___1 0,999285 6,93E-99 250,81 215,63 162,85 -0,42758 420890000 9404100 202420000 209060000

WEE1 -0,220173 S 139 2 ___1 0,960143 1,32E-13 155,22 128,25 155,22 -0,1925 79271000 4147600 43344000 31779000

EEF1D -0,220233 S 162 2 ___2 1 0 474,33 453,88 241,84 -0,37111 7411600000 84618000 4268800000 3058200000

EEF1D -0,220233 T 147 3 ___2 1 3,68E-139 272,54 251,17 64,169 -0,3662 2157800000 13672000 1176600000 967470000

MTA1 -0,220242 S 576 3 ___1 0,98834 1,73E-12 127,71 127,71 47,754 -0,3908 1577600000 66086000 825640000 685870000

MEF2A -0,22055 S 408 2 ___1 0,999996 0,00440599 73,951 50,202 70,942 -0,011773 383170000 29101000 180950000 173110000

SRSF7 -0,220754 S 192 2 ___1 0,999211 1,02E-09 141,2 125,53 140,14 0,089996 153050000 6549300 77352000 69151000

SRRM1 -0,220819 S 695 2 ___1 0,880298 6,03E-74 200,82 200,82 200,82 -0,15551 702480000 29844000 366360000 306280000

ALDOA -0,221042 S 46 3 ___1 0,999701 0,00015666 89,049 76,558 89,049 -0,1591 867590000 11074000 488790000 367730000

EIF4G1 -0,221889 S 1209 3 ___1 0,99783 1,01E-26 189,17 154,63 70,438 0,47624 1076900000 5763300 547100000 524030000

ARHGAP27 -0,221993 S 466 2 ___1 1 1,41E-13 153,68 136,74 153,68 0,0055073 71048000 3378500 24828000 42842000

RIMS2 -0,22207 S 470 3 ___1 1 0,00023893 101,01 75,419 101,01 0,24411 142100000 1658900 78886000 61555000

LEMD3 -0,222111 S 144 2 ___2 0,999982 4,08E-79 206,8 181,58 206,8 0,064085 1560400000 81100000 750840000 728430000

MASTL -0,222133 S 512 2 ___1 0,967873 4,87E-05 124,6 95,681 116,84 -0,055583 54803000 4557700 23662000 26583000

SMN1 -0,222196 S 28 2 ___1 0,976892 6,95E-21 167,59 131,2 167,59 1,3211 445230000 6500700 236980000 201760000

GNB4;GNB2 -0,222364 S 2 2 ___1 1 0,00019445 85,457 67,757 85,457 0,48949 7003100 183590 3832200 2987300

YEATS2 -0,222685 S 627 2 ___1 1 0,0003262 115,14 86,962 99,5 -0,13036 89110000 10781000 40124000 38205000

VGLL4 -0,223711 S 54 2 ___1 0,624312 0,00274764 67,385 61,214 67,385 0,15523 41079000 2652900 21629000 16797000

PAK2 -0,223757 S 2 3 ___1 1 3,94E-80 238,02 225,64 95,666 0,22153 2870000000 46673000 1553700000 1269600000

TMEM102 -0,224182 S 214 3 ___1 0,858589 2,82E-07 114,98 100,88 114,98 -0,38708 34641000 1200300 18833000 14608000

FIP1L1 -0,224204 S 304 2 ___1 1 0,00019635 107,1 30,275 55,898 -0,2498 3509700000 33048000 2002900000 1473700000

ZNF532 -0,22423 S 314 2 ___2 0,999989 6,38E-05 126,63 102,44 96,371 -0,17361 301200000 32115000 137870000 131210000

ZNF532 -0,22423 S 307 3 ___2 0,999931 0,00083832 60,541 52,829 56,57 0,25643 135650000 22115000 59410000 54127000

ANAPC1 -0,224688 T 291 3 ___1 0,849133 6,76E-05 80,847 75,006 80,847 -0,28119 11946000 307430 6395300 5243000

DDX24 -0,224757 S 82 2 ___1 1 1,02E-59 184,76 184,76 70,197 -0,30591 6834700000 296460000 3569400000 2968800000

SH3BP1 -0,224817 T 626 3 ___1 0,999921 0,00303576 55,127 45,205 55,127 0,093115 26627000 489420 12944000 13193000

NFATC2 -0,225194 S 53 2 ___1 0,999864 7,97E-15 161,86 140,4 161,86 0,28294 100320000 1861800 66461000 32001000

ZC3H13 -0,225444 S 198 2 ___1 1 1,47E-13 155,47 14,694 113,61 0,2423 2323700000 55727000 1280000000 988000000

PAK1IP1 -0,225481 S 320 2 ___1 0,955748 0,00600382 67,326 56,496 67,326 0,43 117870000 7603300 65138000 45131000

SUZ12 -0,225502 S 546 2 ___1 1 6,49E-183 292,81 256,78 192,24 -0,88485 844840000 28219000 478270000 338350000

ZNF318 -0,225945 S 2035 3 ___1 0,989456 0,00012978 88,133 67,04 74,141 -0,23406 67754000 5749300 35161000 26843000

PDLIM2 -0,225953 S 134 2 ___1 0,939372 0,00021446 81,665 65,723 81,665 -0,13465 38305000 1373300 7557600 29374000

ZNF280C -0,226059 S 80 2 ___1 0,999933 8,39E-06 136,99 111,34 136,99 -0,022183 398620000 15112000 214890000 168620000

ZC3H11A -0,22619 S 132 2 ___1 0,999857 1,90E-12 128,76 102,63 101,53 0,96346 172980000 4288300 92644000 76050000

WDR62 -0,226512 S 1248 3 ___1 0,784576 3,21E-56 179,04 160,89 132,47 -1,1793 72714000 4699400 38400000 29615000

SETD2 -0,226578 S 624 2 ___2 0,99769 9,19E-24 150,1 97,621 150,1 0,16105 1080100000 58804000 540030000 481210000

APC -0,226932 S 1042 3 ___1 0,74697 5,27E-40 169,9 161,98 169,9 -0,3593 49697000 9529500 25811000 14356000

KIAA1429 -0,227128 S 173 2 ___1 1 0,00024257 95,659 60,974 68,83 -0,11115 1092300000 27404000 584650000 480280000

NIPBL -0,227666 S 2658 2 ___1 0,999998 3,31E-18 139,3 116,42 139,3 -0,16136 3792000000 155030000 1998500000 1638400000

NCOR1 -0,227898 S 1533 3 ___1 1 2,33E-13 114,63 114,63 114,63 -0,31106 758980000 23398000 413000000 322590000

ASAP1 -0,228071 S 1027 3 ___1 0,998641 0,00095845 85,457 54,63 50,178 -0,016505 53465000 6870900 26129000 20464000

PRRC2B -0,228436 T 225 2 ___1 0,97937 5,83E-279 344,35 297,95 344,35 -0,068066 59386000 3872800 31557000 23956000

WDR44 -0,228998 S 342 3 ___1 0,508373 0,00010747 114,4 99,162 73,036 -0,54611 82945000 2774500 45742000 34428000

TICRR -0,229248 S 1001 2 ___1 1 1,02E-08 142,43 111,34 142,43 -0,19176 79757000 4008600 42888000 32860000

OTUD4 -0,22933 S 1023 2 ___2 1 2,43E-13 154,24 139,27 154,24 -0,42968 121880000 7778200 55809000 58294000

OTUD4 -0,22933 S 1024 2 ___2 1 1,08E-13 155,08 104,88 154,24 -0,42968 140060000 8851400 67206000 64008000

ATXN2L -0,229399 S 634 4 ___1 0,927841 2,83E-09 67,663 59,984 61,565 -0,56067 149030000 715170 95095000 53218000

ZNHIT6 -0,229466 S 25 3 ___1 1 1,94E-30 186,28 171,66 186,28 0,40014 2938600000 48878000 1618700000 1271000000

SAFB -0,229568 S 24 3 ___1 0,621922 1,24E-25 163,83 146,62 163,83 1,2346 39419000 3694300 16070000 19655000

BPTF -0,229583 S 1231 2 ___1 0,997708 0,00025445 100,09 63,752 100,09 -0,055721 245700000 23236000 116160000 106300000

EHBP1 -0,229619 S 335 3 ___1 0,883289 1,72E-07 80,646 70,13 73,371 -0,098399 474640000 6100300 255130000 213410000

EEF1D -0,229662 S 162 2 ___1 1 0 474,33 453,88 241,84 -0,37111 7411600000 84618000 4268800000 3058200000

SLC9A1 -0,229879 S 703 2 ___1 1 1,18E-07 101,72 94,239 101,72 -0,20858 174250000 12050000 96245000 65956000

PPIG -0,230093 T 748 2 ___1 0,998427 0,00040658 108,49 95,533 91,616 0,22101 20511000 879650 13646000 5984800

HPS5 -0,230134 S 695 2 ___1 1 1,55E-47 213,71 177,03 174,87 -1,0937 198080000 7487200 105580000 85016000

CIZ1 -0,230381 S 838 3 ___1 0,99902 0,0109053 59,116 29,309 52,693 0,11473 31814000 210390 20781000 10822000

LRRFIP2 -0,230584 T 317 2 ___1 0,89008 0,00015084 123,63 104,42 123,63 0,30344 9986000 622610 5353200 4010200

SRRM1 -0,230849 S 738 2 ___2 1 4,92E-28 155,53 123,32 111,52 0,31357 6925500000 299370000 3720500000 2905700000

SRRM1 -0,230849 S 740 2 ___2 0,99995 1,39E-10 111,52 101,54 111,52 0,31357 1993300000 138160000 1020500000 834680000

HYPK -0,231092 S 38 3 ___1 0,999638 0,00175527 60,939 40,684 60,939 0,25429 67864000 21134000 25661000 21069000

SSB -0,231125 T 379 3 ___1 0,999488 7,10E-05 102,21 85,497 100,79 0,56899 37909000 1388400 27933000 8587500

EIF4EBP1 -0,231788 T 77 4 ___1 0,881551 9,46E-14 89,677 79,67 89,677 -0,40892 745740000 13332000 443220000 289180000

GLTSCR1L -0,231888 S 674 3 ___1 0,5 3,30E-05 104,41 85,63 104,41 -0,10876 12079000 424270 6805900 4849100

SCNM1 -0,231922 S 183 3 ___1 0,841229 8,39E-20 151,36 138,12 117,32 -0,1356 847540000 2415700 536800000 308330000

CCDC86 -0,23195 S 47 2 ___1 0,998776 4,55E-07 120,92 97,591 120,92 -0,13866 2059800000 41408000 1105800000 912570000

SRRM2 -0,23204 S 1258 2 ___1 0,595177 0,00042833 99,891 63,445 99,891 -0,45786 10841000 659240 5564200 4617900

SRRM1 -0,232208 S 775 3 ___2 0,986536 1,37E-06 114 101,2 114 -0,38429 1440800000 97951000 737620000 605190000

PGRMC2 -0,232837 T 216 2 ___1 0,999407 0,00057169 105,78 86,456 105,78 0,93735 51232000 303790 25866000 25063000

AFF4 -0,232873 S 814 2 ___1 0,999982 0,00124519 65,5 43,455 65,5 0,33315 222300000 12137000 112190000 97973000

ANAPC4 -0,233614 S 777 3 ___1 0,973062 2,54E-31 165,21 165,21 165,21 -0,015455 1882900000 25028000 1012700000 845240000

CLIC1 -0,233719 T 155 3 ___1 0,576077 1,28E-13 136,12 121,96 136,12 -0,020143 49051000 756950 35160000 13134000

HNRNPC -0,234084 S 260 3 ___1 1 5,04E-72 206,06 198,91 146,48 -0,46716 9760700000 165560000 5596600000 3998500000

ACAP2 -0,23418 S 521 2 ___1 0,999996 6,42E-18 165,35 133,02 165,35 -0,29618 1209800000 55248000 624490000 530060000

SRSF11 -0,234292 S 434 2 ___1 1 3,78E-61 209,39 188,14 209,39 0,14384 425520000 18621000 223100000 183800000

NCAPG -0,234703 T 931 2 ___1 0,977904 0,0103857 51,268 21,794 51,268 0,4088 21351000 8596100 6976100 5779000

ARID4A -0,234733 S 427 2 ___1 1 0,00223747 90,685 37,896 90,685 -0,31038 74158000 9077500 40531000 24550000

SRRM1 -0,234748 S 605 2 ___2 0,998914 0,00185224 100,93 84,793 59,57 -0,046034 1697600000 17542000 921780000 758280000

SRRM1 -0,234748 S 607 2 ___2 0,999999 0,00122227 104,79 94,381 88,942 0,059856 1640600000 19099000 891660000 729800000

UVRAG -0,234873 S 508 3 ___1 0,604112 0,00074418 77,746 41,454 77,746 -0,97334 36691000 5464500 16959000 14267000

RSL1D1 -0,234908 S 361 2 ___1 0,996392 8,97E-09 141,36 130,75 141,36 0,28236 5584200000 351150000 2927000000 2306000000

DENND4A -0,234931 S 1015 2 ___1 0,998952 6,69E-05 125,22 108,53 125,14 -0,032925 148740000 15913000 72983000 59847000

HNRNPH3 -0,23496 S 216 2 ___1 1 0,00011557 123,36 104,53 123,36 0,47858 58956000 4360600 32228000 22367000

USP10 -0,235005 S 576 3 ___1 1 5,55E-98 202,62 202,62 202,62 0,18822 743510000 19206000 362990000 361320000

AFF3 -0,235133 S 248 3 ___1 1 3,96E-22 174,5 153,21 174,5 0,29605 235330000 9688100 116430000 109210000

APBB1IP -0,235297 S 526 2 ___2 0,967576 2,72E-07 138,81 90,807 110,97 0,095009 1806600000 16194000 947150000 843220000

BMS1 -0,235358 S 639 2 ___1 0,972728 3,82E-80 236,02 208,38 203,99 -0,061205 76771000 6700300 38737000 31334000

ZNF687 -0,235503 S 519 3 ___1 0,998191 5,25E-06 84,702 61,647 84,702 0,4653 92681000 3584700 46062000 43034000

RBBP6 -0,235538 S 360 2 ___1 0,999817 0,00027748 103,88 84,781 103,88 0,11437 276650000 3432000 153090000 120120000

HMHA1 -0,235827 S 569 3 ___1 0,999979 6,76E-20 163,31 157,06 163,31 -0,26214 695130000 17137000 432240000 245760000

IL16 -0,23596 S 922 3 ___1 0,989861 2,03E-09 77,391 59,691 77,391 -0,69159 68031000 11438000 28744000 27850000

FKBP15 -0,236251 S 346 2 ___1 0,874267 0,00018247 120,9 91,887 120,9 -0,22491 95989000 4714200 50772000 40504000

NIPBL -0,236392 S 350 2 ___1 0,837425 1,08E-25 153,39 133,73 153,39 0,1584 704670000 35222000 377070000 292380000

PRKCB -0,23649 T 642 2 ___1 0,98576 4,73E-19 170,95 140,97 128,95 1,1736 89877000 3566500 49906000 36404000

ARFGEF2 -0,237021 S 277 2 ___1 0,974433 2,52E-13 153,68 104,37 110,38 0,060994 277600000 30701000 141400000 105500000

IRS1 -0,237081 S 3 2 ___1 0,999891 1,41E-05 118,13 103,44 118,13 0,3649 155160000 22096000 62438000 70631000

SNX2 -0,237115 S 227 3 ___1 0,517208 0,00073798 73,809 65,148 73,809 0,066679 29713000 681400 14717000 14315000

BBX -0,237135 S 243 3 ___1 1 6,01E-05 91,722 73,665 91,722 0,24086 85903000 3807700 47621000 34474000

AP3D1 -0,237257 S 658 3 ___1 1 3,85E-05 121,27 100,17 109,04 -0,19402 153990000 29380000 60949000 63662000

ASXL2 -0,237354 S 440 2 ___1 0,793511 4,48E-12 153,81 137,47 153,81 -0,021413 23935000 731400 11832000 11372000

ZC3H13 -0,237565 S 265 3 ___2 1 2,62E-18 167,63 157,02 70,983 -0,12866 2018600000 71787000 1078500000 868340000

ZC3H13 -0,237565 T 263 3 ___2 1 2,62E-18 167,63 157,02 70,983 -0,12866 1899300000 64098000 1019800000 815440000

KDM2A -0,237711 S 558 2 ___1 0,999554 0,0014722 78,012 55,133 74,147 0,81046 194660000 431280 152460000 41765000

HSPA4 -0,237966 S 493 3 ___1 0,78933 0,00011652 92,01 77,316 92,01 -0,047157 15232000 891990 7974600 6365000

BAZ1A -0,238092 T 1547 2 ___1 0,755502 0,00100874 85,496 64,245 85,496 -0,5934 64200000 3658400 31470000 29071000

ERH -0,23851 T 11 2 ___1 0,999934 0,0132276 52,712 39,032 52,712 0,36636 5773000 761630 2500400 2511000

ATRX -0,238715 S 316 2 ___1 0,99854 5,88E-25 177,36 148,2 109,95 0,62584 380190000 827970 192640000 186720000

PRRC2A -0,239515 S 759 3 ___1 0,622851 9,48E-05 91,547 80,027 91,547 -0,11092 128140000 3535900 87619000 36981000

INTS1 -0,239549 S 1395 2 ___1 0,999986 0,00096288 82,102 55,132 82,102 0,42709 41465000 1164300 25660000 14641000

TAGAP -0,239569 S 400 2 ___1 1 4,81E-07 105,2 83,649 68,657 -0,50086 210120000 7382300 114140000 88597000

LARP1 -0,239715 S 627 3 ___1 0,999972 8,21E-32 184,26 171,33 184,26 -0,061557 319730000 3889900 175640000 140200000

TNRC6B -0,239719 S 879 2 ___1 0,989192 2,15E-20 166,9 127,9 166,9 -0,93554 36696000 340510 17418000 18938000



SLTM -0,239798 S 97 2 ___1 0,999957 2,21E-39 197,38 172,59 197,38 -0,40406 89304000 5419200 45325000 38559000

TSC22D4 -0,239838 S 306 3 ___1 0,987773 9,27E-23 141,97 131,21 141,97 -0,080047 88617000 3564800 62536000 22516000

ZNF318 -0,239994 S 39 2 ___1 0,650748 9,77E-05 87,676 68,945 59,185 -0,69004 126270000 2016000 72265000 51986000

PTK2 -0,240128 S 910 2 ___1 0,999302 1,08E-05 129,01 103,48 129,01 0,25456 13682000 666680 7093000 5922400

FCHO2 -0,240571 S 394 4 ___1 0,780352 4,31E-05 94,08 81,647 94,08 0,1549 18750000 236750 9694100 8819500

KDM5C -0,240838 S 1359 2 ___1 0,75237 1,77E-63 218,78 175,6 125,5 -0,17239 93142000 2960100 55840000 34342000

IWS1 -0,240947 S 80 4 ___1 0,961933 2,16E-18 148,35 141,78 148,35 0,37491 37054000 1084900 23087000 12882000

STX7 -0,241015 S 126 2 ___1 0,820783 7,81E-05 99,055 87,079 92,633 0,15157 574740000 2517300 308250000 263980000

ELF1 -0,241185 S 167 2 ___1 0,643334 7,94E-07 137,46 123,1 106,32 0,15303 476780000 20274000 225980000 230530000

ZC3HC1 -0,24143 S 394 2 ___1 0,856779 1,64E-51 210,57 182,6 188,16 -0,33175 2860100000 78381000 1452300000 1329400000

FAM175A -0,241706 S 406 2 ___1 0,964836 4,99E-14 124,21 103,43 118,87 0,191 1140000000 50320000 577660000 512010000

ANAPC1 -0,241853 S 547 2 ___2 1 7,08E-10 151,48 133,78 151,48 -0,16286 129690000 3958300 74368000 51359000

ANAPC1 -0,241853 S 564 3 ___2 0,566798 4,01E-05 100,88 76,784 100,88 0,0025153 641100000 17073000 396870000 227150000

PNISR -0,242413 T 309 3 ___3 0,522687 0,00176506 56,728 49,282 56,728 -0,51328 32384000 2252700 24368000 5763700

FNBP4 -0,242454 T 479 2 ___1 0,986587 8,33E-152 288,65 266,18 272,51 0,44177 744780000 31190000 400820000 312770000

TSPYL1 -0,242584 S 26 4 ___1 0,999605 1,96E-09 118,9 111,4 118,9 -0,14337 15625000 395160 10260000 4969400

BRF2 -0,242635 S 353 2 ___1 1 0,00052036 71,872 58,93 67,095 -0,32904 25966000 2685600 12866000 10415000

YEATS2 -0,242959 S 465 2 ___1 0,987084 6,58E-09 144,29 112,9 133,45 0,51035 165970000 4188100 94184000 67596000

NUP188 -0,243113 S 1523 3 ___1 0,968621 0,00392943 53,033 32,595 53,033 0,10086 14807000 4375100 6262600 4168900

CD3EAP -0,243283 S 285 2 ___1 0,881989 1,07E-28 180,31 151,51 180,31 -0,38138 134140000 7205200 70659000 56274000

AKAP6 -0,243284 S 1073 2 ___1 0,999994 0,00050495 110,31 87,188 110,31 -0,07261 98114000 1213900 54859000 42042000

TP53BP1 -0,243836 S 379 2 ___1 0,641897 6,29E-05 89,232 73,845 59,634 0,34331 117490000 27692000 48969000 40833000

SRRM1 -0,244095 S 769 3 ___2 0,99979 1,37E-06 114 101,2 114 -0,38429 1814800000 136300000 923390000 755100000

HPS5 -0,24448 S 563 2 ___1 0,877496 9,84E-12 153,25 67,06 153,25 0,2179 266510000 10777000 128430000 127300000

DGUOK -0,244655 S 21 2 ___1 1 0,00966712 77,674 59,866 77,674 0,34646 76884000 1648300 33311000 41925000

FIP1L1 -0,244673 S 492 4 ___1 0,999874 1,92E-51 204,96 180,81 161,64 -0,26776 5458900000 64554000 2913700000 2480700000

SLC43A1 -0,244956 S 267 2 ___1 1 7,67E-80 232,74 194,72 232,74 0,16403 305660000 23762000 156590000 125300000

PRKD3 -0,24501 S 364 2 ___1 0,999635 0,0153892 58,885 48,4 58,885 -0,44792 13620000 3380100 5779500 4460400

GTF3C2 -0,245103 S 893 2 ___1 0,93339 3,66E-94 241,27 222,21 241,27 -0,27893 117140000 5581100 60128000 51431000

PRPF38B -0,245164 S 527 3 ___2 1 4,69E-13 162,26 145,23 149,09 -0,41646 214130000 3358000 111480000 99291000

PRPF38B -0,245164 S 529 3 ___2 1 3,13E-74 200,93 168,68 149,09 -0,41646 319470000 6400300 167390000 145680000

FAM208B -0,245249 S 340 3 ___1 0,998392 0,00044185 106,17 74,989 44,294 -0,40975 61177000 484390 19289000 41404000

HIVEP2 -0,245397 S 296 2 ___1 0,999997 0,0207751 54,776 42,61 54,776 -0,46776 41046000 11871000 14328000 14847000

SMARCC1 -0,245413 S 328 2 ___1 0,999985 1,05E-06 139,08 122,4 77,746 0,3281 1151900000 84160000 612180000 455540000

PIAS1 -0,245537 S 488 3 ___1 0,884791 0,00240201 57,708 48,65 57,708 0,026515 19088000 2733100 8523900 7830700

BOD1L1 -0,245865 S 2203 3 ___1 0,953307 3,12E-10 77,788 67,818 77,788 -0,20559 38605000 1450100 26730000 10425000

SMARCC1 -0,246002 S 328 2 ___2 0,999985 1,05E-06 139,08 122,4 77,746 0,3281 1151900000 84160000 612180000 455540000

SMARCC1 -0,246002 S 330 3 ___2 0,999972 4,52E-06 139,08 122,4 63,726 0,13532 1003100000 40436000 550430000 412200000

TRIM22 -0,246109 S 383 2 ___1 0,5 9,16E-05 108,66 92,129 108,66 0,2823 182080000 7937600 90027000 84115000

TRIM22 -0,246109 S 384 2 ___1 0,5 9,16E-05 108,66 92,129 108,66 0,2823 182080000 7937600 90027000 84115000

HSPD1 -0,24631 S 67 2 ___1 0,907497 0,0020996 79,633 33,717 79,633 0,047522 27903000 10147000 10707000 7049300

SLC38A1 -0,246471 S 52 2 ___2 0,999312 9,15E-129 236,31 236,31 236,31 -0,33977 2316100000 70258000 1091100000 1154800000

SLC38A1 -0,246471 S 56 2 ___2 0,999839 0,00055646 124,2 99,266 98,406 0,056238 426540000 24599000 122250000 279690000

AKAP13 -0,246583 S 983 2 ___1 0,998133 0,000209 119,31 96,393 119,31 -0,10798 40393000 2654500 19805000 17934000

FLCN -0,246584 S 62 2 ___1 1 3,54E-19 150,91 137,48 150,91 -1,1463 125080000 2811700 65996000 56271000

PLEKHF2 -0,247029 S 16 3 ___1 0,999917 0,00359542 44,415 36,025 44,415 1,1935 50841000 6451100 22041000 22349000

PAPOLA -0,2472 S 24 2 ___1 0,82764 9,69E-05 107,53 90,056 56,122 -0,29795 323100000 15132000 151220000 156760000

SRRM2 -0,2472 T 1472 2 ___1 0,999986 8,65E-10 142,71 102,38 119,6 -0,31136 171050000 1087500 157650000 12320000

TICRR -0,24759 S 292 2 ___1 0,997723 0,00038846 90,444 59,446 88,282 -0,60921 112200000 7721600 58474000 46008000

EP400 -0,24765 S 736 2 ___1 0,99987 0,00012043 98,055 54,285 98,055 -0,25423 519020000 17457000 279100000 222460000

C11orf84 -0,247917 S 121 3 ___1 0,87066 4,28E-05 69,548 69,548 69,548 -0,077154 17821000 1446700 8668400 7705600

DPF2 -0,248061 S 142 2 ___1 1 6,49E-36 165,86 146,62 165,86 0,020642 1903400000 132680000 1020900000 749830000

SRRM1 -0,248108 S 738 2 ___1 1 4,92E-28 155,53 123,32 111,52 0,31357 6925500000 299370000 3720500000 2905700000

SUPT6H -0,248142 T 90 3 ___1 0,571567 0,00116782 89,024 74,714 89,024 0,045752 161690000 1950500 120930000 38806000

TCF4 -0,248228 S 515 3 ___1 0,589516 0,00071865 43,103 31,25 40,059 0,32138 19161000 472950 12510000 6178000

ERCC6L -0,248353 S 1188 3 ___1 0,999947 1,47E-19 93,419 93,419 93,419 0,43536 144240000 8396900 80646000 55198000

TOP2A -0,248567 S 1354 2 ___1 0,996611 0,00447544 67,415 49,002 63,682 -0,15824 90708000 5653400 46562000 38493000

G3BP1 -0,248707 S 232 3 ___1 0,712319 4,55E-10 114,28 114,28 94,911 -0,10255 5915000000 176040000 3084300000 2654600000

FYTTD1 -0,248813 S 16 2 ___1 0,911582 2,03E-05 103,11 103,11 103,11 -0,21359 93280000 5064100 46022000 42195000

GLTSCR1L -0,24892 S 675 3 ___1 0,874813 1,88E-18 120,67 120,67 120,67 -0,3751 149320000 4744500 85057000 59522000

METTL14 -0,249148 T 72 2 ___1 1 1,31E-11 158,04 99,671 158,04 -0,093069 185760000 8525400 98824000 78414000

ORC1 -0,249182 S 273 2 ___1 0,827709 1,07E-12 163,51 125,1 163,51 -0,18918 84418000 4275800 41819000 38324000

TICRR -0,249514 S 1162 2 ___1 0,502182 0,0038919 68,044 43,955 68,044 0,20905 8352900 354220 4689400 3309200

HN1 -0,249947 S 88 3 ___1 0,57979 0,00031872 75,55 65,065 64,705 0,019464 93926000 1064900 49130000 43731000

KHNYN -0,24996 S 10 2 ___1 0,999997 6,26E-05 101,53 62,527 101,53 1,1328 29453000 335320 20738000 8379800

CCDC86 -0,25001 S 18 3 ___1 0,999998 1,80E-29 185,61 162,28 178,32 -0,11851 7834700000 61949000 4324000000 3448800000

BOD1L1 -0,250629 S 538 2 ___1 0,882532 3,94E-63 218,43 117,13 218,43 0,36039 57933000 2844500 17889000 37199000

HNRNPDL -0,250691 S 241 2 ___1 0,999945 3,28E-61 184,48 165,73 184,48 -0,31808 562490000 29786000 299600000 233110000

TNKS1BP1 -0,2508 S 1385 3 ___1 0,963596 0,00023111 78,976 53,39 78,976 0,16322 20942000 1102100 10162000 9677700

BRCA1 -0,250886 S 1187 4 ___1 0,674533 5,90E-05 97,5 81,8 53,266 -0,3981 13133000 359810 8124400 4648300

WAS -0,2509 Y 291 3 ___1 1 5,05E-49 205,46 176,51 68,567 -0,39869 1143000000 39478000 623340000 480140000

ARFGEF2 -0,250903 S 227 3 ___2 1 2,33E-18 140,81 134,85 112,39 0,44955 2813600000 96549000 1382500000 1334500000

KIAA1429 -0,251069 S 1578 2 ___1 0,783829 3,42E-14 148,68 113,04 125,28 -0,18859 1219200000 37265000 649870000 532080000

TP53BP1 -0,251136 S 265 2 ___1 1 1,79E-09 116,35 89,912 111,86 -0,037821 346080000 9478400 198180000 138420000

THRAP3 -0,251161 S 684 2 ___1 0,891596 0,00078306 90,689 65,621 66,84 -0,027903 636400000 8706600 342530000 285160000

MGRN1 -0,251453 S 460 2 ___1 0,965794 0,00653498 66,989 52,427 66,989 -0,44629 3908400 785430 1444100 1678900

RPRD2 -0,25152 S 665 2 ___1 0,930023 2,50E-12 155,66 118,82 145,71 0,42072 429580000 24704000 232570000 172300000

HACD3 -0,251553 S 135 3 ___1 0,997109 0,00014286 99,407 93,978 99,407 -0,21963 70115000 2715800 38884000 28515000

DDX21 -0,251896 S 121 2 ___1 1 8,60E-14 160,78 118,46 110,98 -0,26349 1,0322E+10 62340000 5691600000 4567800000

DCP1A -0,251995 S 315 3 ___2 0,935506 9,02E-11 105,42 98,041 79,667 -0,98945 682540000 104780000 330170000 247590000

PML -0,252222 S 530 4 ___3 0,999594 1,09E-21 106,06 100,31 106,06 -0,22592 714570000 36455000 394290000 283820000

MDM1 -0,252466 S 543 3 ___1 0,829312 3,79E-05 107,47 98,099 104,26 -1,0731 38034000 3100500 17507000 17427000

RPRD2 -0,252493 S 614 2 ___1 0,999107 0,00085661 82,663 68,505 82,663 0,050801 242680000 14207000 129100000 99372000

STX7 -0,2528 S 129 2 ___1 0,996255 2,49E-38 197,75 143,41 157,8 -0,16409 2228800000 13311000 1286100000 929420000

CAAP1 -0,252999 S 203 2 ___1 1 3,75E-15 153,14 138,68 153,14 -0,2987 187140000 140970000 19852000 26311000

HNRNPC -0,253299 S 253 3 ___2 1 9,20E-24 146,48 141,68 146,48 -0,46716 1112800000 35285000 590590000 486900000

HNRNPC -0,253299 S 260 3 ___2 1 5,04E-72 206,06 198,91 146,48 -0,46716 9760700000 165560000 5596600000 3998500000

CRTC2 -0,253417 S 433 3 ___1 0,998316 9,22E-05 107,78 103,14 92,913 -0,31817 245590000 5768600 122130000 117700000

RCC1 -0,25344 S 11 2 ___1 1 0,0091168 97,779 71,072 57,347 0,18776 6997700000 13534000 4187500000 2796700000

KIAA0430 -0,253498 S 1569 3 ___1 0,888588 1,32E-05 120,32 94,114 120,32 -0,25156 60027000 2294700 23400000 34332000

ZNF106 -0,254557 S 1370 3 ___1 0,95725 3,10E-05 122,53 107,52 122,53 -0,29222 213760000 30769000 105820000 77171000

PLCL2 -0,254721 S 17 2 ___1 0,997366 7,75E-10 123,36 100,04 123,36 0,039758 338280000 19308000 175910000 143060000

NIPBL -0,254813 S 318 3 ___1 1 2,90E-06 128,06 111,81 58,024 -0,02088 1163400000 17047000 641410000 504950000

WNK1 -0,254955 S 2012 3 ___1 0,883493 1,03E-05 102,36 84,835 102,36 -0,097334 146230000 11457000 66581000 68188000

CDK12 -0,25496 S 385 3 ___1 0,999697 3,61E-05 102,27 97,741 81,839 -0,68438 427550000 38270000 198590000 190690000

TPR -0,255133 S 632 3 ___1 0,808909 2,00E-07 92,405 82,285 92,405 0,059849 29081000 674190 18716000 9690800

ABI1 -0,255184 S 183 2 ___1 0,99588 0,00084339 91,457 63,16 91,457 -0,055893 108830000 6226900 60696000 41908000

AIM1 -0,255264 S 329 2 ___1 1 0,00531168 70,089 47,172 70,089 0,39685 43309000 1667200 22168000 19474000

GTSE1 -0,255444 S 705 3 ___1 1 2,05E-07 119,61 105,3 117,9 0,18565 655620000 19586000 378760000 257270000

ZNF318 -0,255522 S 698 5 ___1 0,844264 4,32E-05 62,666 56,505 62,666 -0,40301 80780000 3712500 47890000 29178000

TRIP12 -0,25603 S 942 2 ___1 0,870598 6,32E-05 95,067 80,036 93,011 -0,43124 41288000 7616200 17578000 16093000

ZBTB21 -0,25608 S 411 3 ___1 0,953488 0,00030283 72,227 57,283 72,227 0,63007 9675800 222650 5890000 3563100

SON -0,256219 S 2129 3 ___1 1 1,01E-24 162 153,66 159,89 -0,30673 903250000 19197000 492860000 391190000

LEMD3 -0,256373 S 7 3 ___1 0,534882 0,00146747 50,029 38,177 50,029 -0,55076 7576500 732420 4712100 2132100

ADNP -0,256528 S 923 2 ___1 0,848486 0,00394951 91,961 65,175 91,961 -0,35765 11662000 276330 3923700 7462300

GTF3C1 -0,256533 S 1611 2 ___1 1 4,09E-67 219,01 193,05 188,41 -0,73242 69126000 6753600 29377000 32995000

NUP153 -0,256602 S 334 2 ___1 0,969073 2,12E-28 179,09 147,27 168,69 0,1202 716440000 85802000 357660000 272980000

THRAP3 -0,256683 S 928 2 ___2 1 1,77E-154 285,06 247,9 274,6 -0,10389 2482700000 6811600 1303100000 1172800000

THRAP3 -0,256683 S 939 2 ___2 0,992376 2,51E-227 316,14 295,1 312,76 -0,13084 2863800000 9517700 1483000000 1371300000

EHMT2 -0,256894 S 140 2 ___1 0,999803 0,00024004 118,9 85,847 75,695 -0,65333 320310000 15967000 171740000 132600000

LSR -0,25718 S 646 2 ___1 0,923225 0,00112124 110,84 71,213 110,84 0,19196 212890000 9202200 114320000 89367000

RPRD2 -0,257456 S 374 3 ___1 0,999786 6,16E-26 164,64 138,63 164,64 -0,28462 124600000 2972300 71229000 50397000

KIF20A -0,257666 S 532 2 ___1 0,993414 0,00014917 124,24 69,976 124,24 0,18294 36629000 1629700 21469000 13530000

TSC2 -0,257898 S 1799 2 ___1 0,904046 0,00017201 117,93 103,49 110,29 0,095618 196880000 7122600 109670000 80085000



ACTR2 -0,257938 T 117 2 ___1 1 0,00120125 109,15 86,567 109,15 0,56166 81391000 2616600 40994000 37781000

PCF11 -0,257977 S 705 2 ___1 1 1,05E-20 170 139,57 92,039 1,0263 139260000 150910 52757000 86347000

USP28 -0,258322 S 1053 3 ___1 0,800158 0,0132975 44,089 28,848 44,089 -0,67204 13439000 648520 7525400 5265400

CDT1 -0,258438 S 318 2 ___1 0,998092 6,20E-14 156,22 135,55 123,63 0,39024 147930000 11076000 79261000 57592000

NFATC2 -0,259098 S 856 2 ___1 0,996272 1,02E-14 163,35 144,28 163,35 0,21201 116580000 4566000 74871000 37140000

SRRM1 -0,259737 S 781 3 ___2 0,989099 1,39E-05 90,858 78,778 90,858 -0,037032 531960000 24594000 285160000 222210000

YEATS2 -0,259797 S 447 2 ___1 0,999998 0,00045348 89,466 70,224 89,466 -0,024259 378120000 18641000 197440000 162030000

KIAA1429 -0,26022 S 138 4 ___1 0,878996 4,56E-06 90,518 83,406 54,744 0,14716 1477000000 30694000 790110000 656150000

ATRX -0,260221 S 598 2 ___2 0,969773 1,43E-07 109,44 70,294 104,7 0,0026478 1161100000 70499000 587850000 502790000

ILF3 -0,260663 S 477 3 ___1 0,606007 1,32E-38 194,19 142,46 94,671 -0,07775 223460000 37056000 86735000 99668000

TMEM245 -0,260912 S 15 2 ___1 0,950519 7,20E-20 168,89 141,79 168,89 0,49833 118140000 146550 72932000 45066000

IKZF3 -0,260948 S 378 2 ___1 1 8,53E-134 272,3 252,62 272,3 -0,2706 474090000 18381000 274140000 181560000

KIAA0319L -0,261154 S 978 2 ___1 0,999994 1,45E-13 158,92 134,73 158,92 -0,060421 32274000 776110 18869000 12628000

MPHOSPH8 -0,261191 S 51 2 ___1 1 1,31E-101 220,34 220,34 147,1 -0,40811 1223900000 49701000 654560000 519670000

SMARCAD1 -0,261225 S 146 2 ___1 1 1,34E-115 252,4 215,76 84,249 0,7038 425950000 6171300 233130000 186650000

SON -0,261261 S 1697 2 ___1 0,999997 0,00324771 73,834 59,148 73,156 0,34484 1350900000 587590000 420630000 342710000

PBRM1 -0,261656 S 39 3 ___1 0,98818 3,85E-08 134,21 123,69 134,21 -0,075244 31607000 842270 18682000 12083000

STX7 -0,261673 S 125 3 ___2 0,899284 0,00068645 95,236 65,031 41,136 -0,24347 33012000 946990 15807000 16258000

STX7 -0,261673 S 126 2 ___2 0,820783 7,81E-05 99,055 87,079 92,633 0,15157 574740000 2517300 308250000 263980000

PHF2 -0,261846 S 539 3 ___1 0,533891 0,00121787 59,359 49,011 59,359 0,62214 45528000 2735500 24316000 18477000

HSPA14 -0,26195 S 186 3 ___1 0,82629 4,92E-05 84,529 71,472 58,477 2,4663 10595000 947240 5617300 4030900

CDC25C -0,262151 S 168 2 ___1 0,997839 0,00547301 77,124 43,895 73,466 -0,27176 269250000 240600000 15150000 13500000

ACIN1 -0,262633 S 838 2 ___1 0,988581 8,46E-14 156 135,42 156 0,045149 483830000 9587600 270390000 203850000

PNN -0,262759 S 100 3 ___1 1 2,61E-192 305,54 263,19 54,117 -0,066786 1611400000 19401000 852310000 739710000

RIC1 -0,262971 T 992 3 ___1 0,898535 1,93E-07 105,19 95,977 95,541 0,287 92789000 4578900 44325000 43886000

RBM23 -0,263217 S 149 2 ___1 1 1,90E-20 174,59 148,87 174,59 0,13204 3372900000 27880000 1825300000 1519700000

SEC24B -0,263231 S 1224 3 ___1 0,964532 0,00021793 86,488 70,943 68,173 -0,32965 117230000 115830 61916000 55198000

ZNF106 -0,263265 S 859 2 ___1 0,606988 0,00166208 78,486 48,55 78,486 0,45587 28861000 364870 17095000 11401000

AFTPH -0,263324 S 409 3 ___1 0,649969 0,0018437 46,709 34,628 46,709 0,48938 73671000 3459400 25401000 44811000

ZMYND8 -0,263385 S 406 2 ___1 0,996064 3,30E-15 132,5 114,23 94,122 0,52627 858080000 27889000 440330000 389860000

SF1 -0,26343 S 82 3 ___1 0,999997 9,32E-51 192,52 182,67 192,52 -0,21297 3750700000 56731000 1988100000 1705900000

NUP153 -0,263723 S 333 3 ___1 0,678408 0,00016944 84,508 55,532 78,78 -0,082765 192100000 20203000 103290000 68613000

TRA2A -0,263857 T 202 3 ___1 0,989901 5,56E-11 104,29 91,354 62,861 0,020088 157870000 1046700 88552000 68270000

ZC3H13 -0,264062 S 1438 2 ___1 0,999273 2,54E-62 218,12 181,27 218,12 -0,020472 62722000 260650 30965000 31497000

SSH2 -0,264305 S 36 2 ___1 0,998999 0,00013243 117,25 67,9 107,06 -0,15732 25591000 2894200 8340000 14357000

TBC1D1 -0,264306 S 507 2 ___1 0,940336 0,00352458 56,959 32,918 55,885 0,24384 88273000 13561000 39654000 35058000

MGME1 -0,264391 S 343 2 ___1 1 0,00022167 124,42 98,864 124,42 0,84942 12612000 1464200 6579700 4567800

ANAPC4 -0,264738 S 779 3 ___1 0,643017 2,11E-07 107,59 103,39 107,59 -0,062203 395610000 2659300 243690000 149260000

WIZ -0,265803 S 1146 3 ___1 0,995739 1,78E-05 88,517 80,33 77,287 0,35131 133040000 3928400 74393000 54719000

PRPF38B -0,265958 S 529 3 ___1 1 3,13E-74 200,93 168,68 149,09 -0,41646 319470000 6400300 167390000 145680000

GPATCH8 -0,265968 S 738 2 ___1 0,845244 1,11E-05 134,14 106,47 115,56 0,30745 200880000 1058400 125760000 74063000

CCNL1 -0,266024 S 335 3 ___1 0,993928 4,08E-22 122,53 114,42 98,37 0,50468 747850000 12779000 345020000 390050000

SRRM2 -0,26661 S 2032 2 ___1 0,999432 0,0102047 101,38 24,189 90,827 0,26016 370290000 11661000 200970000 157660000

TMPO -0,267002 S 66 3 ___1 0,999995 6,05E-36 185,65 178,12 110,16 -0,40519 1,3034E+10 136330000 7212300000 5685700000

CHD8 -0,267097 S 2211 4 ___1 0,953834 1,81E-19 126,36 117,84 126,36 0,39823 28243000 586930 16568000 11088000

TCOF1 -0,267676 S 1378 2 ___1 0,999948 8,27E-153 250,52 238,98 160,09 -0,3088 1,1936E+10 396070000 6680600000 4859100000

BUB1B -0,267756 S 670 2 ___1 1 2,95E-10 88,092 61,65 88,092 -0,0091043 91774000 6976900 52010000 32787000

DCLRE1C -0,267757 S 516 3 ___1 0,652549 4,56E-08 116,82 103,76 116,82 -0,23951 101400000 3565300 69417000 28414000

ACACA -0,268417 S 48 3 ___1 0,531245 5,48E-10 91,437 85,073 91,437 0,86997 19063000 4086100 9769400 5208000

TMCC2;TMCC3-0,268494 S 438 2 ___1 1 4,48E-26 187,78 156,6 187,78 0,10321 645560000 68733000 313900000 262920000

RELB -0,268525 S 116 3 ___1 1 0,00017963 72,935 63,602 72,935 0,14909 115470000 3745800 61508000 50213000

PCBP2 -0,268643 S 187 3 ___1 0,506551 0,00052026 75,376 60,5 75,376 0,058014 56398000 1062600 29326000 26009000

WIZ -0,268693 S 996 2 ___1 0,9994 2,42E-05 128,71 108,92 128,71 0,6762 313270000 33139000 159440000 120690000

WIZ -0,269147 T 1337 2 ___1 0,993785 0,00541166 89,805 50,842 89,805 0,3399 29463000 1125600 18415000 9922100

KIAA1429 -0,269197 S 1579 2 ___1 0,867107 1,55E-35 189,99 160,3 189,99 -0,16556 692930000 16986000 378460000 297490000

PDS5B -0,269498 S 1182 3 ___1 0,999976 2,16E-72 222,66 207,89 145,29 -0,07523 963620000 14585000 499240000 449790000

UGP2 -0,269636 S 448 3 ___1 1 2,96E-14 147,5 124,45 147,5 -0,19718 542140000 9082400 230260000 302800000

PML -0,269793 S 518 2 ___3 1 1,09E-21 106,06 100,31 61,52 1,4062 1777200000 65617000 992360000 719260000

PML -0,269793 S 527 2 ___3 1 1,09E-21 119,92 104,29 61,52 1,4062 3357500000 160590000 1812200000 1384700000

BCLAF1 -0,269984 S 268 2 ___2 1 0 407,99 376,92 407,99 -0,15643 943430000 23726000 537770000 381930000

BCLAF1 -0,269984 T 257 3 ___2 1 1,27E-92 218,74 201,72 214,65 -0,76796 430080000 10347000 258640000 161090000

ARHGAP19 -0,270156 S 7 2 ___1 0,999999 0,00046423 84,297 68,332 84,297 -0,32953 8999500 260290 3781200 4958000

ELL -0,270365 S 442 3 ___1 0,845714 3,73E-05 103,9 85,801 103,9 -0,74111 77138000 938390 40997000 35202000

EIF4ENIF1 -0,270392 S 751 3 ___1 0,54813 1,26E-19 152,53 124,89 152,53 0,18279 116860000 4904300 63582000 48372000

MICALL1 -0,27113 S 295 3 ___1 0,974812 0,002294 58,997 48,801 58,997 -0,15512 8691400 1336700 4199000 3155800

NCOR1 -0,271564 S 1472 2 ___1 0,999998 0,00021018 92,457 77,426 92,457 0,46805 432070000 21979000 223100000 186990000

PRKD2 -0,271805 S 197 2 ___1 0,990466 1,23E-06 126,8 117,87 68,173 0,11391 528710000 2297700 286100000 240310000

FAM208B -0,271984 S 685 2 ___1 1 1,39E-05 129 78,894 129 -0,087116 234500000 9543200 127440000 97513000

SRRM2 -0,272088 S 2692 2 ___2 0,989928 0,00398911 82,417 45,832 70,412 -0,036408 143180000 4898300 77790000 60488000

SRRM2 -0,272088 S 2694 2 ___2 0,999455 2,34E-08 109,16 63,788 99,283 0,45176 1828800000 59779000 764540000 1004400000

SF3A1 -0,272106 T 383 3 ___1 0,999996 7,24E-05 68,207 60,341 64,733 -0,058928 39052000 1053600 14526000 23473000

CAD -0,27235 S 1938 3 ___1 0,999999 0,00216915 64,04 57,287 64,04 0,44684 29064000 154970 10072000 18837000

CCDC18 -0,272389 S 1355 2 ___1 0,999629 0,00363063 90,913 60,978 90,913 -0,25158 43707000 1965600 22706000 19035000

DCP1A -0,272405 S 319 3 ___2 0,828141 9,74E-06 61,776 50,971 49,152 -0,8579 195350000 41692000 97075000 56581000

SLC4A2 -0,272663 S 461 4 ___1 0,62966 1,31E-05 52,829 43,202 44,534 -0,73071 19408000 492910 14403000 4512300

MS4A1 -0,273642 S 7 2 ___1 0,999945 9,49E-21 167,14 136,66 66,215 -0,11701 582860000 15996000 316980000 249880000

MIA2 -0,273893 S 1144 2 ___1 0,999985 4,37E-12 124,51 124,51 108,17 -0,010233 469350000 18933000 257370000 193050000

ARFGEF1 -0,273933 S 1569 2 ___1 1 6,24E-27 148,18 128,51 148,18 0,010391 428540000 28502000 232440000 167590000

DYRK2 -0,27411 S 48 2 ___1 0,989916 0,00068917 87,138 77,483 76,85 -0,32225 44285000 505620 18554000 25225000

ATP8A1 -0,274198 T 28 3 ___2 0,622453 0,00012734 115,76 105,42 63,184 0,1581 77517000 7345500 40843000 29328000

EIF4G1 -0,274599 S 1194 3 ___1 0,980341 0,0237764 46,319 27,906 46,319 -0,55729 33625000 879200 18001000 14745000

PYGO2 -0,274756 T 302 2 ___1 1 0,00046278 113,67 90,448 113,43 0,38579 172050000 23411000 89189000 59449000

SLMAP -0,274931 S 452 2 ___1 0,941959 2,83E-06 139,3 106,97 110,51 -0,49826 57840000 2220000 31497000 24123000

ZNF318 -0,275001 S 207 3 ___1 0,886589 0,00064366 54,672 44,848 54,672 0,60024 35683000 3542700 15170000 16970000

STAT1 -0,27505 S 727 2 ___1 0,999997 1,84E-39 191,07 157,18 158,58 -0,29683 185600000 9077600 115430000 61088000

RAD18 -0,275189 S 99 2 ___1 1 2,76E-59 197,19 151,27 143,25 0,011874 361770000 21826000 188590000 151350000

ADORA2A -0,27521 S 329 2 ___1 0,996319 0,0153495 56,599 38,503 56,599 -2,5554 18936000 1492900 9999800 7443300

PBRM1 -0,275385 S 1119 3 ___1 0,962382 8,79E-05 94,057 77,564 50,255 -0,0065147 23627000 538040 12454000 10635000

SIT1 -0,275647 S 102 4 ___1 0,723838 3,08E-09 72,006 62,65 67,767 0,8485 21526000 519990 16347000 4658700

SRRM2 -0,275804 S 1382 2 ___2 0,989665 5,76E-51 213,49 182,27 143,99 -0,018653 109820000 6458100 53781000 49580000

SRRM2 -0,275804 S 1387 2 ___2 0,999999 2,78E-114 253,1 226,13 220,59 0,12821 569800000 18409000 310780000 240610000

WIZ -0,276293 S 982 2 ___1 0,625416 0,00392999 73,781 62,291 73,781 -0,0062613 23568000 1074200 13736000 8757700

DCP1B -0,276345 S 147 2 ___1 0,996088 0,00010292 85,231 69,993 85,231 -0,55083 69869000 2021400 30782000 37066000

RPRD1B -0,276685 S 166 3 ___1 0,989544 5,05E-56 177,41 166,62 153,02 0,86663 861710000 19300000 483600000 358810000

RPRD2 -0,276759 S 485 3 ___1 0,711896 1,23E-11 138,08 117,27 138,08 -0,35123 537720000 4804000 319190000 213720000

AFTPH -0,277142 S 226 3 ___1 0,999353 1,46E-07 94,006 78,118 94,006 1,0165 40503000 3083900 24089000 13331000

CAAP1 -0,27725 S 120 3 ___1 1 5,22E-05 89,028 80,939 89,028 0,65101 23998000 2688100 12396000 8914100

SMARCC1 -0,277251 S 830 2 ___1 0,996121 3,69E-28 181,81 170,71 180,1 0,18172 83238000 2783700 43535000 36920000

EPRS -0,277602 S 434 2 ___1 0,999957 1,71E-18 173,72 122,28 173,72 -0,3616 63399000 3402500 28447000 31550000

ZNF318 -0,277882 S 1896 2 ___1 1 9,28E-05 100,35 84,814 90,707 -0,032767 718970000 26001000 390200000 302770000

NAP1L1 -0,278024 T 31 3 ___1 0,522905 0,00048769 43,066 37,465 43,066 0,17077 13640000 191330 9610600 3838300

PPP6R1 -0,278321 T 754 4 ___1 0,651199 1,59E-20 93,521 85,779 93,521 0,18599 182900000 94517000 59121000 29267000

SAFB2;SAFB -0,278479 S 234 3 ___1 0,951447 6,64E-13 138,07 101,48 129,9 0,18751 183950000 5440100 108260000 70251000

NBN -0,278724 S 509 3 ___1 1 9,67E-27 173,09 158,12 173,09 -0,42339 71504000 1290600 51022000 19192000

CCT8 -0,278741 S 23 2 ___1 0,999999 0,00551974 77,062 39,382 77,062 0,85825 15308000 652880 7768300 6886500

GATAD2A -0,278794 S 340 3 ___1 0,91608 4,91E-08 111,5 100,79 73,74 -0,20004 148750000 913150 106480000 41361000

BRF2 -0,27917 S 385 3 ___1 0,974452 1,59E-13 135,32 123,8 123,19 1,3728 218480000 38162000 101960000 78363000

BPTF -0,279179 S 763 2 ___1 0,999942 2,98E-12 153,32 119,43 153,32 -0,50936 59420000 1518300 33461000 24442000

CENPC -0,279371 S 709 2 ___1 0,954181 5,59E-149 280,65 254,54 156,13 -0,11104 27816000 659810 18025000 9130800

PRR11 -0,279529 S 307 3 ___1 0,872244 0,0141002 44,311 27,883 44,311 -0,10566 34590000 756730 6899000 26934000

ZNF280D -0,279819 S 104 4 ___1 0,997852 3,17E-11 108,33 98,45 87,396 -0,26719 110250000 4209900 60722000 45321000

UTP14A -0,279827 S 405 4 ___1 0,947196 9,57E-14 80,681 69,603 80,681 -0,12801 35237000 1418100 23235000 10584000

DENND4A -0,280247 S 1035 2 ___1 1 0,00088557 83,204 70,627 48,625 -0,59229 19444000 239220 6726900 12478000

ZNHIT6 -0,280352 S 17 3 ___1 0,72326 0,00041445 68,762 53,833 68,762 -0,055042 232610000 2606800 129130000 100880000



HMGXB4 -0,280713 S 497 2 ___1 0,999969 0,00054819 111,31 75,648 111,31 -0,25491 219550000 7298000 112480000 99775000

VCP -0,281158 S 705 3 ___1 0,8893 0,00345032 63,337 33,204 63,337 -0,19655 89773000 418670 47519000 41835000

SNIP1 -0,281189 S 52 2 ___1 0,993288 1,98E-15 164,53 139,57 164,53 -0,23877 978670000 15940000 555170000 407570000

FAM208A -0,282298 T 921 3 ___1 0,5 0,013259 48,229 35,128 48,229 -0,17907 92188000 8611300 42438000 41139000

ATRX -0,28279 S 34 3 ___1 0,527722 0,00641432 43,841 34,678 43,841 -0,16366 5686100 646480 2978900 2060700

PVRL1 -0,283343 S 422 3 ___1 1 1,83E-10 133,91 124,69 133,91 0,44391 276540000 34524000 151080000 90934000

NUFIP2 -0,283406 S 212 2 ___1 0,999814 1,64E-20 154,51 141,72 154,51 -0,29823 321950000 21427000 166650000 133880000

SNRNP200 -0,283632 S 457 2 ___1 1 1,35E-08 150,26 131,3 150,26 -0,038053 18358000 2405900 9094000 6858100

SF3B2 -0,284072 S 307 2 ___1 0,999999 1,14E-130 270,94 243,74 270,94 -0,026526 162000000 5749200 86477000 69775000

ARFGEF2 -0,28437 S 214 3 ___2 0,728848 7,00E-05 112,39 96,711 112,39 0,44955 183580000 664230 109320000 73597000

PML -0,284374 T 409 3 ___1 0,856223 6,40E-05 99,871 91,354 99,871 0,73238 70158000 2099800 35000000 33058000

BCLAF1 -0,285108 S 268 2 ___1 1 0 407,99 376,92 407,99 -0,15643 943430000 23726000 537770000 381930000

SMARCA4 -0,285143 S 610 3 ___1 0,903458 2,96E-38 167,05 149,77 167,05 0,81602 235970000 6021300 113450000 116490000

ATRX -0,285179 S 33 3 ___1 0,507477 4,92E-10 141,69 132,95 141,69 -0,18035 38817000 12359000 15861000 10597000

MYO9A -0,285344 S 1299 2 ___1 0,990022 0,00044926 105,65 80,799 72,846 -0,32568 124290000 5457100 63909000 54922000

SF3B2 -0,28553 S 307 2 ___2 0,999999 1,14E-130 270,94 243,74 270,94 -0,026526 162000000 5749200 86477000 69775000

SF3B2 -0,28553 S 309 2 ___2 0,998439 1,53E-100 216,16 201,57 211,13 0,04994 648730000 31102000 328730000 288890000

EIF4EBP1 -0,285582 T 37 3 ___2 0,941425 5,62E-15 109,1 96,327 109,1 0,23429 635280000 28529000 359450000 247300000

PRDM10 -0,285799 S 424 2 ___1 0,999978 2,97E-19 157,35 141,46 146 -0,15794 383650000 18041000 219380000 146230000

METTL10 -0,285949 S 21 2 ___1 1 0,00224344 71,98 60,004 71,98 0,69417 22541000 1302000 11173000 10066000

SMARCD2 -0,285979 T 217 2 ___1 0,999981 6,79E-131 272,31 245,9 228,94 0,4383 88258000 3143700 45960000 39155000

FOXK2 -0,2864 S 398 2 ___1 1 0,00352506 65,716 53,801 58,814 0,35129 68495000 2335500 37750000 28409000

DCP1A -0,286602 T 321 3 ___2 0,609142 2,41E-09 79,667 71,272 54,517 -0,028694 242390000 92648000 93582000 56161000

FAM208B -0,286614 S 2037 3 ___1 0,995405 3,11E-05 109,41 109,41 106,45 0,043476 534670000 2577000 295930000 236160000

PUM1 -0,286667 S 209 4 ___1 0,999275 5,86E-30 184,53 184,53 112,23 0,42399 1324900000 3188400 740670000 581070000

GLTSCR1 -0,286833 T 921 3 ___1 0,798527 0,00059848 58,812 51,937 58,812 -0,4571 81281000 3174200 52529000 25578000

RBM15B -0,287548 S 109 2 ___1 0,916991 7,11E-09 121,13 112,61 108,06 -0,33473 76677000 2710800 41504000 32463000

CDK1;CDK2;CDK3-0,28769 Y 15 2 ___1 0,999856 4,18E-15 163,16 84,604 81,92 0,12297 1,1967E+10 474160000 6543400000 4949900000

MAST2 -0,288067 S 66 2 ___1 0,999295 0,00010642 105,46 92,693 99,481 0,12626 61702000 15187000 28103000 18412000

RAB11FIP1;RAB11FIP2-0,288237 S 156 2 ___1 0,997882 0,00032718 107,37 93,968 107,37 -0,29261 249660000 10310000 118750000 120600000

PHF11 -0,288413 S 5 2 ___1 1 0,00152546 86,014 65,808 45,911 0,82772 348480000 13623000 185550000 149310000

PRRC2B -0,288523 S 1395 3 ___1 0,975022 0,00212917 42,536 33,489 40,8 -0,51571 52528000 7236700 26035000 19257000

SPEN -0,289369 S 727 3 ___2 1 6,30E-05 113,71 75,62 41,871 -0,065448 105280000 4478500 60330000 40468000

CEP135 -0,289386 S 356 3 ___1 0,999996 0,00371775 60,034 49,753 60,034 -0,037385 28117000 1684500 17677000 8756300

KCNA3 -0,289422 S 10 3 ___1 0,986899 0,00597937 54,281 41,3 54,281 0,15585 20826000 154570 11715000 8957100

BRD4 -0,289628 S 1126 2 ___1 0,99685 0,00020904 104,41 78,793 82,55 -0,17912 3517300000 79045000 1861300000 1576900000

RSL1D1 -0,289938 T 358 2 ___1 0,61711 4,28E-05 98,281 83,308 98,281 -0,29813 3554600000 198300000 1900000000 1456300000

NDC1 -0,290162 T 414 2 ___1 0,999088 0,0007707 105,46 75,402 100,11 0,34089 22369000 1484700 11817000 9067800

SAFB2 -0,290198 S 507 3 ___1 0,976948 8,35E-05 103,79 73,248 103,79 -0,21228 45718000 369440 36656000 8692800

HSPA4 -0,290815 S 546 2 ___1 1 5,27E-05 117,08 100,34 117,08 0,58986 17037000 3047100 6666900 7323100

TOX4 -0,290815 T 175 3 ___2 0,836334 3,88E-05 75,539 62,351 55,469 -0,093314 184890000 9185600 108130000 67580000

TP53BP1 -0,290902 S 294 2 ___1 1 3,72E-51 208,43 185,71 208,43 0,36316 343970000 60058000 165610000 118300000

OFD1 -0,291115 S 789 3 ___1 0,698056 0,00024876 78,078 59,246 66,977 0,77216 47222000 4715900 21897000 20610000

KANSL1 -0,291425 S 249 2 ___1 0,999928 0,00314695 71,555 36,834 71,555 -1,5899 58405000 8939100 28927000 20539000

RERE -0,292122 S 600 3 ___2 0,788323 2,70E-05 135,49 112,84 56,247 -0,1458 252830000 2332000 28961000 221540000

TMPO -0,292263 S 67 3 ___1 0,999948 4,09E-27 172,52 155,89 110,16 -0,40519 5259200000 52503000 2854100000 2352600000

NPAT -0,2935 S 207 2 ___1 0,998559 5,13E-05 124,6 108,46 105,25 -0,061439 21712000 315140 12568000 8828400

RRAGC -0,2935 S 15 2 ___1 0,999808 1,69E-17 163,91 136,05 163,91 -0,47502 63119000 2674500 38260000 22185000

KMT2D -0,293624 S 3199 3 ___1 0,886657 0,00015385 51,19 38,388 51,19 -1,0143 34161000 2078300 20251000 11832000

BAZ1B -0,293891 S 1468 2 ___1 1 7,40E-50 173,34 173,34 170,47 0,90417 283200000 18458000 157980000 106760000

-0,294013 S 82 3 ___1 0,898936 0,0224571 42,118 24,015 42,118 -0,88076 60821000 51060000 6541700 3218700

NEIL1 -0,294491 S 306 2 ___1 0,792294 0,0150172 62,658 25,811 50,392 0,60338 46400000 2448100 23276000 20675000

BRCA1 -0,294986 S 1009 3 ___1 0,558203 5,53E-06 61,28 51,133 57,078 0,82132 77255000 5065500 63671000 8517800

CDK1;CDK2;CDK3-0,295023 Y 19 2 ___1 0,998543 0,00739387 107,15 33,169 103,55 0,25543 250940000 21831000 124940000 104180000

ASAP1 -0,295073 S 843 3 ___1 0,999986 0,00249745 72,99 61,74 72,99 0,44682 56736000 1870800 28429000 26437000

RIOK1 -0,295323 S 22 3 ___1 0,726728 3,52E-06 133,93 112,89 84,942 0,13535 548570000 19622000 273540000 255410000

SP110 -0,296049 S 244 3 ___1 0,97235 0,00033491 42,064 37,951 41,904 -0,15008 44760000 1128900 30173000 13458000

ARHGAP24 -0,296397 S 415 2 ___1 0,896941 0,00020605 98,439 73,118 66,533 0,04309 94824000 2403800 55851000 36569000

PML -0,296499 S 527 2 ___1 1 1,09E-21 119,92 104,29 61,52 1,4062 3357500000 160590000 1812200000 1384700000

TP53BP1 -0,296563 S 809 2 ___1 0,999997 0,0039034 96,015 70,578 96,015 0,074654 33720000 441630 18340000 14938000

DENND1B -0,296772 S 652 2 ___1 0,64324 2,49E-09 146,78 94,222 146,78 0,44284 46942000 13543000 19242000 14157000

ORC1 -0,297239 S 287 2 ___1 0,996818 0,019615 73,887 26,7 66,663 -0,013104 51584000 337030 24090000 27157000

ARF1;ARF3 -0,298016 S 147 2 ___1 1 0,00179372 90,906 14,227 90,906 0,11663 23547000 681240 12435000 10430000

HUWE1 -0,298158 S 3117 2 ___1 0,815406 0,00045348 89,466 65,085 89,466 -0,010284 13586000 1578700 6350500 5656400

TLE4 -0,298265 S 292 2 ___1 0,995963 0,00049161 93,684 76,804 93,684 -0,058951 20301000 11404000 3782400 5114500

NBN -0,299483 S 604 2 ___1 0,995543 4,80E-05 125,18 105,5 125,18 0,30823 94256000 20294000 44288000 29674000

SENP3 -0,299515 S 212 3 ___1 0,999931 4,37E-13 121,64 102,77 121,64 -1,5556 359160000 6918300 193240000 159000000

RIC1 -0,299525 S 990 3 ___1 0,667338 1,42E-07 79,886 73,591 79,886 0,0074703 53962000 1785900 35869000 16308000

BABAM1 -0,29988 S 29 3 ___1 0,998498 0,0003493 65,581 54,058 65,581 -0,26123 13628000 480200 7407200 5740500

TRIM56 -0,29988 S 469 3 ___2 0,672225 0,00974354 43,291 34,359 43,291 -1,1466 9365300 333030 4176400 4855800

TRIM56 -0,29988 S 471 3 ___2 0,734446 0,00974354 43,291 34,359 43,291 -1,1466 9365300 333030 4176400 4855800

TRIM56 -0,29988 S 475 3 ___2 0,737797 7,43E-05 76,294 67,362 66,36 -0,042296 248730000 15754000 115540000 117440000

AKAP13 -0,299933 S 2709 2 ___1 0,964986 3,16E-10 142,97 121,93 99,409 0,31582 73289000 7094700 35510000 30684000

REV3L -0,30033 S 1724 2 ___1 0,99988 0,003296 85,522 64,821 80,69 -0,2765 43502000 2160800 22469000 18872000

PPP1R10 -0,300631 S 313 2 ___1 0,999961 6,12E-13 134,25 115,15 134,25 -0,092279 1172500000 34682000 616130000 521650000

SRRM1 -0,300804 S 769 3 ___3 0,99979 1,37E-06 114 101,2 114 -0,38429 1814800000 136300000 923390000 755100000

FAM21A;FAM21C-0,300972 T 479 2 ___1 0,556793 0,0113029 62,203 43,128 62,203 0,41478 44820000 2297600 23453000 19070000

SRRM1 -0,301053 S 773 3 ___3 0,915968 0,0001449 61,558 53,37 61,558 -0,67546 190980000 22818000 84798000 83368000

BAP18 -0,30181 T 161 3 ___1 1 1,92E-08 97,744 88,158 97,744 -0,31903 89758000 4526600 60209000 25023000

MAP1S -0,302244 S 631 3 ___2 0,517633 0,00102877 58,722 37,522 58,722 0,46677 42424000 1548900 22678000 18197000

MAP1S -0,302244 S 632 3 ___2 0,543443 0,00102877 58,722 37,522 58,722 0,46677 42424000 1548900 22678000 18197000

PCM1 -0,302428 S 991 2 ___1 0,999208 0,00438544 80,469 58,423 67,456 0,26494 118640000 5810400 62720000 50111000

TLK2 -0,302591 S 99 2 ___1 0,874744 1,99E-39 197,85 174,01 197,85 -0,43611 247900000 10419000 134540000 102940000

PDS5B -0,30261 S 1259 3 ___1 0,790848 0,0007148 68,88 59,131 46,982 0,12875 24475000 291290 12031000 12152000

RACGAP1 -0,302653 T 580 3 ___1 0,844343 0,00031765 78,674 67,394 50,883 0,22603 116900000 16420000 53243000 47239000

RALBP1 -0,302663 S 463 2 ___1 0,951105 1,50E-08 121,21 37,02 81,565 -0,15254 298850000 16650000 167940000 114260000

RBBP6 -0,302681 S 516 2 ___1 0,999986 0,00805349 67,456 44,23 67,456 0,068319 46946000 1810900 29712000 15424000

CLASP1 -0,302743 S 1223 3 ___1 0,999212 1,03E-05 114,15 103,16 91,175 -0,67799 172930000 1111900 96131000 75687000

ERBB2IP -0,303397 S 852 2 ___1 0,938028 1,80E-07 135,55 91,779 135,55 -0,4998 116020000 4343700 77385000 34292000

LCP1 -0,303541 Y 28 2 ___1 0,908118 0,0045577 93,823 76,943 93,823 0,19042 32371000 2030100 18746000 11595000

APBB2 -0,303935 S 341 2 ___1 0,830514 0,00318849 67,416 47,13 67,416 -0,81883 5295900 207760 2794600 2293500

FAM76B -0,304469 S 227 3 ___1 0,796641 7,05E-18 138,33 127,57 138,33 -0,23456 69900000 1158600 47214000 21528000

TPD52L2 -0,304594 S 166 2 ___1 1 0,00410408 98,902 48,707 98,902 -0,069557 106890000 1114400 60812000 44961000

RBM15 -0,305022 S 670 3 ___2 0,999204 0,00052722 78,976 70,984 78,976 -0,71851 56658000 612140 33839000 22208000

RBM15 -0,305022 S 674 3 ___2 0,898998 0,00052722 78,976 70,984 78,976 -0,71851 56658000 612140 33839000 22208000

PHF11 -0,305044 S 17 3 ___1 0,530253 4,09E-08 113,7 101,73 113,7 0,19845 554350000 9558400 271640000 273150000

PPFIBP1 -0,305093 S 794 3 ___1 0,999992 1,05E-20 169,85 150,03 156,92 -0,42934 290030000 467560 168610000 120950000

AFF4 -0,305146 S 706 2 ___1 0,998172 1,85E-08 140,96 100,16 140,96 -0,16123 104280000 2085100 45064000 57134000

BRD8 -0,306002 S 621 2 ___1 0,843826 0,0244012 57,434 36,914 57,434 0,15201 10743000 3313100 4634900 2795300

NR2C1 -0,306234 S 215 3 ___1 0,645429 0,00767265 42,618 34,117 42,618 -0,86259 14693000 1179900 8599400 4913900

ANKS1A -0,306444 Y 455 4 ___1 0,971013 9,98E-05 68,445 60,823 48,389 -0,13883 24049000 505190 14410000 9134300

DNAJC21 -0,306502 S 370 3 ___1 0,999312 3,34E-08 72,585 67,58 40,777 -0,53202 40947000 7514000 10075000 23358000

CCDC86 -0,306698 S 58 3 ___1 1 0,00379052 93,623 74,36 50,897 -0,010868 790550000 3153000 426700000 360690000

LEO1 -0,306941 S 658 2 ___1 1 4,75E-05 121,76 102 121,76 0,1722 272490000 11358000 139960000 121170000

SRRM1 -0,306995 S 393 2 ___2 0,999779 0,00239888 94,767 69,845 50,786 0,081686 3436400000 51699000 1841700000 1543000000

PRKD2 -0,307037 T 199 3 ___1 0,546625 2,40E-05 107,69 83,637 107,69 0,030319 137820000 468100 76470000 60881000

WDR44 -0,307073 T 349 2 ___1 0,522468 0,00392615 113,17 89,483 104,89 1,0128 28971000 913460 15130000 12927000

RBM25 -0,307214 S 703 2 ___1 1 1,36E-59 220,53 199,47 178,22 -0,046564 740280000 9179300 363120000 367990000

RPRD2 -0,307627 T 723 2 ___1 1 2,71E-173 300,25 252,72 300,25 0,011155 1664000000 12143000 946020000 705880000

NOL12 -0,307698 S 134 3 ___1 0,856662 1,16E-05 75,275 49,27 75,275 -1,3334 54355000 767120 18268000 35319000

SCAF11 -0,308547 S 796 2 ___1 0,999906 0,00046523 112,43 78,469 77,185 -0,78599 44873000 877120 15884000 28112000

FAAP20 -0,308672 S 113 3 ___1 1 4,38E-05 104,55 90,292 99,044 0,14504 146090000 22577000 69522000 53993000

TRA2B -0,309332 S 2 2 ___1 0,999773 2,70E-95 248,68 229,35 248,68 -1,0009 872910000 14272000 469110000 389530000

NUP210 -0,309413 T 1844 2 ___1 1 1,47E-05 88,101 83,204 66,708 -3,3226 399000000 13714000 209230000 176050000



PUM2 -0,310002 S 82 2 ___1 1 2,49E-39 168,39 168,39 168,39 0,14862 520030000 16275000 287810000 215940000

LARP7 -0,310156 S 261 3 ___1 0,998088 3,84E-50 208,87 164,86 100,62 -0,9957 1769200000 19756000 942630000 806780000

COIL -0,310292 T 303 2 ___1 0,99218 2,34E-13 141,88 106,77 127,7 -0,042183 295170000 12588000 158440000 124150000

SNRNP70 -0,310357 S 226 3 ___1 1 9,44E-10 148,89 130,64 123,14 -0,11129 1,1167E+10 49886000 6511800000 4605100000

NR2C2 -0,310746 S 351 3 ___1 0,889325 4,48E-05 77,984 63,823 77,984 0,049881 223390000 11486000 119750000 92152000

SH2B2 -0,311256 S 117 3 ___1 0,748749 4,53E-15 157,9 142,18 123,44 -0,40664 92397000 2051400 58358000 31987000

NUFIP2 -0,311561 S 112 2 ___1 0,999552 5,49E-08 143,93 110,24 143,93 -0,571 257630000 16111000 137980000 103540000

BRD8 -0,312491 S 579 3 ___1 0,99761 7,55E-20 151,38 140,48 151,38 -0,40687 159670000 1959400 108040000 49670000

TOX4 -0,312617 T 175 3 ___1 0,836334 3,88E-05 75,539 62,351 55,469 -0,093314 184890000 9185600 108130000 67580000

SIN3A -0,313549 T 266 3 ___1 0,835092 0,00058536 55,587 47,273 55,587 0,26148 22765000 1421400 13253000 8090600

LARP7 -0,313854 S 337 2 ___1 1 4,71E-92 246,5 192,16 115,91 -0,12482 375510000 2035500 240210000 133260000

ATL2 -0,314015 S 27 3 ___1 0,6579 1,17E-15 105,48 97,281 59,017 0,1914 44637000 176580 20249000 24211000

BCL2L13 -0,314524 S 426 2 ___1 0,951749 0,00044612 92,039 72,049 92,039 -0,076854 28674000 2194300 14554000 11926000

TCF4 -0,315424 S 484 3 ___1 0,835418 2,80E-13 116,55 101,05 106,64 -0,41858 102270000 4156300 61983000 36132000

UBN1 -0,315857 S 660 4 ___1 0,996661 7,34E-14 81,738 71,913 81,738 -0,065184 129910000 2743200 68858000 58313000

RBBP6 -0,316109 S 861 2 ___1 1 0,00010207 91,076 70,984 69,375 0,48486 859060000 4663800 519430000 334970000

EIF4ENIF1 -0,31615 S 587 2 ___1 0,999928 0,00010838 105,32 93,021 105,32 -1,1734 99285000 17769000 49764000 31752000

KAT6B -0,316489 S 1048 3 ___1 0,998848 0,00080771 73,168 47,849 73,168 -0,37661 223880000 8707300 120730000 94441000

TOPORS -0,317342 S 81 2 ___1 1 0,0121949 89,355 80,672 85,676 0,11976 25463000 1984500 12370000 11109000

TWF2 -0,317409 S 349 2 ___1 1 0,00119068 104,59 86,998 81,918 -0,5202 18832000 3511800 4207800 11112000

HNRNPA1;HNRNPA1L2-0,317613 S 22 2 ___1 0,996801 0,0004004 102,38 77,996 98,694 -0,28812 30591000 1272300 19115000 10203000

NUP88 -0,317894 S 167 2 ___1 0,57648 0,00322627 85,845 59,331 85,845 -0,20746 37721000 4622000 18817000 14282000

SRRM2 -0,317948 S 1326 3 ___2 0,703244 0,00122839 68,552 59,078 68,552 -3,8717 70548000 707310 42105000 27735000

GORASP1 -0,31802 S 220 4 ___1 0,551398 0,00026087 44,151 28,388 44,151 -0,016576 29014000 1976300 18033000 9004400

CEP72 -0,318164 S 404 3 ___1 0,837227 0,00063422 66,853 57,438 66,853 -0,17813 25995000 366200 24276000 1352200

POM121C -0,318362 S 323 3 ___2 0,515594 0,00014737 54,375 48,116 40,328 -0,52109 16953000 302170 12474000 4176400

POM121C -0,318362 S 325 3 ___2 0,517419 8,50E-06 65,736 57,19 65,736 -0,020693 16953000 302170 12474000 4176400

POM121C -0,318362 S 328 3 ___2 0,542698 8,50E-06 65,736 57,19 65,736 -0,020693 14859000 302170 10380000 4176400

DDX54 -0,318413 S 782 3 ___1 1 5,14E-113 261,15 232,19 174,82 0,36687 2292300000 15605000 1275700000 1001000000

SRRM2 -0,318616 T 2104 2 ___1 0,968543 6,29E-05 122,01 109,72 89,466 -0,093505 1150700000 3391900 713770000 433560000

ANAPC1 -0,31874 S 686 2 ___1 0,589843 0,0050989 65,472 51,792 65,472 0,29124 97915000 2513500 51453000 43948000

DDX21 -0,318781 S 13 2 ___1 0,997042 8,53E-05 116,86 94,312 102,65 -0,28789 243000000 2693700 138520000 101780000

ADNP -0,318911 S 921 2 ___1 0,990865 7,36E-05 132,79 96,112 132,79 -0,50748 1213600000 48449000 646710000 518400000

CDC6 -0,31901 S 54 2 ___1 1 0,0124223 77,192 6,2834 77,192 0,16579 21184000 72891 11635000 9475800

GMIP -0,319326 S 919 2 ___1 0,990032 0,00023071 109,07 76,451 103,6 0,19676 74469000 4109000 40492000 29868000

HCFC1 -0,319676 S 2019 2 ___1 0,667185 0,00195485 100,48 48,198 100,48 1,9166 61614000 5215300 27764000 28634000

TP53BP1 -0,319912 S 1113 2 ___1 0,5 7,94E-08 132,05 117,12 132,05 -1,3903 53844000 3629300 35746000 14470000

TP53BP1 -0,319912 S 1114 3 ___1 0,67636 7,94E-08 132,05 117,12 42,029 -0,26128 80966000 3629300 62867000 14470000

IPMK -0,320576 T 3 3 ___1 0,954985 0,00797922 41,904 29,471 41,904 0,012797 10939000 1177800 5973700 3787900

ADAM17 -0,32074 S 791 2 ___1 1 2,49E-59 218,06 193,99 218,06 0,48861 1356400000 75645000 747970000 532760000

NR2C2 -0,321117 T 352 3 ___1 0,749471 0,00322092 49,076 41,364 49,076 1,2919 97891000 3698100 57786000 36407000

TSC22D4 -0,321874 T 229 3 ___1 0,929235 0,00054845 68,291 57,68 67,367 0,11194 450630000 1733400 378880000 70022000

SMARCA5 -0,322087 S 116 2 ___1 0,933911 0,0021554 88,181 25,634 88,181 0,29414 457980000 20107000 254500000 183370000

SMN1 -0,322088 T 25 3 ___1 0,612638 1,28E-07 148,91 117,49 56,72 -0,22383 185260000 4348900 77427000 103480000

SLTM -0,322617 S 289 2 ___1 1 8,38E-91 219,16 195,13 219,16 0,35697 1097500000 58561000 618900000 420080000

FAM208A -0,322686 S 979 2 ___1 0,944598 2,95E-05 126,77 114,75 126,77 -0,043873 41805000 4396100 19562000 17846000

THRAP3 -0,322949 S 379 2 ___1 0,99967 7,50E-09 120,53 112,22 120,53 0,23625 1017900000 43070000 542640000 432140000

SRRM1 -0,323335 S 781 3 ___3 0,989099 1,39E-05 90,858 78,778 90,858 -0,037032 531960000 24594000 285160000 222210000

CASP8AP2 -0,323972 S 567 2 ___1 0,999926 3,42E-20 144,55 108,22 144,55 -0,05113 195050000 8053700 103050000 83950000

TOPORS -0,324234 S 101 2 ___1 0,5 1,43E-06 135,47 87,421 135,47 -0,2702 122980000 7995900 63608000 51375000

NCKIPSD -0,324816 T 181 3 ___1 0,976559 0,00801854 104,41 70,54 53,377 -0,035691 87216000 2029300 48375000 36812000

WAC -0,325068 S 266 4 ___1 0,95914 3,88E-06 109,41 99,352 109,41 -0,54864 71042000 4283800 46388000 20370000

ZC3H8 -0,325214 T 20 3 ___1 0,578004 1,14E-13 144,74 134,11 123,24 0,18867 143420000 775680 48955000 93689000

VGLL4 -0,325228 S 52 2 ___1 0,927559 0,0047021 88,187 78,972 83,226 0,16119 109180000 10089000 54177000 44910000

RERE -0,325292 S 656 2 ___1 0,999994 1,72E-112 254,18 254,18 149,96 0,019525 1632800000 5011500 918160000 709660000

LRMP -0,325634 S 444 2 ___1 0,999999 2,22E-63 222,11 185,66 143,14 0,046248 745670000 47329000 382600000 315740000

TNFRSF11B -0,325822 S 245 2 ___2 0,666667 0,024015 45,973 21,986 45,973 2,8957 49122000 6492400 25762000 16868000

TNFRSF11B -0,325822 S 246 2 ___2 0,666667 0,024015 45,973 21,986 45,973 2,8957 49122000 6492400 25762000 16868000

TP53BP1 -0,325865 S 580 3 ___1 0,999998 4,95E-05 63,013 55,396 63,013 -0,081305 29522000 1262600 19260000 8999700

SARNP -0,326793 T 60 3 ___1 0,999925 4,91E-56 183,01 173,65 183,01 0,23662 527110000 3233400 341190000 182690000

SPHK2 -0,327421 T 389 3 ___1 0,534524 0,00503189 45,269 37,993 45,269 0,4516 5624300 117380 2848800 2658100

SNRNP70 -0,328242 S 320 3 ___1 1 1,68E-20 95,682 90,11 42,456 -0,93195 795560000 10314000 542470000 242770000

BCR -0,328594 Y 177 3 ___1 1 0,00123208 90,731 82,975 57,175 0,53573 24306000 1410100 12638000 10258000

SAFB2;SAFB -0,328909 S 235 3 ___1 0,540683 2,83E-08 138,07 101,48 135,72 -0,15511 340380000 9771100 185150000 145460000

RBBP6 -0,329723 S 1328 2 ___1 1 4,36E-08 106,67 106,67 92,247 0,26544 884410000 41735000 464740000 377930000

TBC1D2B -0,329839 S 957 2 ___1 1 0,00146842 110,37 96,962 90,108 0,10804 77461000 3770300 48326000 25365000

OTUD4 -0,330411 S 1006 2 ___1 0,998811 0,00669996 62,378 45,439 62,378 -1,3458 9399800 378320 5148400 3873000

BRCA1 -0,3308 S 1336 2 ___1 1 2,44E-75 228,11 198,56 228,11 0,13766 336160000 14902000 173480000 147780000

PSIP1 -0,331151 S 514 2 ___1 0,929812 4,95E-10 148,52 115,7 81,448 0,039988 501840000 11757000 283810000 206270000

ZNF318 -0,331287 S 40 2 ___1 0,977297 9,77E-05 92,063 46,147 89,231 0,18354 268050000 2999000 147810000 117240000

SAFB2 -0,331411 S 513 2 ___1 0,99959 1,51E-05 97,579 97,579 79,771 -0,96949 76726000 2403500 47823000 26499000

RPL12 -0,33179 S 126 2 ___1 0,705367 0,0206654 46,39 11,682 46,39 -0,1701 78960000 2817300 43023000 33120000

NMI -0,332125 S 16 2 ___1 1 5,10E-74 233,84 181,26 155,06 -0,078284 270690000 12548000 142980000 115160000

ZDHHC5 -0,332397 S 621 2 ___1 1 0,00040002 102,5 85,566 102,5 -0,094394 253720000 77673000 98694000 77352000

THUMPD1 -0,332632 S 86 2 ___2 1 1,34E-17 127,32 119,02 78,814 -0,65504 700830000 33851000 359310000 307670000

THUMPD1 -0,332632 S 88 2 ___2 1 1,34E-17 127,32 119,02 78,814 -0,65504 680120000 31376000 344050000 304690000

FXR2 -0,333098 S 601 3 ___2 0,872303 0,0100907 48,115 39,068 40,404 0,12271 22641000 1208700 15621000 5811400

FXR2 -0,333098 S 603 3 ___2 0,971898 0,0100907 48,115 39,068 41,423 0,034357 22641000 1208700 15621000 5811400

PSIP1 -0,33318 S 177 3 ___1 0,997472 7,58E-08 124,82 110,66 124,82 -0,41627 76972000 19237000 34040000 23696000

SRSF1 -0,33339 S 199 3 ___1 0,998914 2,35E-07 142,83 97,397 65,175 -0,70342 6636300000 18389000 3821300000 2796700000

FAM53B -0,333571 S 179 3 ___1 0,864429 0,00062394 69,148 57,674 69,148 -0,32764 16759000 839050 6766600 9153600

SRRM1 -0,333846 S 775 3 ___3 0,986536 1,37E-06 114 101,2 114 -0,38429 1440800000 97951000 737620000 605190000

EMG1 -0,334207 S 5 2 ___1 1 0,0112491 56,043 45,734 46,796 0,22698 14680000 471520 7993200 6215300

HECA -0,334898 S 264 3 ___1 0,747242 0,00011656 61,241 53,881 61,241 -0,2371 29511000 2523000 14312000 12676000

YEATS2 -0,335052 S 403 3 ___1 0,556703 0,00016914 86,727 64,886 86,727 -0,027232 32276000 559140 18035000 13682000

ZNF318 -0,335167 S 173 3 ___1 1 3,73E-13 135,41 126,11 135,41 0,095185 750160000 9187000 432090000 308880000

TRA2B -0,33532 T 201 3 ___1 0,999406 0,00027073 80,738 70,542 80,738 -0,18249 603170000 10252000 344650000 248260000

AKIRIN1 -0,335572 S 22 3 ___1 0,998642 7,47E-05 90,22 77,429 69,922 -0,22083 42117000 551550 18861000 22705000

PHF11 -0,336055 S 16 3 ___1 0,5 4,40E-07 83,236 76,803 83,236 -0,1541 369480000 7454800 175580000 186450000

TERF2IP -0,336164 S 203 2 ___1 0,975664 4,59E-26 150,34 137,72 150,34 -0,25123 5731300000 243720000 3102900000 2384700000

STUB1 -0,337393 S 19 2 ___2 1 8,02E-08 115,34 96,517 115,34 0,16123 57410000 7537800 15044000 34828000

STUB1 -0,337393 S 23 2 ___2 0,998362 8,02E-08 115,34 96,517 115,34 0,16123 57410000 7537800 15044000 34828000

RBMX;RBMXL1-0,337442 S 208 2 ___1 1 3,84E-09 147,35 105,63 144,68 0,34584 4783400000 40447000 2658100000 2084900000

NCAPH -0,337886 T 79 2 ___1 0,750842 0,00106116 112,43 98,077 112,43 -0,15642 46052000 985540 29827000 15239000

BAZ2A -0,338009 S 1783 2 ___1 0,993605 3,74E-37 167,11 139,1 151,26 -0,064826 779570000 44189000 399770000 335610000

SCRIB -0,338323 S 1348 3 ___1 0,995336 1,83E-13 120,34 112 98,22 -1,3902 232590000 1829000 116340000 114420000

KAT7 -0,338957 T 88 2 ___1 0,998521 2,41E-11 152,38 112,46 91,093 0,45271 392280000 17783000 215370000 159130000

NR2C2 -0,339257 S 46 2 ___1 0,956175 4,33E-18 135,72 94,175 135,72 -0,59364 253500000 11757000 136310000 105430000

BUB1 -0,339318 S 596 2 ___1 1 2,22E-51 212,59 196,4 212,35 -0,20521 322850000 12221000 183330000 127300000

NUFIP2 -0,339637 S 652 2 ___1 1 0,00013425 117,09 107,1 117,09 -0,2001 126660000 545180 71318000 54797000

HCFC1 -0,340093 S 3 3 ___1 0,866506 9,92E-05 89,846 76,672 89,846 0,059752 76516000 2905700 42536000 31075000

CTDP1 -0,340422 S 874 2 ___1 0,58975 0,00091747 80,534 57,731 72,315 -0,14818 14612000 990690 7530200 6091100

BCL6 -0,340857 S 333 2 ___1 1 1,32E-47 191,55 129,9 191,55 -0,19528 1066700000 68849000 565940000 431940000

ARID1A -0,340989 S 301 3 ___1 0,535265 4,58E-06 56,914 46,492 56,914 0,74084 9995600 945010 7220900 1829600

TP53BP1 -0,34099 S 1678 2 ___1 1 4,29E-91 219,61 189,85 219,61 0,013693 1353000000 41849000 714160000 597030000

SRSF9 -0,341883 S 211 2 ___1 1 5,83E-05 98,407 91,718 98,407 -0,36984 721500000 22913000 398160000 300430000

SEC14L1 -0,342378 T 234 3 ___1 0,999999 1,34E-12 117,17 103,01 111,78 -0,09871 554830000 15056000 293530000 246240000

DDX41 -0,342927 S 66 4 ___1 0,5 1,84E-25 124,79 118,09 124,79 -0,02601 168730000 617740 106350000 61759000

DDX41 -0,342927 S 68 4 ___1 0,5 1,84E-25 124,79 118,09 124,79 -0,02601 168730000 617740 106350000 61759000

UIMC1 -0,34333 S 101 3 ___1 1 2,83E-05 117,01 98,948 102,78 -0,3096 72582000 9101600 37455000 26026000

TSC2 -0,343498 S 1798 2 ___1 0,5 0,00017201 117,93 103,49 117,93 -0,34334 176740000 6634600 98351000 71752000

USP14 -0,343892 S 143 3 ___1 0,999785 1,98E-05 109,26 100,3 109,26 0,057349 178310000 2483400 103690000 72132000

BAHD1 -0,344133 S 184 3 ___1 0,881754 3,33E-05 79,875 65,713 79,875 0,56034 39308000 8760000 19020000 11528000

RPS27 -0,344434 S 11 2 ___1 1 1,21E-59 184,34 156,06 101,56 0,042397 1440900000 66879000 783670000 590390000



RBM15 -0,345348 S 294 2 ___1 0,99996 1,97E-05 109,24 49,81 109,24 -0,03461 900490000 26564000 497790000 376130000

SMARCA2 -0,345645 S 588 3 ___1 0,8035 2,03E-10 95,145 82,998 95,145 -0,20836 84875000 4197700 50286000 30390000

NOP14 -0,345729 S 349 2 ___1 1 3,39E-26 178,67 147,78 104,09 -0,30486 40295000 1524000 28142000 10629000

CENPU -0,345968 T 98 2 ___1 0,903332 0,00060404 116,03 88,616 116,03 -0,93794 160990000 148650000 6757800 5589200

MYCBP2 -0,346371 S 3932 2 ___1 0,954066 0,011466 69,261 26,544 69,261 -0,16494 17854000 537710 9403600 7912700

MCM3 -0,347371 T 722 3 ___1 0,999886 7,04E-08 127,2 119,58 127,2 0,12546 556920000 25569000 274270000 257090000

SRSF6 -0,347659 S 303 2 ___1 0,996951 5,67E-06 85,271 80,488 64,313 0,20649 142450000 13427000 75283000 53735000

SRRM1 -0,347715 S 389 2 ___2 0,998867 0,00072782 107,03 61,308 66,953 -0,2451 3290000000 25833000 1879700000 1384400000

CLASP2 -0,347803 T 594 3 ___1 0,622499 3,01E-07 131,37 105,98 105,91 -0,24652 399640000 28357000 206730000 164550000

CEP164 -0,348339 S 472 3 ___1 1 0,00054 74,364 53,996 74,364 0,66562 41536000 753210 23335000 17448000

DEK -0,349163 S 51 2 ___1 1 0,00541051 64,711 16,288 56,916 0,04599 1311300000 45181000 738510000 527580000

ZBTB3 -0,349217 T 366 3 ___1 0,499992 2,96E-05 103,26 88,938 103,26 0,57049 18250000 1296000 9755500 7198800

NUFIP2 -0,350072 S 629 3 ___1 0,973888 5,49E-11 149,44 125,4 86,982 -0,19158 66268000 3474700 44008000 18786000

ZNF830 -0,35058 S 351 3 ___1 1 1,64E-05 106,81 94,004 106,81 0,17507 67140000 1440800 31751000 33949000

NF1 -0,351314 T 2514 3 ___1 0,553945 0,0149032 41,16 22,376 41,16 0,15562 20626000 2780200 9444900 8401000

EMB -0,351627 S 309 2 ___1 0,998588 0,00023271 117,63 101,74 115,12 -0,72234 33914000 1528200 25573000 6812700

ITSN2 -0,352124 S 884 3 ___2 0,993978 4,70E-41 192,18 161,29 90,468 0,56671 390150000 16757000 213980000 159420000

ITSN2 -0,352124 S 889 3 ___2 0,969506 1,97E-05 113,6 105,1 113,6 0,47195 64719000 1863300 43179000 19677000

SAFB -0,352381 S 601 2 ___1 1 2,35E-16 156,01 45,479 47,991 -0,066993 119860000 2081800 63293000 54487000

HNRNPA2B1 -0,352387 S 85 4 ___1 1 1,98E-07 110,4 98,551 87,25 -0,13245 307070000 7516600 204950000 94604000

ZC3H11A -0,352405 S 108 2 ___1 0,99973 0,00023371 108,58 56,314 108,58 -0,42452 310740000 16683000 169370000 124680000

SRRM2 -0,352539 S 1320 2 ___2 0,999909 1,08E-197 308,12 270,11 128,6 -0,16754 1,8185E+10 107680000 9818900000 8258600000

CCDC86 -0,353137 T 42 4 ___1 0,596332 2,32E-05 84,035 77,083 84,035 0,11103 726920000 5567100 364820000 356530000

GPBP1L1 -0,354335 S 286 2 ___1 0,563928 0,00460674 70,412 52,548 70,412 -0,0046513 8660200 1048600 4141400 3470200

MED16 -0,354516 T 571 3 ___1 1 0,0005046 80,545 69,49 80,545 0,13575 41518000 7129900 20578000 13810000

RAVER1 -0,354785 S 524 3 ___2 0,995192 4,57E-06 72,879 57,48 72,879 0,20133 73544000 6053600 43968000 23522000

GATAD2A -0,355014 S 100 3 ___2 1 1,77E-07 136,49 95,996 121,26 0,29379 891330000 69394000 440580000 381360000

GATAD2A -0,355014 S 107 3 ___2 0,999997 1,15E-05 121,26 92,855 121,26 0,29379 302410000 7215500 168760000 126430000

KDM2A -0,357145 S 832 3 ___1 0,999346 2,77E-07 138,75 110,54 138,75 0,020901 135130000 590480 75950000 58595000

EVI2B -0,357166 S 294 2 ___1 0,928331 6,17E-50 204,28 174,22 204,28 0,43564 112780000 4767400 58086000 49921000

IPMK -0,357382 S 7 3 ___1 0,956056 0,00618055 44,258 33,42 44,258 0,49405 10691000 127170 7181900 3382400

NCL -0,357437 S 145 3 ___1 1 9,25E-23 135,19 130,57 48,771 -0,08995 124030000 1323300 64669000 58035000

NBEAL2 -0,358633 S 2739 2 ___1 0,999998 7,59E-21 173,56 132,47 140,95 0,78479 119780000 39905000 47754000 32118000

PPFIBP1 -0,359051 S 579 2 ___1 0,953549 0,00030008 94,45 78,56 94,45 0,16573 68797000 13900000 25754000 29143000

APOOL -0,359489 S 203 2 ___1 0,972831 0,00043611 113,99 91,513 92,856 -2,4226 48306000 8535800 21216000 18554000

GATAD2B -0,359863 S 122 3 ___2 0,999941 0,0022936 58,722 50,122 58,722 -0,034697 98446000 5501200 57763000 35182000

GATAD2B -0,359863 T 120 3 ___2 0,999937 8,71E-05 103,92 95,428 58,722 -0,034697 493380000 35318000 232390000 225670000

BCL6 -0,35988 S 404 3 ___1 1 1,99E-214 301,77 287,62 61,477 0,49378 3251200000 23802000 1964700000 1262800000

PRKAB1 -0,36036 S 40 3 ___1 1 0,00016255 92,812 82,025 92,812 -0,22136 29436000 1296200 10962000 17178000

WIZ -0,361557 S 983 2 ___1 0,884635 2,82E-08 131,17 88,455 131,17 0,063705 166680000 12432000 86821000 67423000

SMARCC2 -0,362079 S 302 2 ___2 0,999493 1,28E-35 162,41 143,01 140,82 -0,042443 82903000 8698400 38794000 35411000

SMARCC2 -0,362079 S 304 2 ___2 0,953002 1,28E-35 162,41 143,01 140,82 -0,042443 78970000 8698400 38794000 31479000

BRD4 -0,362172 S 1045 2 ___1 1 7,97E-91 245,56 212,36 188,31 0,096335 464540000 12614000 261150000 190770000

GATAD2A -0,362954 T 49 3 ___1 0,997693 4,81E-19 151,38 137,32 151,38 -0,090758 1726000000 26722000 987270000 712040000

IFIT3 -0,364812 S 478 3 ___1 0,791124 0,00042248 44,413 36,017 44,413 1,264 15437000 1192700 10936000 3309200

SPAG7 -0,364931 S 158 3 ___1 0,944723 1,81E-10 130,75 118,62 87,21 0,21474 90407000 323660 58036000 32047000

TERF2 -0,365366 S 365 2 ___1 0,999992 8,70E-09 115,31 115,31 106,82 -0,12723 3691300000 147690000 2037100000 1506500000

CCAR2 -0,365874 S 124 2 ___1 1 0,00066137 85,958 71,539 53,754 -0,03472 116330000 12957000 60421000 42949000

TLK2 -0,367025 T 98 2 ___1 0,635 0,00051446 114,03 100,83 114,03 -0,65654 29970000 858250 16630000 12481000

DENND4A -0,367144 S 731 2 ___1 0,998847 0,00937154 65,295 49,157 65,295 -0,17793 74612000 3718400 43153000 27741000

ZDHHC14 -0,367547 S 455 2 ___1 0,999998 5,76E-08 147,26 113,39 147,26 0,16339 277260000 28021000 145830000 103410000

FUNDC1 -0,368998 S 13 3 ___1 0,719833 0,00020778 61,538 51,911 61,538 0,061043 10012000 941150 5334500 3736300

RBM15B -0,369035 S 267 3 ___1 0,996793 0,00040665 98,582 79,338 54,281 -0,072916 222750000 26481 120690000 102040000

GMIP -0,369781 S 437 2 ___2 0,998513 0,00018498 99,668 56,286 92,063 -0,34156 39318000 1938800 25025000 12354000

GMIP -0,369781 S 441 2 ___2 0,663714 0,0133645 66,387 44,332 66,387 0,92411 12624000 1938800 7224900 3460800

NCF1C;NCF1;NCF1B-0,369849 S 321 2 ___1 0,999999 9,83E-14 154,47 105,05 154,47 0,22132 638140000 9119500 377190000 251830000

FNBP4 -0,370176 S 499 2 ___1 1 1,17E-63 221,91 191,93 131,82 -0,41999 61882000 576060 40717000 20588000

RPRD1B -0,371012 S 132 3 ___1 0,696866 0,00200297 91,914 71,057 66,965 0,41407 8617400 1439600 1980800 5197100

DSN1 -0,371646 S 109 3 ___1 0,999942 0,00924527 48,907 32,965 48,907 -1,0381 3913000 249950 2193600 1469500

ZC3H13 -0,371655 S 77 3 ___1 0,999997 0,00065052 93,237 70,145 93,237 0,022827 594140000 5103300 387310000 201730000

NFATC2 -0,37187 S 110 2 ___1 0,997865 6,16E-06 135,1 93,274 135,1 0,16734 21147000 1618200 10757000 8771600

EYA3 -0,372428 S 262 2 ___1 0,972679 6,25E-07 139,04 119,97 139,04 -0,017429 32283000 1304000 15077000 15903000

EIF4EBP1 -0,372764 T 46 3 ___1 0,741332 5,62E-15 109,1 96,327 106,2 -0,29352 868960000 35976000 528700000 304290000

NCAPH -0,373196 S 81 2 ___1 0,968239 7,52E-08 145,71 120,85 134,61 0,097491 27172000 663180 9619000 16890000

EIF4EBP1 -0,373257 S 65 2 ___1 0,999841 0,00010004 128,22 98,92 70,622 0,52645 192120000 3252500 128210000 60652000

KIAA1109 -0,373907 S 1436 3 ___1 0,8258 0,00095664 53,262 39,85 53,262 -0,33739 7923900 411240 3913800 3598800

SRRM2 -0,373944 S 2407 3 ___2 0,995604 0,00018251 121,76 96,907 61,477 0,2659 144950000 1227400 72626000 71095000

SRRM2 -0,373944 T 2409 3 ___2 0,994926 0,00018251 121,76 96,907 49,535 0,24236 194000000 1976900 111410000 80617000

VCPIP1 -0,374002 S 998 2 ___1 0,823865 0,00010193 114,64 90,707 45,879 -0,78518 246940000 8375400 137930000 100640000

TUBA1B;TUBA1A;TUBA3E;TUBA4A;TUBA1C-0,374042 S 277 3 ___1 0,999928 0,00091949 64,83 52,204 64,83 -0,115 20522000 2041200 11450000 7030400

WDR43 -0,374059 S 431 2 ___1 1 1,39E-07 141,37 120,85 141,37 -0,54372 221120000 23753000 114110000 83256000

NEIL1 -0,374973 S 207 3 ___1 0,999008 1,59E-10 149,18 125,74 149,18 -0,071872 85128000 500850 54231000 30396000

ACTB;ACTG1;ACTA1;ACTC1;ACTG2;ACTA2-0,375029 T 324 2 ___1 0,638849 0,00184149 95,631 56,483 69,229 -2,2858 29934000 718920 8952800 20262000

SAFB2 -0,375328 S 195 2 ___1 0,786829 0,00813465 73,632 40,574 73,632 0,16423 4254100 335880 2589100 1329100

KIF21B -0,375684 S 1285 2 ___1 1 0,0133037 74,944 53,481 74,944 0,45487 20998000 657160 9587600 10753000

NAP1L1 -0,376081 S 69 2 ___1 0,999979 2,04E-28 149,09 137,32 149,09 0,3656 395570000 27462000 219810000 148310000

BCOR -0,376283 S 1139 3 ___1 0,982322 1,29E-71 215,98 198,91 206,93 -0,13139 63383000 827930 46221000 16334000

DCAF5 -0,376352 S 794 2 ___1 1 0,00380037 83,182 58,328 76,522 0,1918 570270000 198030000 209580000 162670000

TP53BP1 -0,376639 S 1460 3 ___1 0,543782 2,78E-10 86,822 75,819 45,359 -0,39227 87638000 3734700 62816000 21088000

DPF2 -0,376948 S 244 2 ___1 0,999987 2,68E-14 122,41 117,51 74,698 -0,016529 210510000 8446200 163600000 38466000

MIER3 -0,378063 S 53 2 ___1 0,987264 0,00356168 84,289 72,442 84,289 -0,30872 21901000 539970 12228000 9132500

UBA6 -0,378719 S 36 3 ___1 0,811405 0,00016243 78,916 62,231 78,916 -0,28066 13522000 890170 7900400 4731700

ZDHHC5 -0,378719 S 406 3 ___1 0,526166 0,00023519 113,52 91,679 76,061 0,2235 35473000 792270 29955000 4725600

SNIP1 -0,379301 S 35 3 ___1 1 1,53E-05 114,73 102,81 46,121 -1,0559 184520000 3367700 98599000 82555000

MEF2C -0,380563 S 396 2 ___1 1 0,00057334 113,69 70,943 113,69 -0,15816 1006400000 35577000 684910000 285960000

DTX3L -0,380603 S 539 2 ___1 1 0,0183593 80,219 63,886 80,219 -0,62204 149100000 5074600 80999000 63029000

FAM21A;FAM21C-0,380653 S 478 2 ___1 0,804823 0,0113029 57,106 35,549 47,774 0,86655 43760000 2601600 23008000 18151000

TOX4 -0,382144 S 178 3 ___1 0,87087 7,50E-05 76,691 57,481 57,802 -0,21657 107320000 3009600 66300000 38010000

ANAPC1 -0,382513 S 563 3 ___1 0,499944 5,53E-05 86,791 63,692 86,791 0,098581 182380000 5094500 108240000 69045000

ZNF608 -0,382593 S 964 2 ___1 0,979297 1,05E-07 102,62 86,756 102,62 0,166 136640000 4624600 72186000 59829000

DKC1 -0,382937 S 494 3 ___1 0,930455 2,75E-98 250,47 217,16 159,53 0,095291 452810000 9202600 261450000 182150000

NUMA1 -0,382965 S 1991 3 ___1 1 7,41E-05 91,276 69,473 81,65 -0,1474 17836000 346070 4647200 12843000

CBX8 -0,383209 S 110 2 ___1 0,997611 0,00418385 72,433 56,179 72,433 -1,5264 22355000 260420 14727000 7368100

SP4 -0,384585 S 757 3 ___1 0,999828 7,45E-07 91,532 83,91 91,532 -0,054247 116080000 25598000 55644000 34838000

LARP7 -0,384801 S 337 2 ___2 1 4,71E-92 246,5 192,16 115,91 -0,12482 375510000 2035500 240210000 133260000

LARP7 -0,384801 T 338 2 ___2 1 1,69E-60 222,16 155,67 115,91 -0,12482 411740000 8287000 205540000 197910000

STX12 -0,38489 S 142 2 ___1 0,999795 0,00028726 115,92 68,026 115,92 -0,30166 334840000 2846400 199290000 132700000

SRRM2 -0,384942 T 2289 3 ___1 0,801239 0,00059788 52,237 38,555 52,237 0,08654 17364000 890780 8722600 7750400

FKBP15 -0,386299 S 960 3 ___1 0,564604 5,57E-05 78,489 58,05 78,489 -0,42267 227580000 686180 135170000 91728000

PBRM1 -0,386688 S 636 2 ___1 1 0,00023091 109,04 88,66 102,08 0,13127 95835000 5643100 49723000 40469000

PHF20 -0,387695 S 488 2 ___1 1 8,20E-05 121,68 91,936 118,9 -0,084724 62556000 3407600 33606000 25543000

ARID1A -0,387921 S 1604 2 ___1 0,999999 0,0039034 96,015 60,474 96,015 -0,15918 30285000 1129700 19862000 9293100

FKBP3 -0,388242 S 34 3 ___1 0,603259 0,00591696 51,348 33,859 51,348 -0,3601 25956000 610240 15577000 9768300

SMARCA4 -0,389165 S 699 3 ___1 0,999971 1,85E-06 137,45 126,55 74,444 0,28768 163260000 4148400 94913000 64199000

NFATC2 -0,389905 S 326 2 ___1 0,499902 0,0212346 57,802 46,312 46,88 -0,03137 200640000 13483000 105920000 81237000

AFF4 -0,390077 S 1058 2 ___1 0,996677 0,00134475 99,732 71,719 99,732 0,07307 129690000 8917500 65189000 55586000

DIAPH1 -0,390566 S 22 2 ___1 0,999998 0,00072088 106,75 89,312 106,75 0,068084 26165000 284560 19582000 6298600

ACD -0,390812 S 111 2 ___1 0,774061 2,07E-12 156,81 139,12 143,25 0,72203 21364000 566520 11608000 9189700

DDX11L8;DDX11-0,391365 S 204 3 ___1 0,999999 2,56E-23 145,31 130,91 109,59 -0,84014 555670000 19632000 268330000 267710000

USP42 -0,391596 S 856 2 ___1 1 8,21E-06 132,51 109,15 132,51 0,28716 52636000 4213500 28195000 20227000

FAM53C -0,391604 S 234 2 ___1 0,995724 0,00075363 89,507 66,281 67,275 0,83078 83170000 5336800 48552000 29281000

DEK -0,39179 T 13 3 ___1 0,99132 9,75E-84 197,67 188,24 93,633 -0,51361 670320000 28063000 359670000 282590000

RRN3P2;RRN3-0,391923 S 44 2 ___1 1 0,00045781 75,018 52,412 52,555 0,92327 90039000 7547700 49343000 33148000

BAZ2A -0,392475 T 1050 3 ___1 0,545469 3,36E-05 80,303 68,843 46,578 0,18415 174450000 4836100 128060000 41558000



STIM2 -0,392743 S 613 3 ___1 0,591188 0,00016089 79,837 70,431 79,837 -0,24265 28554000 1128500 11823000 15603000

AFF3 -0,393556 S 755 2 ___1 1 5,75E-07 123,79 63,274 83,862 -0,11416 514500000 19743000 286300000 208460000

ARID1A -0,39368 S 1944 3 ___1 0,999984 3,14E-05 132,79 85,946 80,632 -0,097718 88951000 5729100 48214000 35008000

PRPF4B -0,393785 S 23 2 ___1 1 4,06E-79 232,78 208,55 232,78 -0,26041 173440000 3672000 94395000 75378000

DCP1A -0,394582 T 531 2 ___1 0,977663 0,00687585 68,257 54,293 68,257 -0,66446 9003500 147950 7138800 1716800

NUP62 -0,394657 S 408 2 ___1 1 4,76E-09 140,31 98,438 140,31 0,11866 19749000 2877500 9703200 7168300

CAND1 -0,394919 S 558 3 ___1 0,801643 0,00179411 60,747 50,826 52,909 0,34657 74836000 11279000 37387000 26170000

PALLD -0,395245 T 643 2 ___1 0,561925 0,00094804 79,771 66,893 79,771 0,12337 32227000 999770 18972000 12255000

ABCF1 -0,39534 S 166 2 ___1 1 7,74E-26 186,46 124,65 186,46 0,011297 32619000 1007100 22194000 9418000

SRRM1 -0,396286 S 463 2 ___2 1 1,06E-05 132,97 97,762 72,29 -0,13519 402920000 5267200 225290000 172360000

SRRM1 -0,396286 S 465 2 ___2 1 1,45E-108 256,96 209,15 72,29 -0,13519 4835600000 97982000 2223500000 2514200000

FIP1L1 -0,396289 S 492 4 ___2 0,999874 1,92E-51 204,96 180,81 161,64 -0,26776 5458900000 64554000 2913700000 2480700000

FIP1L1 -0,396289 S 500 4 ___2 0,999386 0,00020538 89,197 75,301 89,197 0,048421 338970000 9797900 188800000 140380000

CD83 -0,396897 S 189 2 ___1 0,769717 0,0114555 76,332 64,118 60,641 -0,14224 33615000 955070 18250000 14410000

TP53BP1 -0,397163 S 1067 3 ___1 0,858855 0,00074845 70,783 51,747 70,783 -0,073812 55486000 1850500 30799000 22836000

SAFB -0,397695 S 601 2 ___2 1 2,35E-16 156,01 45,479 47,991 -0,066993 119860000 2081800 63293000 54487000

SAFB -0,397695 S 604 2 ___2 1 0,0096663 82,954 31,677 47,991 -0,066993 6741000000 19440000 4071200000 2650400000

UTP3 -0,39879 S 37 3 ___1 0,998096 2,14E-24 139,79 129,08 139,79 -1,7775 68820000 2809800 48080000 17929000

LEMD3 -0,398912 S 140 2 ___2 0,963494 1,58E-50 182,35 162,25 159,31 0,1103 426580000 18088000 232780000 175720000

SMARCC2 -0,400587 S 306 2 ___2 0,755195 1,28E-35 162,41 143,01 88,561 1,0661 40087000 4569100 26398000 9120200

ETV3 -0,401006 T 157 3 ___1 0,506172 0,00928661 46,982 17,216 46,982 -1,6294 10951000 1539500 5951700 3460100

RGS14 -0,401044 S 478 3 ___1 0,983883 0,00227174 62,765 51,233 62,765 -0,28587 30315000 3404900 14283000 12628000

RBMX2 -0,401692 S 187 2 ___1 0,529206 2,50E-36 198,23 166,16 173,25 -0,33036 17664000 1290800 5253100 11120000

KIAA1429 -0,402355 T 184 3 ___1 1 7,15E-09 115,19 108,46 115,19 0,030138 4805200000 14829000 2675300000 2115100000

ANKS1A -0,402416 S 676 2 ___1 0,664733 0,00024241 107,14 84,022 107,14 1,6318 36317000 2537200 26507000 7272100

TRIP12 -0,403274 S 312 2 ___1 0,999359 0,0002473 107,61 67,495 107,61 0,62137 333580000 4028500 201640000 127910000

BAZ2A -0,40452 S 1397 2 ___1 0,990024 6,43E-10 111,11 111,11 111,11 0,20801 213090000 23265000 114520000 75311000

PALLD -0,404745 S 641 2 ___1 0,854358 0,00085416 87,519 76,423 80,706 0,092622 104640000 2078000 65596000 36965000

BCL2L12 -0,40479 S 242 2 ___1 0,969724 4,77E-25 179,67 126,11 100,19 0,2813 486170000 2806500 294360000 189010000

EIF2S2 -0,404854 S 67 2 ___1 1 0,00026285 103,76 96,381 67,93 -0,17181 45316000 2968900 24658000 17689000

SPEN -0,405404 S 2120 2 ___1 1 7,56E-05 126,1 85,382 126,1 0,47082 272920000 11434000 150040000 111440000

CDK13 -0,405451 T 1058 3 ___1 0,83974 0,00016672 65,155 46,436 62,57 -0,22626 66402000 2071300 40510000 23820000

ZNF608 -0,405478 S 627 2 ___1 1 9,66E-21 174,62 145,71 174,62 -0,044459 632860000 32718000 344010000 256140000

RPRD2 -0,405604 T 484 3 ___1 0,571569 1,04E-05 75,758 57,657 46,145 -0,29218 44689000 2122000 23309000 19258000

EIF4EBP1 -0,406924 S 44 3 ___2 0,5074 2,74E-10 92,302 79,622 77,024 -0,27097 59253000 7124700 34246000 17882000

CD22 -0,407481 S 717 2 ___1 0,969188 6,86E-22 170,65 152,36 104,03 -0,083602 362910000 7452000 208700000 146760000

KMT2B -0,407836 S 821 2 ___1 0,999872 0,00029556 87,676 73,114 84,035 -0,31726 68584000 10484000 33988000 24112000

HP1BP3 -0,40826 T 51 2 ___1 0,996286 0,00100068 126,83 90,407 96,464 -0,31617 97403000 4116900 58611000 34675000

DOT1L -0,408929 S 775 3 ___1 0,951658 9,93E-05 98,175 83,703 98,175 -0,042788 116640000 7055800 61995000 47593000

SRSF1 -0,409144 S 199 3 ___2 0,998914 2,35E-07 142,83 97,397 65,175 -0,70342 6636300000 18389000 3821300000 2796700000

SRSF1 -0,409144 S 205 2 ___2 0,980574 0,0041373 65,175 49,54 64,565 0,66378 260360000 590390 132530000 127240000

GTSE1 -0,409242 S 575 3 ___1 0,999994 1,32E-101 231,35 214,77 231,35 0,55502 704170000 4852700 440980000 258330000

HNRNPA3 -0,40966 S 43 3 ___1 0,998762 4,96E-05 98,7 81,542 98,7 -0,57026 94381000 6330000 50638000 37413000

MON1B -0,410524 S 61 2 ___1 0,954345 0,00051191 75,358 46,402 69,763 0,15497 41836000 3357300 21475000 17004000

INPP5D -0,410675 S 960 3 ___1 0,945118 6,24E-05 69,356 61,644 69,356 0,3651 41090000 2082300 24947000 14061000

TAF2 -0,410735 S 1184 2 ___1 0,655601 6,27E-05 121,45 91,642 90,707 -1,4922 64697000 1253200 35257000 28186000

CHD4 -0,412173 T 703 3 ___1 0,999565 7,96E-05 115,34 79,147 115,34 -0,42721 210070000 6068900 109830000 94170000

CWF19L2 -0,412322 S 372 3 ___1 1 5,97E-05 106,16 78,305 106,16 0,41639 53071000 1993700 30172000 20905000

SMARCA4 -0,412365 S 695 2 ___1 0,99983 5,63E-09 143,02 124,66 143,02 1,215 323970000 3506200 173430000 147040000

KDM1A -0,41473 S 69 4 ___1 0,998156 4,74E-15 86,136 78,202 76,822 0,097356 519730000 9380500 313700000 196650000

STK4 -0,41483 S 410 2 ___1 1 2,78E-05 123,11 83,859 85,821 0,035161 116940000 9542400 59033000 48368000

WIZ -0,414922 S 1517 2 ___1 0,999762 0,000713 103,88 85,467 103,88 0,030655 37286000 749240 23150000 13387000

SUV39H1 -0,414959 S 391 2 ___1 1 0,00029098 95,767 86,812 94,922 -0,013042 400860000 51420000 212140000 137300000

MEF2C -0,415233 S 240 2 ___1 1 0,0051339 72,652 49,224 72,652 -0,0030131 61420000 3350700 33122000 24948000

TAGAP -0,415847 S 661 2 ___1 1 0,00512764 69,261 23,981 69,261 -0,57503 47517000 11358000 19576000 16583000

RBM15 -0,416027 S 700 3 ___1 1 0,00017519 120,55 101,74 43,813 0,46074 6444600000 27403000 3782900000 2634400000

LRBA -0,416286 S 1135 3 ___1 0,983424 2,84E-08 83,826 72,194 83,826 -0,56648 49898000 1511100 27151000 21236000

NCOA5 -0,416544 S 9 2 ___1 0,92949 0,00018333 92,906 79,493 54,524 0,07875 444030000 1446700 369330000 73261000

EZH2 -0,4166 T 487 2 ___1 1 4,88E-12 155,24 134,78 155,24 -0,39451 2178300000 38066000 1276600000 863640000

APC -0,417386 S 987 2 ___1 0,993594 0,00031105 110,25 97,625 110,25 0,2623 26001000 1283800 17218000 7499600

SP1 -0,418013 S 7 2 ___1 0,999016 1,04E-09 148,46 131,33 148,46 -0,36954 110190000 4475000 60429000 45287000

RBM15 -0,418491 T 568 2 ___1 1 4,19E-06 144,55 105,4 144,55 -0,05653 1516100000 4766900 857840000 653510000

MED26 -0,419346 S 361 2 ___1 1 0,0013115 89,629 67,052 89,629 -1,7638 233490000 8378200 129340000 95779000

SOX5;SOX6 -0,419437 S 138 3 ___1 0,999999 0,00253366 81,632 59,099 65,105 -0,33667 60905000 1282700 37612000 22009000

DOT1L -0,419642 S 1348 2 ___1 0,528025 0,00346149 66,022 45,083 66,022 1,3601 8994700 1247100 4805800 2941800

BRCA1 -0,422381 S 1542 3 ___1 0,999998 4,92E-58 205,89 192,37 205,89 -0,0078637 188210000 4486700 129800000 53927000

SPEN -0,422509 S 2159 2 ___1 0,990953 0,00018357 120,63 92,423 120,63 0,58766 40357000 5283200 23776000 11297000

AFF4 -0,423089 S 694 2 ___1 1 0,00028466 117,53 87,341 88,392 -0,6617 73171000 2751000 45180000 25240000

TBC1D1 -0,423894 S 558 2 ___1 0,61358 0,016146 64,64 41,264 64,64 -0,0069034 25307000 3727900 11235000 10345000

LSR -0,424881 S 493 3 ___1 0,999999 6,16E-05 93,446 83,916 93,446 0,097286 73368000 179910 51643000 21546000

NCOA3 -0,425133 S 867 2 ___1 0,673829 0,00046983 97,291 70,618 97,291 0,31382 8171700 413640 5080700 2677300

ZC3H15 -0,426044 S 231 2 ___1 1 0,00172654 84,365 66,501 84,365 0,49678 7892700 310140 3805500 3777000

RAVER1 -0,426044 S 512 3 ___2 0,521896 4,57E-06 72,879 57,48 72,879 0,20133 50365000 4309600 29892000 16163000

ARHGEF7 -0,42619 S 694 2 ___1 1 0,00073705 119,25 103,05 119,25 0,045323 141570000 6085300 76987000 58502000

SSX2IP -0,426199 S 293 2 ___1 0,998889 0,0236807 79,82 58,314 79,82 0,88099 23842000 397220 15308000 8136400

GCFC2 -0,427225 S 174 2 ___2 1 2,10E-39 200,45 189,79 133,93 0,43446 178320000 3180500 106810000 68330000

GCFC2 -0,427225 S 180 2 ___2 1 7,37E-79 230,93 188,6 133,93 0,43446 398620000 9051500 220280000 169290000

ZMYND8 -0,428488 S 460 3 ___1 0,630679 0,00203706 59,975 48,6 59,975 0,51481 13059000 456190 7147500 5455400

TUBA1B;TUBA1A;TUBA4A;TUBA1C-0,428779 S 419 4 ___1 0,999967 6,21E-05 61,555 53,357 61,555 -0,61442 9298500 140940 6758800 2398800

HP1BP3 -0,428901 S 6 2 ___1 0,997562 2,21E-05 126,83 101,36 86,288 0,042287 161440000 8298500 91499000 61643000

FAM21A;FAM21C-0,429752 S 728 2 ___1 0,999999 2,42E-06 137,61 120,12 137,61 -0,087404 521620000 51863000 273670000 196100000

TOPORS -0,430442 S 98 2 ___1 0,967303 4,50E-09 140,96 93,77 119,65 -0,51725 308970000 27915000 158980000 122070000

MDC1 -0,431275 S 376 3 ___1 0,913048 1,93E-05 73,936 65,943 62,683 0,049336 233950000 8944800 146340000 78668000

NCL -0,431354 S 580 2 ___1 1 5,76E-08 147,26 135,1 147,26 0,13345 246170000 16314000 133620000 96230000

TJP2 -0,431715 S 244 2 ___1 1 3,84E-18 173,19 146,06 173,19 1,8816 388580000 3928500 200730000 183920000

NUAK2 -0,433643 S 418 3 ___1 0,543784 3,39E-06 62,434 57,168 54,937 0,19527 86645000 805460 14767000 71073000

HERC1 -0,43411 T 1429 3 ___1 0,509551 0,00407618 41,601 34,067 41,601 0,12141 110510000 23635000 48922000 37955000

SLTM -0,435421 S 553 2 ___1 1 1,10E-18 144,27 134,21 144,27 -0,046942 1687900000 80971000 947810000 659130000

ELK3 -0,436371 S 396 2 ___1 1 0,00069703 79,614 62,841 79,614 -0,19816 217320000 12416000 123840000 81069000

OSBPL11 -0,436627 S 178 2 ___1 0,508454 0,00545617 65,092 40,749 65,092 -0,675 8259000 102650 4400900 3755400

KDM5C -0,437454 S 301 2 ___1 0,999985 4,22E-08 148,62 129,78 148,62 -1,0777 15689000 2528300 7807500 5353700

MMACHC -0,437662 S 245 3 ___1 0,70663 3,44E-06 71,472 59,731 71,472 0,55558 9588700 764050 3609200 5215400

ZNF318 -0,437877 S 1971 3 ___1 0,999995 0,00033559 95,067 84,968 95,067 0,075636 24619000 1140300 8439600 15039000

RIF1 -0,437916 S 7 3 ___1 0,948139 1,31E-05 56,383 46,5 56,383 0,44955 21605000 2013300 13252000 6340000

NUMA1 -0,438386 S 169 3 ___1 0,950734 0,0011115 51,22 39,803 51,22 0,084858 36779000 1361700 22016000 13402000

SH3BP1 -0,438581 T 556 3 ___1 0,526772 0,0155182 47,546 32,339 47,546 0,39276 22559000 1340400 11739000 9480000

CAAP1 -0,439295 S 312 2 ___1 0,997262 6,36E-129 269,51 232,52 269,51 -0,4728 780000000 75937000 398540000 305520000

BIRC6 -0,440336 S 2955 2 ___1 0,99004 0,00286516 68,978 56,832 68,173 0,044739 34848000 3995300 17236000 13617000

RPRD2 -0,443556 T 732 3 ___1 0,82052 7,17E-06 106,09 99,363 70,679 -1,0499 59867000 1558700 27750000 30558000

ITGB3BP -0,444557 S 71 2 ___1 0,926836 0,00011966 118,37 68,079 118,37 -0,043849 16800000 1095600 8472700 7231900

LARP1 -0,444596 T 724 3 ___1 0,532888 0,00534351 40,254 27,196 40,254 -0,64956 76573000 22871000 33707000 19995000

SLC4A2 -0,445003 S 144 3 ___1 0,99559 6,10E-32 174,47 158,13 174,47 -0,57513 371090000 7737600 213230000 150120000

MIER2 -0,445557 S 11 2 ___1 0,997385 1,24E-05 129,37 97,526 116,51 0,12116 310140000 8942700 174910000 126290000

AFF3 -0,445998 S 881 2 ___1 0,999993 1,88E-25 181,98 142,06 181,98 0,073781 153550000 10561000 79008000 63980000

CXCR5 -0,446359 S 358 2 ___1 0,524065 2,33E-20 170,11 148,3 53,168 -0,080938 186750000 10381000 102170000 74198000

TADA3 -0,447367 S 330 4 ___1 0,5171 0,0001008 53,074 42,652 53,074 -0,6786 45627000 1634100 29623000 14370000

NUP153 -0,447702 S 185 3 ___1 0,688586 0,00782495 41,06 33,487 41,06 0,20668 30829000 3894000 18400000 8534200

MED26 -0,448509 S 447 3 ___1 1 0,00028328 85,493 63,019 79,293 -0,59196 119310000 1019500 73390000 44904000

C10orf32 -0,448548 S 45 2 ___1 0,760184 0,00136791 68,856 51,383 68,856 -0,033716 21359000 1170800 10526000 9662400

APBB1IP -0,448981 S 529 2 ___1 0,634028 2,77E-05 114,64 90,965 114,64 0,49515 114150000 2387800 51915000 59845000

MAP4K1 -0,451196 S 421 3 ___1 1 3,60E-14 145,29 133,02 145,29 -0,25633 112230000 11352000 59626000 41250000

PCDHGC3 -0,451623 S 780 2 ___1 0,998424 0,00952498 67,838 44,324 67,838 -0,01974 62095000 3340500 33953000 24801000

ATP2A3 -0,453075 S 662 3 ___1 0,999991 9,89E-05 98,759 61,38 98,759 0,9736 98172000 6939500 55162000 36070000

CDCA8 -0,454158 S 219 2 ___1 0,994921 1,32E-08 119,96 119,96 113,4 0,31525 470160000 21964000 267890000 180300000



ZC3H13 -0,454723 S 877 2 ___1 0,991605 4,98E-08 106,26 73,062 106,26 -0,0041939 1329600000 40104000 737460000 552050000

ESCO2 -0,455317 S 75 2 ___1 0,992097 0,00206202 60,032 42,75 50,286 1,9491 14187000 783070 11711000 1692900

SNRK -0,455376 S 390 3 ___1 0,856371 8,75E-25 163 146,89 163 -0,29366 78149000 2403600 43089000 32657000

NR2C2 -0,460131 S 44 2 ___1 0,5 4,03E-12 125,28 84,227 125,28 -0,305 83917000 4046900 45563000 34308000

FCHSD2 -0,461442 S 669 3 ___1 0,843116 0,00036534 56,783 45,656 56,783 -0,14036 54609000 6104100 22446000 26059000

SLTM -0,462308 S 1002 3 ___1 0,995719 1,89E-21 140,17 140,17 134,47 -0,090988 209650000 7957600 117250000 84445000

ZFY;ZFX -0,462433 S 270 3 ___1 0,999824 4,62E-18 117,29 102,25 117,29 -0,38985 349040000 10008000 266880000 72152000

CXCR5 -0,462715 S 359 2 ___1 0,811108 1,27E-28 183,31 164,07 183,31 0,22804 280580000 14367000 163040000 103170000

LARP1 -0,463668 S 766 2 ___1 0,962702 0,0141838 61,03 39,472 55,899 0,19596 218570000 7423200 129470000 81669000

NFATC2 -0,464146 S 759 3 ___1 0,570379 0,00020035 57,484 49,917 57,484 -0,25039 30669000 1338500 18259000 11072000

EPB41 -0,464883 S 542 2 ___1 1 0,00026925 115,8 85,869 115,8 1,0824 32115000 1168100 19494000 11453000

JOSD1 -0,465037 S 15 3 ___1 0,971402 1,03E-07 104,18 104,18 104,18 0,37619 175970000 13420000 96310000 66242000

ANKRD12 -0,465401 S 149 3 ___1 0,999972 0,00012081 91,128 81,37 91,128 -0,34076 32621000 870080 16945000 14805000

ELMSAN1 -0,4656 S 894 2 ___1 0,582001 0,00287035 72,417 52,677 72,417 -0,62212 5517700 287660 3500400 1729700

FLNA -0,466337 S 2053 4 ___1 0,826773 0,00020331 61,112 54,463 61,112 -0,31976 5233600 125160 2356300 2752200

THRAP3 -0,466835 S 320 2 ___2 0,999315 1,36E-77 230,96 190,89 230,96 -0,0096335 50460000 2689200 25795000 21976000

THRAP3 -0,466835 S 315 3 ___2 0,99755 0,0040052 58,158 47,673 58,158 0,31386 5974600 608090 2900800 2465700

DTX3L -0,467114 S 9 3 ___1 0,999993 9,27E-05 103,88 76,019 87,429 -0,083868 5646800000 18018000 3269400000 2359500000

ARID1A -0,467115 S 1755 2 ___1 0,5 0,00029304 97,417 85,441 97,417 -0,50403 53239000 2917800 32285000 18036000

COG1 -0,469101 S 7 2 ___1 0,818867 0,00686988 73,632 48,688 73,632 0,21834 20825000 1508400 11117000 8199000

LYN -0,470222 S 13 2 ___1 0,999968 8,46E-06 137,55 118,94 137,55 -0,029341 458760000 17321000 266300000 175140000

CDCA7L -0,470305 S 117 2 ___1 0,999898 9,04E-19 142,45 142,45 142,45 -0,0073706 389000000 20818000 219240000 148940000

BCOR -0,470761 S 423 2 ___1 0,955476 0,0092546 78,342 62,902 69,721 0,26665 174970000 28821000 87537000 58616000

RPRD2 -0,471816 S 976 3 ___1 0,934065 0,00024936 62,684 54,692 53,033 -0,17735 94135000 6477100 51762000 35895000

TP53BP1 -0,47333 S 1068 3 ___1 0,941697 0,00078012 70,335 60,414 61,477 0,19836 72002000 1932300 48003000 22067000

ARHGDIB -0,473991 S 145 3 ___1 0,999417 7,45E-06 92,817 82,759 92,817 0,28357 109670000 1883700 37969000 69814000

HMGXB4 -0,474232 S 502 2 ___2 0,999976 2,20E-18 139,08 139,08 139,08 -0,019014 30174000 2083700 16351000 11739000

HMGXB4 -0,474232 S 512 2 ___2 1 2,20E-18 139,08 139,08 139,08 -0,019014 33834000 2083700 20011000 11739000

SOX5 -0,475571 S 439 2 ___1 0,889241 0,00363751 73,022 34,388 72,175 0,14834 54828000 3723000 29917000 21188000

CDK16;CDK17-0,476117 T 178 2 ___1 0,582242 6,14E-06 93,551 90,15 93,551 0,25458 174150000 11113000 91227000 71812000

ARHGAP12 -0,476217 S 103 3 ___1 0,499999 0,00206196 60,561 50,076 60,561 -0,29495 15471000 354710 8510300 6606400

ARHGAP12 -0,476217 T 104 3 ___1 0,499999 0,00206196 60,561 50,076 60,561 -0,29495 15471000 354710 8510300 6606400

MAF1 -0,476346 S 75 2 ___1 1 1,97E-05 103,3 97,655 103,3 0,17823 219610000 9625200 127420000 82565000

THRAP3 -0,478382 S 928 2 ___1 1 1,77E-154 285,06 247,9 274,6 -0,10389 2482700000 6811600 1303100000 1172800000

RPS6 -0,478483 S 240 2 ___1 0,955082 8,49E-12 152,38 92,952 124,12 -0,5662 1813300000 2372900 1093200000 717770000

ITSN2 -0,478697 Y 968 3 ___1 1 1,11E-17 172,13 135,43 57,804 -0,23303 321050000 16916000 180170000 123960000

MPHOSPH8 -0,480671 S 319 2 ___1 1 1,28E-78 228,73 190,71 226,65 0,17261 564980000 8899200 360170000 195910000

UHRF1 -0,480833 S 287 2 ___1 1 2,79E-13 154,39 125,58 154,39 -0,64752 151680000 2578200 78988000 70110000

CD83 -0,481215 T 188 2 ___1 0,78933 0,00800472 91,549 69,556 91,549 -0,21874 46180000 1309400 25238000 19633000

SPEN -0,482896 S 1278 2 ___1 1 8,46E-05 92,474 75,395 48,053 0,53317 214490000 7495300 121820000 85169000

PSIP1 -0,483202 S 106 2 ___1 0,986406 7,24E-36 191,06 150,29 171,93 4,0543 1437700000 58942000 838580000 540130000

JUN -0,483716 S 63 2 ___1 0,880387 0,00090513 82,925 71,059 65,805 0,2769 73247000 5464500 39729000 28054000

MS4A1 -0,484163 S 231 2 ___1 1 1,29E-06 94,688 94,688 94,688 0,16551 83795000 6682700 50017000 27095000

FCHO2 -0,485337 S 488 3 ___1 0,999094 1,10E-24 158,99 148,09 158,99 -0,2331 602170000 771150 397340000 204060000

CD74 -0,48553 S 25 2 ___1 1 0,00181105 76,588 61,322 76,588 0,27384 48180000 2123700 25672000 20384000

SOX5 -0,485947 S 370 3 ___1 0,987252 1,57E-22 171,07 139,31 87,881 0,056691 836060000 40023000 449740000 346300000

SOX5 -0,486873 T 410 2 ___1 0,996251 0,00017608 111,79 93,062 111,79 -0,33431 17917000 235330 11244000 6438100

RAB11FIP1 -0,488622 S 545 3 ___1 1 0,00022512 82,482 70,791 82,482 0,28324 62862000 1224500 38256000 23382000

PAK2 -0,490066 T 169 3 ___1 0,999966 1,16E-16 129,72 123,94 124,5 0,15308 630110000 30558000 343670000 255880000

CTTN -0,491328 S 418 2 ___1 0,8143 0,00044329 89,507 68,844 89,507 -0,77338 48282000 2285000 27250000 18747000

KIF4A;KIF4B -0,491368 S 394 2 ___1 1 0,00226048 98,105 70,624 71,176 -0,1145 57572000 2687000 34009000 20876000

UVRAG -0,491408 S 550 2 ___1 0,840596 0,00041816 96,489 62,707 78,285 2,3769 86556000 4530900 38076000 43949000

TP53BP1 -0,496076 S 1028 2 ___1 0,999742 2,39E-06 136,34 116,35 125,5 2,7469 122790000 17509000 62824000 42455000

RBM12B -0,496244 S 280 3 ___1 0,779339 0,00875869 52,372 45,791 52,372 0,02451 5241200 172900 3007700 2060600

BICD1 -0,496794 S 569 2 ___1 0,594155 0,0121718 72,891 33,267 72,891 -2,3989 11421000 583290 6373400 4464800

DGCR14 -0,496971 S 292 2 ___1 1 0,00100053 79,201 55,171 79,201 0,11976 162070000 5145300 101550000 55378000

PHF12 -0,498362 T 671 2 ___1 1 0,00056276 79,771 65,21 79,771 0,40943 55640000 5909200 35835000 13896000

SAFB -0,50044 S 604 2 ___1 1 0,0096663 82,954 31,677 47,991 -0,066993 6741000000 19440000 4071200000 2650400000

FXR1 -0,500851 S 485 4 ___1 0,999536 1,61E-120 248,2 237,77 248,2 -0,41131 80928000 8671800 43016000 29241000

OFD1 -0,502015 S 788 3 ___1 0,5 0,00024876 78,078 59,246 78,078 -0,21678 23861000 2597000 9848500 11415000

SOX5 -0,5029 S 21 2 ___1 1 2,48E-29 184,78 162,54 176,48 -0,10282 1225400000 53915000 689480000 482010000

TNKS1BP1 -0,503302 S 893 3 ___1 0,98932 5,23E-05 84,529 72,326 84,529 0,090141 27781000 679440 15818000 11283000

FAM208B -0,504714 S 1172 2 ___1 0,999044 3,14E-08 149,57 123,85 131,79 2,2078 111940000 4633700 56922000 50381000

SRRM2 -0,504858 S 1073 3 ___1 0,626698 9,88E-05 97,352 64,805 97,352 -1,0082 10196000 939710 5454600 3802000

SPEN -0,505246 T 1826 2 ___1 1 0,00077483 105,14 87,701 105,14 -0,20297 56471000 652640 26731000 29087000

SLBP -0,50664 S 7 3 ___1 1 0,00750743 63,073 52,244 63,073 -0,879 76275000 1783800 28129000 46362000

ARID1A -0,50707 S 1754 2 ___1 0,566868 9,21E-05 116,84 101,2 100,11 -0,24316 123370000 5744400 81540000 36086000

TP53BP1 -0,508916 S 1462 3 ___1 0,780081 1,51E-12 114,91 103,91 114,91 -0,17312 159430000 5420400 112260000 41753000

RIF1 -0,509635 S 1046 2 ___1 0,5 0,00053467 108,72 90,449 58,098 -0,10861 355510000 30491000 190240000 134790000

RIF1 -0,509635 T 1047 2 ___1 0,5 0,00053467 108,72 90,449 58,098 -0,10861 355510000 30491000 190240000 134790000

SP100 -0,51211 S 157 2 ___1 1 3,53E-94 246,27 207,47 79,394 0,24189 4235500000 30937000 2542800000 1661700000

CD3EAP -0,515666 S 488 3 ___1 0,54446 9,69E-05 60,255 45,898 60,255 0,23965 19200000 3917000 11786000 3497200

SAFB2;SAFB -0,517503 S 246 3 ___1 0,594947 1,28E-31 186,97 157,2 126,59 0,0055978 113050000 732970 96171000 16146000

SRSF10 -0,517544 S 23 3 ___1 0,953263 0,00238036 69,594 46,113 65,467 0,27125 7616500 32721 5153900 2429900

TRIP12 -0,518587 S 310 3 ___1 0,691003 0,00229104 61,52 46,127 61,52 -0,017688 50782000 682860 26132000 23967000

SPEN -0,518702 T 2421 3 ___1 0,789386 0,00015477 92,147 64,652 53,089 0,041908 119570000 14126000 56520000 48926000

RIMS2 -0,519177 S 1108 3 ___1 0,913784 0,00203765 67,645 36,684 67,645 -0,91062 10143000 406690 6274800 3461600

C2CD5 -0,519508 S 295 2 ___1 0,977168 3,19E-15 132,56 132,56 132,56 0,21068 308630000 13667000 173590000 121380000

LEO1 -0,520497 S 630 2 ___2 1 6,10E-48 211,7 179,4 115,8 -0,032535 1251800000 14086000 707780000 529920000

LEO1 -0,520497 T 629 2 ___2 1 0,00012517 115,8 102,23 115,8 -0,032535 124030000 1389300 56799000 65845000

ECE1 -0,521494 S 34 4 ___1 0,945687 4,39E-11 110,79 98,646 96,068 0,1373 93657000 572760 64074000 29010000

SCRIB -0,522613 S 1566 4 ___2 0,979237 9,88E-36 145,83 136,02 145,83 0,85142 778640000 4931200 371990000 401720000

FAM21A -0,526674 S 663 2 ___1 0,795262 0,00023053 84,753 63,196 64,104 -0,88869 49937000 8848000 23388000 17701000

RFTN1 -0,526756 S 220 2 ___1 1 5,29E-20 167,35 148,77 167,35 0,0065208 1149000000 6584400 705030000 437380000

EPS15L1 -0,527151 S 255 3 ___1 0,990896 2,20E-06 132,65 116,25 91,655 -0,29071 138690000 4369500 68032000 66290000

MDC1 -0,527362 S 168 3 ___1 0,999974 5,88E-05 111,18 91,801 111,18 -0,32642 187730000 6185100 102090000 79447000

KDM1B -0,528361 S 17 3 ___1 0,999924 2,16E-13 133,25 122,78 115,31 0,011739 322170000 19056000 161590000 141520000

RBMX -0,532526 S 352 2 ___1 1 0,00207688 79,489 73,8 61,56 -0,0025947 1835100000 84043000 1038200000 712840000

RGL2 -0,536817 S 13 2 ___1 0,744897 0,0109124 57,525 34,992 57,525 0,44045 7969100 1291500 3772300 2905300

POLR2A -0,537197 S 1913 2 ___1 0,984246 3,27E-19 145,92 106,18 121,18 0,34183 206120000 36793000 86300000 83023000

SMARCD2 -0,537588 S 203 2 ___1 0,98517 5,53E-75 207,47 207,47 207,47 0,12641 329810000 12260000 187230000 130320000

EML4 -0,537981 S 144 3 ___1 0,921213 4,02E-08 111,65 95,339 111,65 0,66094 526060000 21100000 256550000 248420000

SRSF9 -0,540002 S 216 3 ___1 0,992803 0,0157091 47,532 35,366 47,532 -0,10724 9962300 112580 6007300 3842400

H1FX -0,544852 S 31 2 ___1 0,996872 1,78E-25 182,37 142,21 182,37 -0,11131 136220000 7440300 78401000 50382000

GLTSCR1 -0,547025 S 919 3 ___1 0,755029 0,00237274 46,353 39,478 45,363 0,10262 54370000 3529600 28926000 21915000

RCSD1 -0,550803 S 268 4 ___2 1 1,44E-113 249,61 237,03 97,099 -0,58732 1983900000 4872900 1226900000 752050000

RCSD1 -0,550803 S 284 3 ___2 0,999599 2,00E-45 140,34 131,57 137,35 -0,47813 1023200000 33506000 527130000 462610000

MCRS1 -0,551865 S 282 2 ___1 1 1,13E-13 155,11 129,6 155,11 -0,53706 375410000 16410000 228210000 130790000

ICE1 -0,553387 S 1854 2 ___1 0,999666 2,28E-07 145,83 101,41 135,02 -0,30812 81569000 4484700 26773000 50311000

ZNF318 -0,553807 T 2085 3 ___1 0,548625 0,00035238 84,493 27,155 48,656 0,37649 169890000 3490600 95743000 70656000

SOX5 -0,555897 T 131 2 ___1 0,999981 1,19E-13 160,97 131,04 152,71 0,18855 76814000 6822000 43073000 26919000

RRAS2 -0,56112 S 186 2 ___1 0,998584 1,63E-39 201,3 181,65 201,3 0,28195 245240000 8464400 154100000 82673000

PRMT3 -0,56175 S 25 3 ___1 0,5 3,95E-08 71,068 63,45 71,068 -0,45126 21010000 931700 15289000 4789400

PRMT3 -0,56175 S 27 3 ___1 0,5 3,95E-08 71,068 63,45 71,068 -0,45126 21010000 931700 15289000 4789400

PTPRC -0,562687 S 994 2 ___1 1 6,21E-06 131,06 104,68 131,06 0,4231 41729000 1640200 24892000 15197000

SP110 -0,564778 S 380 2 ___1 1 3,03E-50 207,81 175,29 159,75 0,64678 1256700000 9699300 783280000 463750000

RLF -0,564779 S 634 3 ___1 0,670235 0,00049382 71,894 56,302 60,332 -0,19955 64571000 2583000 47175000 14813000

DEK -0,564844 S 32 3 ___1 1 4,75E-51 196,01 184,9 53,844 1,087 7396900000 160580000 4447800000 2788500000

SPEN -0,565118 S 727 3 ___1 1 6,30E-05 113,71 75,62 41,871 -0,065448 105280000 4478500 60330000 40468000

RALBP1 -0,565374 S 461 2 ___1 0,759971 0,0245007 66,538 19,741 66,538 0,026038 38022000 1827900 21129000 15065000

TERF1 -0,568489 S 11 2 ___1 0,99977 0,00095898 79,614 62,247 74,475 -0,45538 66606000 20558000 27410000 18638000

TRIO -0,569458 S 2455 2 ___1 0,999754 0,00103149 73,928 59,647 73,928 1,3712 17045000 655220 12088000 4301800

ICE1 -0,569466 S 958 2 ___1 0,565358 0,00057899 90,453 81,17 90,453 0,61123 39860000 3385000 23488000 12987000

SPEN -0,570378 S 2101 2 ___1 1 1,59E-05 107,03 82,823 84,605 0,55262 204490000 5986200 123720000 74791000



SPEN -0,570506 S 1062 2 ___1 0,999995 0,00034026 115,57 50,862 102,9 0,050327 60342000 2964700 51090000 6287300

SON -0,572051 S 1556 3 ___1 0,49996 0,0003113 66,845 58,455 66,845 0,0040591 13091000 2329200 6108500 4653100

SON -0,572051 T 1555 3 ___1 0,49996 0,0003113 66,845 58,455 66,845 0,0040591 13091000 2329200 6108500 4653100

MED18 -0,574433 S 66 2 ___1 1 0,0134409 74,841 39,3 74,841 0,3089 3492700 470950 1842700 1179100

XRCC6 -0,575285 S 560 2 ___1 0,999849 0,00732737 87,298 64,468 87,298 -0,47513 102030000 5462400 53351000 43214000

DHX16 -0,575997 S 103 2 ___2 0,999998 4,27E-20 165,86 142,73 120,66 -0,47009 268210000 12586000 145510000 110120000

DHX16 -0,575997 S 106 2 ___2 0,929423 2,03E-63 218,4 150,94 189,1 -1,2625 289860000 11726000 153040000 125100000

RPS6KB1 -0,576411 S 427 2 ___1 1 0,0236967 84,054 65,792 84,054 -0,60488 37170000 898570 21655000 14617000

ECE1 -0,580323 S 36 3 ___1 0,96969 3,81E-13 120,31 110,25 120,31 -0,40971 97256000 3206100 30517000 63533000

JOSD1 -0,581929 S 13 3 ___1 0,5 0,00150127 61,524 44,155 61,524 0,49813 28329000 1600800 15397000 11331000

HSP90AB1 -0,582166 S 452 3 ___1 1 0,00759301 104,05 21,403 43,308 -0,3225 36248000 420230 21315000 14513000

NUMA1 -0,583615 S 1225 2 ___1 0,999998 1,89E-14 156,05 140,21 129,32 0,064708 164920000 3578500 89818000 71522000

ZEB1 -0,584393 S 646 2 ___1 0,858022 0,00025217 100,21 84,453 100,21 -0,061632 7066100 372270 4007100 2686700

ZC3H13 -0,586775 S 1465 3 ___1 0,980324 8,17E-09 76,423 70,262 76,423 -0,64685 68063000 2950400 43866000 21247000

ATP10D -0,587229 S 613 3 ___1 1 0,00046723 81,619 73,209 81,619 -0,18602 25109000 298930 14603000 10207000

GPBP1L1 -0,58929 S 292 2 ___1 0,575019 0,00011392 103,83 84,047 99,991 0,18579 9196500 1284600 4717000 3194800

ZZZ3 -0,589321 S 113 2 ___1 0,999995 0,00274501 84,479 42,143 84,479 -0,45954 196200000 16325000 107830000 72042000

CENPC -0,589502 S 773 2 ___1 0,999057 5,84E-39 189,77 165,48 189,77 0,021427 110740000 15630000 55019000 40094000

PHF3 -0,589594 S 1722 2 ___1 0,776075 0,00237209 51,811 42,648 44,44 0,79528 20148000 1047100 8101200 11000000

HMGXB4 -0,5901 S 118 2 ___1 0,960627 0,0108348 70,089 39,835 70,089 0,84533 52801000 2365100 30205000 20231000

NUFIP1 -0,591832 S 403 3 ___1 0,866404 1,17E-05 103,43 92,721 103,43 -0,11103 26884000 1436400 13394000 12054000

AIM1 -0,594835 S 460 3 ___1 0,563862 2,01E-10 98,94 92,713 98,94 -0,088252 42471000 2618900 28340000 11512000

EEF1G -0,59501 S 33 3 ___1 0,999998 0,00197566 59,003 42,509 59,003 -0,44265 10199000 266620 7417100 2515400

TP53BP1 -0,596495 S 552 3 ___1 0,989085 5,92E-10 87,753 79,754 87,753 -0,59955 149910000 3558700 106900000 39443000

BAZ2A -0,599773 S 1051 3 ___1 0,874311 1,97E-10 131,57 110,44 131,57 -0,12408 223110000 10567000 149930000 62615000

BCL6 -0,601969 S 361 2 ___1 0,984576 0,00037163 91,207 69,906 91,207 -0,62845 97595000 5828200 55492000 36274000

HIF1A -0,607479 S 643 3 ___1 0,907594 0,00027473 79,771 54,836 79,771 0,27104 20599000 635350 11719000 8244100

MAP3K1 -0,607699 S 292 2 ___1 0,999402 7,63E-06 130,85 94,656 50,387 0,44658 125850000 7979000 62459000 55410000

CENPU -0,60876 S 141 2 ___1 0,81848 1,69E-05 131,67 113,56 131,67 0,50408 45303000 3681000 26261000 15361000

PRCC -0,608782 T 261 2 ___1 0,694979 0,00024829 86,39 76,051 86,39 -1,948 8716800 1181000 5054700 2481100

JUND -0,609068 S 255 3 ___1 0,74178 4,62E-05 62,108 52,049 62,108 -0,58475 21958000 403130 16389000 5166700

SGOL1 -0,609917 S 256 2 ___1 1 0,00159784 87,298 66,994 69,672 -0,12222 220800000 8949500 129340000 82512000

PML -0,609927 S 518 2 ___1 1 1,09E-21 106,06 100,31 61,52 1,4062 1777200000 65617000 992360000 719260000

SP100 -0,617988 S 362 2 ___1 1 1,06E-63 218,12 194,98 218,12 -0,75038 1161300000 50429000 672250000 438590000

PI4KA -0,620069 S 257 2 ___1 0,635294 0,0191898 68,173 61,444 49,188 1,1527 4285400 550280 2678200 1057000

RPRD2 -0,62211 S 438 3 ___1 0,528855 0,00032215 58,087 46,775 58,087 0,72811 35234000 1719900 18711000 14804000

CNR2 -0,625578 S 336 2 ___1 0,832958 1,80E-195 311,06 247,81 204,13 0,57388 26393000 514680 16625000 9253200

LRCH3 -0,626127 S 324 3 ___1 0,999952 6,55E-14 157,98 109,77 116,94 0,33834 455620000 8626000 241130000 205870000

ARID1A -0,627449 S 696 2 ___1 0,999466 7,40E-09 143,28 124,97 143,28 0,43816 303730000 66796000 149930000 87008000

SRRM1 -0,629055 S 450 3 ___1 1 0,00238112 76,311 46,506 44,44 0,32908 25433000 291750 5990700 19150000

DPF2 -0,633323 S 118 2 ___1 0,79907 8,12E-05 124,62 105,3 119,65 0,025676 14489000 996530 6215600 7277000

SF3A1 -0,634173 S 413 2 ___1 0,982989 0,00538447 58,693 39,14 58,693 0,19064 10766000 451100 7633200 2682100

MEF2C -0,635338 S 222 2 ___1 0,999989 0,0133068 60,474 47,274 57,973 -1,3542 34002000 1321700 21116000 11564000

MIS18BP1 -0,635886 S 1116 2 ___1 1 3,35E-05 121,18 98,462 121,18 0,0011461 127330000 7783600 75749000 43797000

UPF3B -0,637176 T 169 2 ___1 0,997211 0,00458005 93,011 54,377 93,011 0,35284 33434000 1463000 22570000 9401100

ZNF638 -0,637468 S 1401 2 ___1 0,863121 8,28E-05 101,65 89,997 101,65 -0,075 480040000 21045000 266360000 192630000

RBBP4 -0,639176 S 100 4 ___1 0,992059 1,99E-15 102,85 92,428 102,85 -1,7184 60440000 5526100 40942000 13972000

PPP1R10 -0,642842 S 591 3 ___1 0,838291 2,63E-05 52,717 37,437 52,717 -0,27718 32437000 1820800 23693000 6923200

KMT2B -0,650204 S 844 2 ___1 0,999996 3,56E-12 157,74 126,56 157,74 -0,056565 45954000 8922200 22855000 14177000

DPF2 -0,656387 T 176 3 ___1 1 1,97E-23 165 158,5 159,89 -0,38789 253650000 3430100 152250000 97976000

ANAPC1 -0,661759 S 564 3 ___1 0,566798 4,01E-05 100,88 76,784 100,88 0,0025153 641100000 17073000 396870000 227150000

PPP1R18 -0,663488 S 224 2 ___1 0,999492 5,89E-38 191,91 147,47 191,91 0,20168 135080000 2047200 79079000 53957000

KANSL3 -0,663625 S 515 3 ___1 0,558415 0,00790206 48,641 10,13 48,077 2,7997 13740000 735410 10311000 2693300

TUBB -0,666187 T 55 2 ___1 0,999999 0,00139102 104,7 60,396 104,7 0,95879 18535000 938340 13377000 4220100

FAM21A;FAM21C-0,670383 S 441 3 ___1 0,885336 8,68E-05 54,376 45,189 54,376 0,76861 13955000 506430 9829700 3618700

ZC3H18 -0,671026 S 46 3 ___1 0,998217 0,00096724 49,199 37,577 49,199 0,40538 10912000 157850 8854500 1899900

SETD1B -0,672516 S 1659 3 ___2 1 0,00017686 66,879 60,005 66,879 0,16828 149770000 5025300 115180000 29568000

SETD1B -0,672516 S 1663 3 ___2 1 0,00017686 66,879 60,005 66,879 0,16828 149770000 5025300 115180000 29568000

SLMAP -0,674475 S 148 3 ___1 0,999847 0,0188057 40,012 29,377 40,012 -0,21054 4590800 1681400 2044500 864970

HNRNPL -0,675558 S 185 2 ___1 0,980473 0,0227446 68,972 31,497 68,972 0,33583 8212600 353410 4704500 3154700

ZNF318 -0,676803 S 709 2 ___1 1 0,0101263 55,064 31,109 55,064 -0,29326 76518000 2569700 44417000 29531000

RABL6 -0,678318 S 596 3 ___2 1 4,93E-07 91,967 78,914 66,58 0,18244 105740000 3400400 54795000 47540000

RABL6 -0,678318 T 599 3 ___2 1 1,93E-39 183,7 175,16 66,58 0,18244 490320000 30224000 239560000 220530000

RIF1 -0,680363 S 2161 3 ___1 0,985699 7,40E-05 83,992 60,747 83,992 -0,29362 153620000 3204100 70131000 80284000

EZH2 -0,683808 T 367 2 ___1 0,776391 5,27E-10 147,93 96,409 79,875 -0,1682 15420000 1943100 9305900 4171200

RER1 -0,68834 S 2 2 ___1 0,999873 0,00038763 85,457 76,274 85,457 -0,74716 45976000 1666400 27945000 16365000

BAZ1B -0,68925 S 1342 2 ___1 1 0,00018356 119,03 44,863 96,015 0,29782 52916000 2473500 30950000 19493000

LRRFIP2 -0,690539 S 328 3 ___1 0,996142 9,31E-27 169,39 149,7 169,39 -0,12275 907970000 21564000 597060000 289350000

PPFIBP1 -0,691569 S 601 2 ___1 0,93789 2,12E-09 149,73 109,18 149,73 -0,0007876 26308000 1463000 8372300 16473000

AHCTF1 -0,697523 S 1511 3 ___1 0,523174 0,000756 62,765 43,555 49,973 -0,20014 35080000 1109000 22251000 11720000

REV3L -0,697854 S 2146 3 ___1 0,551592 9,32E-06 97,257 81,978 81,242 0,6301 38719000 1659500 17846000 19214000

REV3L -0,701154 S 2147 3 ___1 0,5 1,78E-05 97,257 81,978 97,257 0,079573 18569000 727680 7988700 9852700

MAST3 -0,701442 S 348 3 ___1 0,951223 2,79E-11 135,39 118,99 94,75 0,16778 156910000 11282000 104900000 40733000

PDLIM2 -0,702947 S 72 2 ___1 0,972175 0,00928773 93,096 65,767 93,096 -0,01235 22325000 9562900 7629600 5132100

RBM33 -0,703055 S 41 2 ___1 1 7,85E-08 132,14 113,31 132,14 1,0257 59674000 1444100 33040000 25189000

KANSL1 -0,706162 S 268 2 ___1 0,993531 7,31E-05 107,45 84,914 85,087 -0,41931 67760000 1871900 50250000 15639000

PHF20 -0,708066 S 590 4 ___1 0,99996 0,00308299 53,585 42,797 53,585 -0,40379 9826000 822640 6186300 2817100

DBF4 -0,70842 S 636 2 ___1 0,850985 0,00169874 84,718 69,745 84,718 -0,32446 7947800 313480 6025100 1609300

LCP1 -0,709623 S 474 2 ___1 1 0,00042996 92,575 61,186 92,575 0,14345 46291000 1878000 26742000 17671000

GATAD2B -0,715841 S 129 2 ___2 0,99692 0,0001802 117,37 94,839 72,568 0,21035 92135000 746720 40079000 51310000

SSRP1 -0,718517 T 4 2 ___1 0,999985 0,0105715 50,155 38,541 50,155 -1,8212 28989000 2266100 16854000 9869800

INCENP -0,725219 S 263 2 ___1 1 2,14E-09 140,49 69,106 129,16 1,5759 299810000 11359000 177190000 111260000

NUMA1 -0,725479 T 2000 3 ___1 0,999901 6,91E-05 122,01 102,17 116,48 -0,18383 399880000 2979300 249470000 147430000

BCL7A -0,729244 S 173 3 ___1 0,75811 0,00062687 47,429 38,505 47,429 -1,165 28963000 1441300 22086000 5435400

TGFBR2 -0,732428 S 548 3 ___1 0,99998 0,00589563 54,501 21,685 54,281 -0,37913 13624000 181700 8639500 4802600

TUBB;TUBB4B;TUBB4A;TUBB3-0,732469 S 172 2 ___1 0,999936 3,87E-12 122,97 112,21 119,62 -0,27702 736470000 38103000 421860000 276500000

PATL1 -0,735548 S 184 2 ___2 0,999493 0,010993 55,097 34,716 53,924 -0,44239 10134000 405170 6435400 3293200

NUMA1 -0,736148 S 2003 2 ___1 0,610428 0,0114468 54,253 41,053 54,253 -0,10512 4573500 200380 2942400 1430700

NFATC2 -0,736437 S 148 3 ___1 1 0,00567474 42,973 34,329 42,973 -0,2465 11413000 1211500 5974600 4227200

ARID1A -0,738655 S 363 3 ___1 0,999533 3,38E-13 114,99 77,29 105,51 -0,37618 375750000 18234000 223900000 133620000

AHCTF1 -0,74089 S 1232 2 ___1 0,968426 0,00045666 97,417 69,12 97,417 -0,08847 23912000 2752600 14525000 6633600

UNK -0,754334 S 385 2 ___1 0,875651 0,0133759 52,19 30,162 52,19 -1,0882 7511000 533220 5039100 1938700

JMJD1C -0,758453 S 942 2 ___1 0,743305 0,00145116 92,781 77,191 92,781 0,074045 121860000 13643000 67872000 40342000

MDC1 -0,760276 S 793 3 ___1 0,997745 2,46E-10 88,573 72,772 73,696 0,82556 212980000 16391000 125990000 70600000

LYSMD2 -0,765695 S 29 3 ___1 0,550433 0,00051031 72,359 42,975 72,359 0,42811 23961000 1291500 14440000 8229200

PHC3 -0,770264 T 609 3 ___1 1 0,00012266 102,78 88,306 102,78 -0,037717 194590000 748990 118640000 75196000

MMP21 -0,772678 S 186 2 ___2 0,60938 0,017519 46,706 7,5582 46,706 1,2572 49966000 1133100 33753000 15080000

MMP21 -0,772678 S 187 2 ___2 0,60938 0,017519 46,706 7,5582 46,706 1,2572 49966000 1133100 33753000 15080000

MMP21 -0,772678 S 190 2 ___2 0,78124 0,017519 46,706 7,5582 46,706 1,2572 49966000 1133100 33753000 15080000

KDM2A -0,776366 S 692 2 ___1 1 3,50E-12 158,25 127,38 112,5 -0,47311 55928000 2487900 36832000 16608000

EME1 -0,779596 S 117 2 ___1 0,582894 0,0188002 60,364 45,464 60,364 1,8068 9786000 1069900 5689000 3027200

USP1 -0,781439 S 16 3 ___1 0,744226 0,00030262 102,65 76,932 76,492 -0,41379 133290000 25579000 78309000 29399000

SOX5 -0,783067 S 109 2 ___1 0,546057 0,00040719 100,13 81,052 78,191 -0,23907 9770000 355760 5248100 4166200

SLC25A20 -0,784831 S 9 2 ___1 1 0,0107725 54,343 35,563 54,343 -0,57647 11802000 2811900 4530100 4459800

HP1BP3 -0,787244 S 47 3 ___1 0,542096 0,0213031 46,481 20,357 46,481 0,08247 35699000 290410 33518000 1890400

ACACA -0,790782 S 23 2 ___2 0,807123 0,00102088 80,236 60,658 80,236 0,057561 74535000 9507200 41265000 23762000

ACACA -0,790782 S 29 2 ___2 0,99988 1,52E-40 201,12 176,34 120,92 0,45816 1604000000 70420000 805600000 727980000

KIF20B -0,793607 S 1740 3 ___1 0,924008 0,00507792 52,19 34,273 52,19 0,034929 33066000 756110 26431000 5879000

SMG7 -0,794608 S 520 3 ___1 0,999988 1,95E-05 78,45 70,164 78,45 1,4638 28332000 503100 9184100 18645000

ZNF142 -0,794733 S 904 4 ___1 0,997498 0,00021371 43,794 38,05 43,794 -0,12968 67272000 1971200 51935000 13365000

CBX8 -0,79927 S 311 2 ___1 0,999969 0,00636277 66,533 51,145 66,533 0,1084 10984000 739850 6942800 3301800

MAP3K2 -0,800157 S 331 3 ___1 0,987557 0,00112479 60,032 51,213 53,585 -1,0083 28470000 1229200 16912000 10329000

OXR1 -0,816444 S 204 2 ___1 0,889532 0,0003883 92,063 73,332 92,063 -0,30202 22624000 1420500 12486000 8716600

ZBTB48 -0,819852 S 171 3 ___1 0,835657 8,80E-09 126,88 119,52 60,348 0,31176 4946600 629960 2605600 1711100



LBR -0,82026 S 156 3 ___1 0,919736 0,0064064 47,808 35,253 47,808 0,32125 11235000 3079400 4676000 3479200

MDC1 -0,82475 S 1775 3 ___1 0,997601 7,42E-05 59,837 47,05 59,837 -2,4944 33266000 3556100 23678000 6032200

TRIM3 -0,829101 S 7 3 ___1 1 0,0105919 44,587 32,795 44,587 0,29127 13164000 962170 6528400 5673200

ARMC10 -0,836551 S 45 2 ___1 1 0,00022406 119 89,508 119 1,462 36519000 5908600 25196000 5413600

SLC20A2 -0,837609 S 256 2 ___2 0,999168 0,00015789 133,47 93,445 133,47 -1,0155 103710000 64527000 26231000 12953000

SLC20A2 -0,837609 S 259 2 ___2 0,990261 0,00015789 133,47 93,445 133,47 -1,0155 103710000 64527000 26231000 12953000

STAU1 -0,838461 S 390 2 ___1 0,993507 0,00076796 84,859 59,422 65,225 0,10208 38422000 688870 24874000 12859000

UIMC1 -0,841637 S 627 2 ___1 1 0,00472305 78,903 60,917 78,903 -0,94014 5288600 835470 2769200 1683900

FKBP15 -0,84368 S 956 2 ___1 1 1,67E-11 149,44 136,25 126,26 0,32306 508580000 3560400 360120000 144900000

BRD2 -0,854101 T 6 2 ___1 1 0,0151262 57,348 47,916 57,348 -0,016013 14383000 5354600 5535000 3493000

ARFGEF2 -0,854831 S 1513 3 ___1 0,544874 0,00409265 52,814 31,875 52,814 -0,93498 12910000 953680 6536800 5419300

FOXK2 -0,858803 S 30 3 ___1 0,965042 3,86E-06 58,325 48,267 58,325 0,47353 32321000 1054600 27395000 3870700

SLC9A1 -0,865912 S 693 2 ___1 0,999845 0,00459488 103,26 45,397 94,692 0,52519 185830000 4569400 111670000 69596000

CHD4 -0,878587 S 1531 2 ___1 1 3,54E-06 137,62 125 137,62 -0,21448 44550000 6224000 36115000 2210500

JMJD1C -0,88172 S 943 2 ___1 0,815836 1,67E-14 132,14 126,5 72,497 -3,4813 284900000 35023000 153240000 96638000

CROCC -0,884035 S 388 2 ___1 1 0,00929044 64,121 18,841 64,121 1,2657 11818000 746700 6389300 4681900

SRRM1 -0,899345 S 452 3 ___1 1 0,00157678 78,486 59,428 44,44 0,32908 22896000 430950 3092700 19373000

TUBA1B;TUBA1A;TUBA3E;TUBA4B;TUBA4A;TUBA1C;TUBA8-0,90018 T 223 3 ___1 0,811368 0,00748967 56,959 21,202 44,382 0,075336 49375000 995500 30861000 17519000

PBRM1 -0,909553 S 353 3 ___1 0,590688 4,44E-05 71,528 63,033 51,568 1,5252 21943000 160240 18341000 3441000

C19orf54 -0,928103 S 316 2 ___1 0,796486 0,00755344 65,219 49,953 56,599 -0,19915 25889000 4153400 13354000 8382200

RAB14 -0,932471 S 180 3 ___1 0,997976 0,00087302 54,672 46,775 47,808 0,10902 12865000 791120 9905000 2169200

NCAPH -0,938293 S 78 2 ___1 0,510503 0,0022028 78,324 65,797 78,324 0,73563 44850000 841100 30657000 13352000

SCYL2 -0,943056 S 677 2 ___1 0,987177 2,97E-07 130,36 56,519 130,36 0,00076655 138450000 5681200 87655000 45113000

PSMA2 -0,954054 S 14 2 ___1 0,868658 0,00044612 89,466 68,596 89,466 0,67718 11837000 762400 4802500 6272600

ZNF395 -0,954194 S 248 3 ___1 0,696045 2,63E-05 56,914 50,948 51,844 0,08316 11454000 1492800 7687100 2273800

UBE2J1 -0,95943 T 267 3 ___1 0,666667 8,66E-05 88,565 61,294 55,724 -0,58111 24584000 132460 9493100 14959000

GTSE1 -0,961311 S 152 3 ___1 0,781839 0,0010633 56,947 36,748 56,947 -2,2407 67679000 1337100 38232000 28110000

SLTM -0,963926 S 93 2 ___1 0,999996 2,70E-80 233,49 200,8 233,49 0,46498 77197000 1784800 52626000 22786000

DGCR2 -0,975992 S 381 3 ___1 1 0,00794766 48,477 34,645 48,477 -1,2528 4022600 98442 3043000 881140

NOLC1 -0,977913 S 643 2 ___1 1 2,14E-09 140,49 97,887 137,89 0,2824 381500000 7171500 200990000 173340000

JUNB -0,999971 T 255 3 ___1 0,569459 0,00349543 59,674 47,594 59,674 -0,16118 27646000 1310800 16820000 9514700

RBM14 -1,01059 S 618 2 ___1 0,990595 0,0015945 98,942 69,199 98,942 0,1175 124210000 8590000 75448000 40173000

BCLAF1 -1,01325 S 385 2 ___1 1 3,91E-66 226,71 189,6 226,71 0,406 482410000 1561300 248280000 232570000

MAST2;MAST4-1,04151 S 806 2 ___1 0,982413 0,00229879 68,82 55,051 68,82 1,9497 26584000 871950 22181000 3530600

SASH3 -1,04341 S 97 3 ___1 0,911516 4,01E-10 95,784 90,124 95,784 -0,16813 45471000 2406600 36277000 6787700

MAP3K5 -1,04826 S 1033 3 ___1 0,992735 0,00217944 47,099 37,382 47,099 0,66347 22096000 3370200 10288000 8437600

NOTCH4 -1,05179 S 125 2 ___2 1 0,00733523 68,735 20,911 58,674 2,3606 44339000 2238000 19642000 22458000

NOTCH4 -1,05179 S 128 2 ___2 1 0,00733523 68,735 20,911 58,674 2,3606 44339000 2238000 19642000 22458000

KNOP1 -1,05823 S 119 2 ___1 0,999988 0,0116492 64,104 33,553 64,104 -0,21296 19393000 1019400 13680000 4694400

HCFC1 -1,06956 S 2020 2 ___1 0,904307 0,00049027 111,26 68,862 111,26 -1,1778 543080000 4665500 381280000 157140000

MS4A1 -1,07491 T 3 2 ___1 0,92404 5,03E-05 123,4 84,392 85,288 -0,12902 199110000 349680 115560000 83198000

BAD -1,07847 S 118 2 ___1 1 5,75E-09 151,74 118,51 151,74 -0,16693 315010000 953780 138270000 175790000

RAD51AP1 -1,0814 S 120 2 ___1 0,982306 0,0215277 52,522 29,287 52,522 -0,42903 9157100 367930 6436000 2353200

DOCK2 -1,08216 S 1791 2 ___1 0,999999 0,00049829 86,467 62,718 86,467 -0,024787 18744000 1215500 5882100 11647000

DMXL1 -1,09256 T 1900 2 ___1 0,68676 0,00187517 110,08 82,064 110,08 -0,22605 89100000 2348700 58382000 28369000

TFPT -1,10833 T 207 2 ___1 1 0,00489214 74,678 61,911 52,823 -0,026102 88986000 2613900 56751000 29621000

INPP5D -1,11317 S 294 4 ___1 0,922601 0,00038421 55,153 48,279 55,153 -0,27777 290420000 1648200 155940000 132830000

SOAT1 -1,15085 S 16 3 ___1 1 0,0162767 45,369 35,021 45,369 -0,25933 4475400 471670 2901500 1102200

IGJ -1,17277 S 47 2 ___1 0,697682 0,00015934 116,43 82,545 116,43 0,13593 83849000 1924400 50766000 31159000

IGJ -1,17277 S 48 2 ___1 0,585216 0,00015934 105,14 79,664 74,993 0,071947 91371000 1924400 65723000 23723000

TBCE -1,21414 S 408 3 ___1 0,999749 0,0116074 48,883 37,41 48,883 -0,20928 9146600 52409 6669800 2424400

MYO5A -1,23246 T 1650 3 ___1 0,759351 9,11E-05 104,23 92,267 104,23 -0,40127 27300000 3964100 15744000 7591500

KIAA1551 -1,27467 S 1706 2 ___1 0,5 0,00027706 107,5 92,934 107,5 -1,3719 8340000 1014400 5032200 2293400

KIAA1551 -1,27467 S 1708 2 ___1 0,5 0,00027706 107,5 92,934 107,5 -1,3719 8340000 1014400 5032200 2293400

INCENP -1,31896 T 292 2 ___1 0,750787 0,00081986 107,61 82,392 107,61 0,24398 15493000 1906400 10743000 2844000

ARHGEF26 -1,43964 S 392 2 ___1 0,996343 0,00099405 84,753 43,353 84,753 -0,84638 118780000 5136300 79749000 33898000

ZNF318 -1,65995 S 1238 2 ___2 1 0,0159416 98,552 63,202 98,552 0,034708 10068000 561230 7774800 1731600

ZNF318 -1,65995 S 1243 2 ___2 1 1,59E-112 254,89 219,37 98,552 0,034708 1901200000 226230000 947580000 727430000

BCL9 -1,75365 S 917 3 ___1 0,998579 0,00149914 75,574 51,299 59,163 -0,12428 14931000 3452400 10387000 1091000

SBNO1 -1,85794 S 553 3 ___1 0,563966 0,0175853 45,115 7,1472 45,115 0,58913 19229000 18167000 685680 376840

POLR3GL -2,05817 S 163 2 ___2 1 7,04E-138 272,24 197,15 62,287 0,12459 68484000 6124300 32440000 29919000

POLR3GL -2,05817 T 162 2 ___2 1 0,0136715 62,287 38,198 62,287 0,12459 10289000 446890 7438800 2403700

PCM1 -2,1397 S 1188 2 ___1 0,861337 4,28E-12 156,81 137,03 118,37 -0,15829 310670000 11214000 263250000 36203000

INPPL1 -2,58277 S 1003 3 ___1 0,999993 2,05E-07 78,228 60,134 78,228 -0,013991 238220000 11003000 218140000 9081100

INPPL1 -3,33142 S 241 2 ___1 0,952812 2,35E-08 150,26 139,01 131,06 0,39667 154870000 27227000 107170000 20477000

DCP2 -3,37328 S 201 3 ___1 1 0,00273666 64,244 15,821 47,545 0,55099 50495000 12171000 36388000 1935800

CAPZA1 -3,41904 S 9 2 ___1 1 0,00011243 114,82 84,485 114,82 -1,2352 912050000 4494800 827010000 80546000

HOXA6;HOXC6-3,67138 T 195 3 ___1 1 0,0131783 51,546 14,534 51,546 1,1106 5675600 266520 5113100 296000

OR9G1 -3,77954 S 86 2 ___1 0,78259 0,0193874 79,974 22,626 65,627 1,4027 46591000 5956200 37197000 3438400

TUBGCP6 -3,85108 S 1776 2 ___2 0,972986 0,0175783 51,591 23,753 51,591 1,6593 142670000 10301000 122600000 9770300

TUBGCP6 -3,85108 T 1779 2 ___2 0,999414 0,0175783 51,591 23,753 51,591 1,6593 142670000 10301000 122600000 9770300

INPPL1 -3,97624 S 240 2 ___1 0,706153 0,00354571 75,479 54,249 75,479 0,50548 22867000 1711400 19568000 1587800

SPATA31D4;SPATA31D3-4,03405 S 81 2 ___1 1 4,59E-06 138,1 50,79 122,13 -1,6949 109030000 5510200 101600000 1925100

LSP1 -4,65323 S 111 3 ___2 1 7,59E-05 115,31 100,38 114,46 -0,47881 195170000 1511600 125620000 68041000

LSP1 -4,65323 Y 125 5 ___2 0,856703 8,56E-05 50,958 36,027 50,958 0,98537 55288000 1511600 52786000 990280

NUP133 -5,71192 T 28 3 ___1 0,695381 0,00712392 51,785 42,483 51,785 -0,30721 598640000 14592000 574170000 9874800



T: Gene nameslog2 Ratio H/M normalizedC: Amino acidN: Position C: Charge C: MultiplicityN: Localization probN: PEP N: Score N: Delta scoreN: Score for localizationN: Mass error [ppm]N: Intensity N: Intensity LN: Intensity MN: Intensity H

GFAP 3,16187 T 412 2 ___1 1 0,0715957 40,045 10,235 40,045 1,6921 11057000 1622500 655930 8778700

FGFR2 2,33268 Y 91 2 ___1 1 0,00013421 81,594 10,371 81,594 2,331 16907000 1116800 844920 14946000

EZR;MSN 1,85874 Y 270 2 ___1 1 0,00195903 54,608 39,941 54,608 -0,30591 3949900 603970 691810 2654100

CD2AP 1,04366 Y 361 3 ___1 0,999992 3,23E-13 166,55 97,814 110,38 0,11542 136970000 677180 58939000 77357000

EMG1 0,858538 T 60 3 ___1 0,551501 0,00078904 63,185 55,674 63,185 -0,53777 5023100 75880 3336500 1610700

CFAP97 0,745054 Y 292 3 ___1 0,999981 1,23E-09 99,414 84,953 99,414 -0,18713 32582000 1186400 11105000 20290000

SYK 0,712816 Y 296 3 ___1 0,717026 3,78E-05 87,719 76,028 87,719 0,47908 7480700 202790 2528900 4749000

SON 0,70496 Y 2192 3 ___1 0,984465 0,00788207 41,348 31,066 41,348 -0,5338 3421100 132510 1387500 1901100

FGR 0,697151 Y 412 3 ___1 0,999999 1,27E-09 116,6 101,41 106,28 -0,17964 364320000 17958000 147400000 198960000

PAICS 0,635522 Y 22 2 ___1 0,999433 6,56E-05 93,011 67,574 81,92 0,3457 11633000 241230 2508800 8883200

MAPK14 0,597225 T 180 2 ___2 0,999986 5,89E-44 232,88 212,58 145,71 -0,0064427 27251000 533600 12521000 14197000

MAPK14 0,597225 Y 182 3 ___2 0,999933 3,32E-27 196,88 179,44 141,58 0,27636 123120000 3925700 60548000 58647000

CDKL1 0,594931 Y 16 2 ___1 0,804237 0,0359395 40,058 13,011 40,058 1,5425 28382000 7839000 7994500 12548000

HSPD1 0,586789 Y 243 3 ___1 0,999997 1,04E-05 95,067 84,582 86,548 0,013978 49449000 244650 24381000 24823000

TMEM70 0,581715 Y 213 2 ___1 0,99882 0,0005482 70,919 59,408 70,919 2,7612 9343600 642710 4032700 4668300

HSPE1 0,553164 T 79 3 ___1 0,530289 4,55E-05 65,25 57,628 65,25 -0,38078 15937000 471120 12536000 2929000

FAM175B 0,535854 Y 342 3 ___1 0,895469 9,35E-10 88,168 79,674 57,147 -0,7214 25812000 240840 9032600 16539000

RELB 0,497127 Y 293 3 ___1 0,999718 7,38E-05 78,069 59,237 78,069 -0,18622 55351000 2024500 24070000 29256000

MAPK12 0,47467 Y 185 2 ___1 0,974033 4,60E-41 194,48 178,48 194,48 0,10352 357320000 11126000 148820000 197370000

ATIC 0,469678 Y 104 2 ___1 1 1,01E-05 111,04 81,951 84,476 0,32741 79191000 1255100 40404000 37531000

RPSA 0,451541 S 138 3 ___1 0,52199 7,71E-18 92,198 92,198 92,198 0,10816 345080000 11303000 139150000 194630000

EEF1A1;EEF1A1P5;EEF1A20,450908 Y 29 2 ___1 1 1,69E-07 143,86 109,47 143,86 -0,055042 36998000 9967100 10595000 16436000

SYK 0,450063 S 295 3 ___1 0,51381 0,00158908 62,258 50,819 62,258 -0,36263 6668100 202790 2278900 4186500

HSP90AB1;HSP90AB2P0,442121 S 255 2 ___1 0,970975 0,0302211 49,929 35,965 49,929 -0,14297 1511600 126470 360050 1025100

RPSA 0,438977 Y 139 3 ___1 0,98405 1,48E-48 158,91 151,87 158,91 0,19106 667900000 21631000 265570000 380700000

EIF2A 0,438932 Y 250 3 ___1 0,977874 1,35E-48 170,55 164,65 150,59 0,61447 144260000 7022000 56486000 80749000

ALOX5 0,432583 T 90 3 ___1 0,611813 0,034761 41,401 21,634 41,401 0,57288 24117000 4220500 9084200 10813000

DOK3 0,412294 Y 398 4 ___1 0,999993 8,99E-26 100,98 96,223 89,464 -0,73034 351690000 8107300 144180000 199400000

NUDT5 0,403922 T 71 3 ___1 0,71052 0,00086495 74,841 67,96 74,841 0,067372 19578000 1503800 9530700 8543400

DOK3 0,380175 S 389 4 ___1 0,999996 4,25E-12 89,464 85,02 80,125 -0,54997 132350000 4062300 51136000 77154000

DDX20 0,377401 Y 462 3 ___1 0,929223 9,19E-08 103,16 93,58 92,593 0,71763 134630000 619030 56328000 77688000

PARK7 0,375957 Y 67 3 ___1 1 1,96E-38 146,6 139,17 74,206 0,65412 274320000 5717800 77363000 191240000

MYH9 0,375623 Y 11 3 ___1 0,999528 1,50E-67 211,94 205,97 169,01 -0,12676 197000000 1422700 90911000 104670000

TUBB;TUBB4B;TUBB3;TUBB2B;TUBB2A0,363451 Y 106 3 ___1 0,963566 8,15E-14 127,32 120 111,58 0,43484 119160000 516890 45673000 72967000

CAD 0,356369 Y 1343 3 ___1 0,796311 4,38E-13 98,121 82,225 98,121 0,025608 17075000 570220 2536200 13969000

SND1 0,355016 Y 109 2 ___1 0,999927 8,77E-09 80,711 72,713 54,611 -1,2789 31993000 557530 13741000 17694000

STAT1 0,350837 Y 701 3 ___1 0,994408 7,27E-59 232,17 197,49 175,56 0,13897 1811300000 12727000 807030000 991580000

CEBPB 0,350271 Y 137 3 ___1 0,767229 3,42E-05 91,313 77,544 43,991 -0,56538 27031000 352530 10338000 16340000

HSP90AA1;HSP90AB1;HSP90AB3P;HSP90AB4P0,344033 Y 192 3 ___1 0,997277 1,51E-06 100,41 78,569 100,41 0,16548 15771000 360150 5170200 10240000

TUBB;TUBB4B;TUBB4A;TUBB2B;TUBB2A0,335483 Y 222 3 ___1 0,761399 8,80E-12 77,053 77,053 77,053 -0,27265 306530000 8020900 134550000 163960000

DDX20 0,307079 T 461 3 ___1 0,580646 0,00175974 54,281 48,738 54,281 0,63188 26229000 162180 13490000 12576000

PTTG1IP 0,306612 Y 174 2 ___1 1 3,98E-12 157,66 138,88 157,66 0,0071208 343010000 8349400 150530000 184130000

ANKS1A 0,299127 Y 455 3 ___1 0,99942 7,67E-10 91,128 71,918 73,036 -0,34342 139880000 5562000 42318000 92004000

TUBB 0,293017 Y 50 2 ___1 0,999134 6,38E-11 148,32 106,87 148,32 0,039193 59044000 3295500 25298000 30450000

LYN 0,292428 T 310 3 ___1 0,55881 0,00042919 54,288 10,183 54,288 1,1532 13285000 564450 5000400 7720100

GART 0,279055 Y 348 2 ___1 0,564498 0,00282492 55,676 15,573 55,676 0,0024047 6300400 273490 2752900 3274000

TUBB 0,275365 Y 59 3 ___1 0,999516 1,58E-08 111,43 95,549 111,43 0,52856 61405000 5695900 26306000 29403000

TUBB;TUBB4B;TUBB3;TUBB2B;TUBB2A0,265797 T 107 3 ___1 0,537817 0,00023405 66,779 63,059 66,779 0,55142 27540000 516890 10987000 16036000

ABI1 0,257438 Y 213 3 ___1 0,937203 3,68E-12 118,37 95,933 118,37 0,31732 191410000 1839500 89273000 100300000

CPSF6 0,255993 Y 74 3 ___1 0,91986 0,00018445 66,797 53,08 48,823 -0,60475 45366000 1711800 24721000 18933000

CPSF7 0,255803 Y 72 2 ___1 0,50407 0,00107004 56,359 32,508 56,359 0,58376 5901800 401460 2020800 3479500

AKAP11 0,254789 Y 424 3 ___1 0,948452 7,79E-16 126,25 117,32 95,414 -0,090206 135810000 2664300 50081000 83066000

TUBA1B;TUBA4A;TUBA1A;TUBA1C0,245861 Y 103 3 ___1 1 1,59E-56 212,79 195,63 212,79 -0,14189 1708100000 15593000 775910000 916580000

TUBB;TUBB4B;TUBB4A;TUBB3;TUBB2B;TUBB2A;TUBB60,245131 Y 340 2 ___1 0,928171 3,17E-12 133,07 100,46 113,47 -0,18729 82896000 1343000 37607000 43946000

QARS 0,244715 Y 491 2 ___1 0,999998 2,47E-05 112,75 83,275 112,75 -0,058611 15898000 2136600 6559000 7202500

R3HCC1L 0,240864 Y 218 2 ___1 1 2,09E-05 116,52 76,477 87,308 -0,15393 63910000 2878500 26129000 34902000

LARS 0,227618 Y 939 4 ___1 0,997531 1,19E-08 105,9 93,594 77,023 0,32541 37037000 107220 25902000 11027000

INPP5D 0,227366 Y 915 3 ___1 0,995028 1,94E-05 56,156 50,376 56,156 1,0904 16850000 1940800 3895400 11014000

Sep 02 0,226632 Y 17 3 ___1 0,998549 6,59E-17 119,18 107,98 101,5 0,14165 97137000 4981300 40663000 51494000

STAT1 0,226487 T 699 2 ___1 0,745125 1,31E-101 288 247,53 288 -0,34804 477690000 831160 160560000 316300000

HCLS1 0,226265 Y 222 2 ___1 0,995637 6,38E-10 102,87 74,067 69,451 -0,22175 74670000 3352200 39899000 31419000

HSPA4 0,223793 Y 336 3 ___1 1 1,30E-46 212,7 193,31 114,34 -0,03453 2386300000 7764600 1091400000 1287200000

DDX39A;DDX39B0,22033 Y 39 2 ___1 0,977305 3,56E-15 172,88 151,43 118,4 0,22171 76462000 796910 35990000 39675000

LYN 0,218967 Y 316 2 ___1 0,996742 5,04E-06 68,567 29,06 59,418 0,74667 15064000 523100 8626200 5914900

TBC1D15 0,208892 Y 243 3 ___1 0,984546 8,70E-06 92,977 82,638 92,977 0,47033 23102000 223240 3307600 19571000

GATAD2B 0,206268 Y 317 3 ___1 0,999893 6,23E-22 140,2 131,16 128,29 -0,3214 313920000 20226000 141930000 151760000

LCP1 0,203765 Y 598 2 ___1 1 6,48E-12 125,74 110,47 66,056 0,10114 62464000 6477000 26634000 29353000

TUBA1B;TUBAL3;TUBA4A;TUBA1A;TUBA1C0,200182 Y 399 2 ___1 1 9,38E-10 138,89 112,76 57,174 0,53885 239240000 288250 89883000 149070000

TUBA1B;TUBA4B;TUBA4A;TUBA1A;TUBA3E;TUBA1C0,19711 T 223 2 ___1 0,689719 1,25E-14 142,83 118,54 142,83 0,37068 108450000 633780 50058000 57759000

GOT2 0,19333 Y 96 3 ___1 1 1,38E-25 168,5 140,17 41,513 -0,56826 171470000 1152100 77073000 93244000

EIF3A 0,192321 Y 32 2 ___1 1 0,00012362 77,64 62,95 68,069 -0,41102 49405000 1605900 27141000 20658000

LYSMD2 0,190552 Y 208 3 ___1 0,962871 1,51E-09 106,82 90,333 94,61 0,27557 225290000 1377700 97420000 126490000

GEMIN8 0,190172 T 182 3 ___1 0,980774 3,01E-12 123,43 100,56 123,43 0,34141 53969000 268220 39985000 13715000

MYH9 0,189034 Y 754 2 ___1 0,999702 1,91E-05 118,26 35,259 118,26 0,025603 79367000 3200900 39187000 36979000

CLTC 0,188654 Y 1096 4 ___1 0,99999 8,58E-05 55,158 48,863 55,158 0,33379 9278800 224370 2902400 6152000

GARS 0,185867 Y 453 2 ___1 0,94637 1,44E-08 119,39 104,12 119,39 -0,16395 163830000 5343100 78075000 80410000

ACTB;ACTG10,181166 Y 294 2 ___1 1 7,15E-149 325,17 289,99 312,66 -0,26018 2633100000 38661000 1212100000 1382300000

USP7 0,180263 Y 735 3 ___1 0,999501 1,84E-07 73,758 65,955 73,758 0,68595 27250000 877950 13895000 12477000

FKBP4 0,177982 Y 411 3 ___1 1 4,26E-05 94,538 79,151 83,137 -0,58342 25860000 1974200 10757000 13129000

ACTA1;ACTC10,174918 T 91 4 ___1 0,555609 0,00391679 40,756 34,976 40,756 0,2714 7128300 281840 2802700 4043700

CLTC 0,172337 Y 634 3 ___1 0,999998 5,33E-06 101,32 89,344 101,32 -0,045326 129140000 1350700 39913000 87871000

HSP90AB1 0,170053 Y 596 3 ___1 0,993175 1,18E-56 216,15 196,57 117,37 -0,46469 837390000 28806000 395800000 412790000

BTK 0,167743 Y 223 2 ___1 0,999773 5,30E-26 160,38 133,72 160,38 -0,10437 107380000 1044300 47402000 58939000

LCP1 0,16209 Y 276 2 ___1 1 6,26E-08 106,29 90,4 90,05 -0,07901 35529000 1157400 12826000 21545000

CDK1 0,157949 T 14 2 ___2 1 1,05E-19 173,58 147,6 173,58 -0,51344 6768400000 115630000 3177000000 3475700000

CDK1 0,157949 Y 15 2 ___2 1 5,37E-32 206,1 154,83 112,84 -0,064046 1,7091E+10 530400000 8647700000 7912500000

LDHA 0,151209 Y 10 2 ___1 1 3,19E-39 182,64 175 129,89 0,31725 1091100000 8396600 538220000 544440000

DOCK2 0,147437 Y 209 3 ___1 0,986743 0,00011393 64,52 54,463 64,52 0,0027764 15787000 2319900 6294200 7172900

LAMTOR1 0,146786 Y 40 3 ___1 0,990891 1,40E-05 82,248 49,045 82,248 0,27422 71199000 1887900 32561000 36750000

TUBA1B;TUBA4B;TUBA4A;TUBA1A;TUBA3E;TUBA1C0,146083 Y 224 3 ___1 0,625868 2,00E-15 143,46 90,636 143,46 0,22177 121680000 68747 54541000 67066000

GIT1 0,14483 Y 545 3 ___1 0,957189 3,99E-25 120,27 111,06 105,51 0,33177 425010000 13210000 184170000 227630000

FIP1L1 0,144308 Y 426 3 ___1 0,999993 9,58E-09 79,408 72,455 79,408 0,38525 35958000 1239600 11609000 23109000

HSP90AB1 0,142217 Y 484 2 ___1 0,999386 1,69E-22 153,82 131,81 108,98 0,020247 446300000 18571000 199110000 228620000

HSP90AB2P 0,142217 Y 260 2 ___1 0,999386 8,01E-06 108,98 76,137 108,98 0,020247 398550000 18571000 177900000 202080000

EEF2 0,135535 Y 443 3 ___1 1 0,00098076 61,833 54,814 58,889 -0,8004 28584000 5206300 10066000 13311000

IKZF3 0,135404 Y 96 2 ___1 1 2,36E-26 197,94 170,61 133,91 -0,11592 713360000 6613100 345330000 361420000

ACTB;POTEE;ACTG10,133432 Y 218 2 ___1 1 2,84E-34 169,92 151,19 168,41 -0,29779 267860000 5494600 126520000 135850000

CD84 0,130444 Y 316 3 ___1 0,820912 3,08E-07 72,644 49,545 72,644 -0,27149 39291000 5300600 15113000 18877000

ATP6V1D 0,127501 S 118 3 ___1 0,608915 1,71E-17 118,3 106,55 118,3 0,31539 15270000 389380 5443200 9437700

UPF1 0,123799 S 485 3 ___1 0,561654 0,00032831 56,407 45,749 56,407 -0,80096 17474000 3078600 7160900 7234500

TUBA1B;TUBA4A;TUBA1A;TUBA3E;TUBA1C0,119157 Y 357 2 ___1 1 1,59E-15 126,83 99,401 108,59 -0,0052956 322470000 11607000 142380000 168490000

WDR1 0,118958 Y 238 4 ___1 0,999986 1,36E-26 147 139,37 106,63 -0,16875 285110000 6956000 128300000 149860000

NIT2 0,118227 Y 49 2 ___1 0,875035 3,10E-08 112,13 65,667 83,397 -0,27646 22156000 589460 10158000 11409000

HSP90AA1 0,116098 Y 604 3 ___1 0,992291 6,25E-30 166,57 148,03 117,74 -0,33616 297400000 14757000 142640000 140010000

FASN 0,1129 Y 1047 2 ___1 0,999975 0,00039648 102,3 83,565 89,142 0,1981 187340000 7067000 87006000 93272000

EEF1A1;EEF1A1P5;EEF1A20,11023 Y 141 3 ___1 0,960501 7,86E-11 146,11 129,91 71,085 -0,20633 190180000 10813000 82143000 97222000

EIF3B 0,109277 Y 449 3 ___1 0,999762 5,17E-17 139,11 129,94 139,11 0,083134 246410000 2689500 114990000 128730000

NFYA 0,10914 Y 266 2 ___1 1 9,13E-27 169,62 147,99 95,417 0,13631 41852000 566500 17014000 24271000

PRPF4B 0,108892 Y 849 2 ___1 0,999967 0 411,05 411,05 411,05 -0,36774 1,2663E+10 323920000 6266300000 6072400000

HNRNPK 0,10608 Y 380 2 ___1 0,924166 2,89E-63 232,5 209,92 216,46 -0,078213 385000000 15208000 179590000 190200000

FAF2 0,105812 Y 79 3 ___1 0,9992 0,00023621 69,451 36,927 64,55 -0,15778 16181000 3310400 5913000 6957700

PGAM1;PGAM2;PGAM40,102457 Y 92 2 ___1 1 7,02E-33 201,3 190,04 190,73 0,30829 487240000 5600300 234930000 246710000

SRSF9 0,102053 Y 70 3 ___1 1 8,37E-05 76,588 67,989 74,769 0,20712 36568000 1050400 24147000 11371000

Daudi pYome
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HSPA8 0,101381 Y 15 3 ___1 0,702896 2,28E-05 63,184 48,094 63,184 -0,19067 9501700 142630 4384100 4975000

CSTF2 0,0963968 Y 115 2 ___1 0,958198 1,05E-35 170,11 147,75 170,11 0,23504 174690000 6536600 77467000 90682000

PAG1 0,0951818 Y 227 3 ___1 0,982098 1,02E-11 106,73 92,121 101,17 0,29613 248220000 8950700 114840000 124430000

PPP1CB 0,0926134 Y 306 3 ___1 0,991767 1,12E-06 101,53 91,471 101,53 0,066743 109660000 1058200 51236000 57366000

PIK3AP1 0,0905825 Y 694 4 ___1 0,995386 1,56E-08 112,75 63,952 66,874 0,027474 188710000 3986400 90341000 94382000

LDHB 0,0888201 Y 240 2 ___1 0,993663 7,65E-06 117,31 102,16 117,31 -0,24768 1587700000 127760000 695450000 764450000

SHC1 0,0871912 Y 427 2 ___1 0,870274 3,22E-16 146,5 132,54 146,5 0,45845 88055000 1857600 47664000 38533000

PIK3CD 0,0865121 Y 524 3 ___1 0,992574 6,50E-06 86,772 64,234 86,772 -0,24062 29358000 1848800 13795000 13714000

RPS16 0,0844725 Y 82 3 ___1 1 0,00024783 62,042 52,992 62,042 -0,43184 7885900 1556900 3457900 2871100

PGAM1;PGAM40,0821121 Y 4 2 ___1 1 0,00019872 98,299 80,914 85,064 0,33193 17445000 743040 6315100 10387000

PTPRA 0,0788831 Y 798 3 ___1 0,999779 6,45E-86 243,53 221,48 130,06 0,11234 1077400000 42584000 496410000 538380000

PTPN11 0,0731348 Y 62 2 ___1 0,895169 3,79E-08 109,84 66,563 89,959 0,22618 113200000 5199900 57631000 50372000

PRPF8 0,0721745 Y 2091 2 ___1 0,999997 1,42E-14 164,9 129,68 164,9 -0,15315 66352000 1342700 31449000 33561000

CDK2 0,0706641 T 14 2 ___2 1 3,86E-19 171,05 50,094 163,02 0,177 2821200000 101700000 1276100000 1443400000

CDK3 0,0706641 T 14 2 ___2 1 3,86E-19 171,05 50,094 163,02 0,177 2821200000 101700000 1276100000 1443400000

CDK2 0,0706641 Y 15 2 ___2 1 1,72E-24 184,31 68,076 112,84 -0,064046 1,3518E+10 520070000 6902200000 6095400000

CDK3 0,0706641 Y 15 2 ___2 1 1,72E-24 184,31 68,076 112,84 -0,064046 1,3518E+10 520070000 6902200000 6095400000

TRIM28 0,067088 Y 517 2 ___1 0,999675 2,17E-13 130,88 116,64 130,88 -0,45258 48700000 1928300 22375000 24396000

CYFIP2;CYFIP10,0656027 Y 1078 3 ___1 1 2,89E-05 89,403 75,051 56,205 -0,60584 12548000 1344800 5593300 5609800

PRPS2;PRPS1L1;PRPS10,0630888 Y 245 3 ___1 0,99999 9,71E-07 93,424 81,509 92,264 0,66893 18396000 532150 9437000 8426500

NUP93 0,062398 Y 190 2 ___1 0,979581 0,00407866 50,607 12,369 50,607 1,0243 4525600 255580 1866500 2403500

PABPC1;PABPC30,0611541 Y 364 2 ___1 0,999999 2,16E-15 153,12 116,43 130,94 0,2033 140200000 488490 73841000 65867000

TUBA1B;TUBAL3;TUBA4A;TUBA1A;TUBA1C0,0607391 Y 312 2 ___1 1 0,00037088 102,72 88,562 102,72 -0,51818 72611000 1866700 34020000 36725000

ATIC 0,0585243 Y 208 2 ___1 1 2,97E-19 144,27 121,73 114,56 -0,35827 206460000 6673500 99657000 100130000

TKT 0,0578315 Y 202 3 ___1 0,999998 5,82E-05 63,918 55,098 63,918 -0,056261 32615000 1392900 15095000 16127000

UPF1 0,0545011 Y 488 3 ___1 1 6,14E-40 205,06 174,65 205,06 0,35318 234820000 573200 99701000 134550000

TXNRD1 0,0540844 Y 281 3 ___1 1 1,01E-26 192,4 177,93 162,7 0,1382 214460000 4211600 103550000 106700000

HNRNPL 0,049352 Y 387 4 ___1 0,666274 0,00068231 48,693 37,682 48,693 0,038664 8630900 414550 5534600 2681700

ESYT1 0,0462816 Y 1009 3 ___1 0,955842 3,23E-07 71,742 65,75 49,188 0,83972 8834700 1695100 4764500 2375000

HSPE1 0,0460021 Y 76 2 ___1 0,844274 4,33E-05 101,64 73,631 101,64 0,062395 173230000 17665000 74549000 81021000

BTK 0,0453032 Y 361 3 ___1 0,999806 1,92E-27 152,81 130,95 110,75 0,1261 311040000 8562500 136800000 165680000

MTHFD1 0,034521 Y 402 3 ___1 1 6,29E-13 96,79 83,198 93,322 0,13768 16164000 477840 8739600 6946600

SYK 0,0326651 Y 323 3 ___1 0,999601 4,64E-34 158,94 158,94 158,94 -0,052543 1515100000 20032000 700620000 794440000

TUBA1B;TUBA4A;TUBA1A;TUBA3E0,0319598 Y 272 3 ___1 0,999749 2,61E-45 196,38 196,38 115,82 -0,011022 1265300000 52696000 573010000 639630000

TUBA1C 0,0319598 Y 272 3 ___1 0,999749 2,61E-45 196,38 196,38 115,82 -0,011022 1265300000 52696000 573010000 639630000

EIF3D 0,0275787 Y 318 2 ___1 0,987075 1,40E-51 200,75 200,75 167,55 -0,15079 220980000 8135800 110440000 102400000

PRMT1 0,0272956 Y 309 3 ___1 0,828241 1,42E-19 163,78 149,87 89,466 0,037504 221550000 8665900 112260000 100620000

LCP1 0,0265876 Y 417 2 ___1 0,998797 2,33E-193 353,14 320,52 353,14 0,057215 854160000 38976000 394540000 420640000

ATXN2L 0,024887 Y 349 2 ___1 1 0,00213718 68,033 29,662 61,997 -0,1292 27188000 3081900 11770000 12337000

PTK2B 0,0231949 Y 580 3 ___1 0,978346 1,74E-18 143,17 100,96 100,54 0,25482 23224000 1558000 9966200 11699000

PKM 0,0231843 Y 148 3 ___1 1 5,10E-22 145,75 124,94 145,75 -0,40179 187040000 503310 91625000 94917000

ATIC 0,0207689 Y 290 2 ___1 0,998826 1,25E-08 79,906 67,681 79,906 0,45883 48657000 4052900 19596000 25008000

MAPK7 0,0199154 T 224 3 ___1 0,722398 6,54E-09 67,449 56,76 67,449 -0,1182 562370000 14464000 280710000 267200000

ENO2 0,0170667 Y 44 3 ___1 0,999756 2,62E-25 141,46 137,68 119,4 -0,022575 1068800000 35134000 511610000 522010000

PRPF4B 0,0159258 S 852 3 ___1 0,698293 8,24E-12 109,08 100,58 95,48 0,11222 350050000 53893000 149040000 147120000

TARS 0,0102069 Y 298 2 ___1 1 1,66E-07 144,09 122,79 144,09 0,27408 213790000 32448000 85834000 95512000

SYNE2 0,00949053 Y 5735 2 ___1 0,999361 0,00043195 94,662 67,542 94,662 0,067849 13923000 389670 4938000 8595400

EIF3C;EIF3CL0,00938224 Y 881 2 ___1 0,993913 1,48E-05 92,151 72,757 83,265 0,12902 88474000 1652900 42636000 44185000

SNUPN 0,00360232 Y 334 3 ___1 0,999787 2,88E-06 94,882 83,089 94,882 0,13585 61713000 1946500 29409000 30358000

HNRNPU 0,00243556 S 267 2 ___1 0,82457 4,92E-13 158,79 134,45 158,79 0,51899 50565000 2939300 27404000 20221000

TXNRD1 0,00187425 Y 163 2 ___1 0,991127 5,18E-22 148,52 117,65 141,46 -0,43309 104450000 5931200 47048000 51466000

ENO1;ENO3 0,00100953 Y 44 3 ___1 0,999756 2,62E-25 141,46 137,68 119,4 -0,022575 4584300000 59019000 2213900000 2311400000

PGK1 -0,0003751 Y 196 2 ___1 1 0,00328823 62,715 35,594 62,715 -0,014958 12902000 178470 6076900 6646300

LCP1 -0,0003896 Y 28 2 ___1 0,999809 2,26E-20 126,1 112,42 126,1 -0,2146 194020000 7634700 96045000 90336000

TRIM25 -0,0024113 Y 278 3 ___1 0,999802 6,14E-08 112,5 89,778 92,939 0,027907 199320000 7038100 95971000 96315000

HSP90AA1;HSP90AA5P-0,0034522 Y 492 2 ___1 0,999764 1,83E-63 262,2 198,63 247,75 -0,031619 271380000 10796000 125740000 134850000

BLK -0,0065358 Y 188 2 ___1 0,868829 1,00E-07 117,52 107,19 109,42 -0,047673 91874000 5804300 42269000 43801000

RPS2 -0,0080611 Y 133 3 ___1 1 4,13E-13 122,51 108,35 50,827 0,82734 79265000 2994000 37037000 39235000

MAPK14 -0,0084355 T 180 2 ___1 0,999986 5,89E-44 232,88 212,58 145,71 -0,0064427 27251000 533600 12521000 14197000

AKR1A1 -0,0105558 Y 50 3 ___1 1 2,28E-21 138,08 128,6 99,838 0,085155 20912000 955950 2133100 17823000

PTBP1 -0,0118061 Y 127 3 ___1 0,99997 3,00E-05 88,803 79,269 88,803 0,12953 34998000 3381700 14547000 17069000

PSMA2 -0,0134362 Y 98 3 ___1 0,518235 0,00257122 45,047 33,091 45,047 0,64719 14782000 1534900 6108900 7138600

ACTN4;ACTN1-0,013975 Y 265 3 ___1 0,994533 2,48E-19 146,5 124,3 83,758 -0,19289 274080000 11641000 118250000 144190000

WAS -0,0141207 Y 291 3 ___1 1 5,67E-82 237,49 237,49 100,02 -0,41015 4537700000 16167000 2656400000 1865100000

NUDT5 -0,0176945 Y 74 2 ___1 0,999996 3,45E-08 150,27 105,29 140,45 1,5974 175710000 18841000 79111000 77761000

PRMT1 -0,017826 T 310 2 ___1 0,685167 3,25E-13 143,79 129,55 143,79 0,10574 71105000 2714900 29913000 38476000

DCP1A -0,0208473 Y 64 3 ___1 0,990956 0,00062372 57,679 42,707 57,679 -0,43788 11429000 541270 7086300 3801300

PKM -0,0258232 Y 390 3 ___1 1 2,31E-13 130,02 87,758 119,47 -0,20717 86308000 2502700 38279000 45526000

HNRNPA1 -0,0334071 Y 347 2 ___1 0,999998 1,25E-06 101,15 89,088 90,685 0,25522 57827000 280330 26245000 31301000

PIK3AP1 -0,0362152 S 696 4 ___1 0,782614 3,59E-06 97,095 87,725 75,55 0,14549 44018000 527060 21113000 22378000

EZR -0,0391177 S 112 3 ___1 0,523215 0,00491952 42,106 35,53 42,106 0,2575 19998000 780550 7186100 12031000

PTPN11 -0,0441516 Y 584 2 ___1 1 1,93E-41 218,94 192 48,283 0,93574 263640000 6001900 117900000 139740000

HNRNPUL1 -0,0485764 S 512 3 ___1 0,627993 0,00023191 64,675 52,547 64,675 -0,30081 53495000 1119400 25082000 27293000

CCT8 -0,0562211 Y 426 3 ___1 0,543042 0,00015344 54,368 45,874 54,368 0,066051 9248200 358950 4021800 4867400

CARS -0,0564912 Y 32 2 ___1 0,995478 0,00024516 118,5 62,778 90,135 0,0094093 28535000 398190 14385000 13752000

PGAM1 -0,0565596 Y 26 3 ___1 0,99292 3,44E-07 91,589 83,5 67,153 0,15334 35173000 3132200 17041000 14999000

ARAP1 -0,0584279 Y 737 3 ___1 0,991879 7,49E-26 160,47 143,73 160,47 0,031606 203220000 11784000 93565000 97874000

HNRNPF -0,0610142 Y 210 3 ___1 0,998859 3,34E-09 112,8 96,371 84,874 -0,07068 166820000 452790 82677000 83693000

HNRNPU -0,0639671 Y 257 3 ___1 0,996215 2,40E-05 77,468 65,512 51,495 1,4721 32173000 2144400 12885000 17144000

EZR -0,0670771 Y 116 3 ___1 0,999828 9,88E-27 146,25 134,51 146,25 -0,039629 64308000 2086600 38961000 23261000

PKM -0,0694367 Y 83 3 ___1 0,999518 1,50E-25 179,14 137,76 179,14 0,32864 214680000 9836100 107620000 97220000

UMPS -0,0718605 Y 37 2 ___1 0,99541 4,81E-06 102,52 79,784 102,52 1,0978 61239000 3130800 30302000 27807000

HNRNPL -0,0723917 S 381 4 ___1 0,516899 0,0025614 40,986 31,274 40,986 -0,18709 8390400 127190 3167500 5095700

ACTB;ACTG1-0,0738942 Y 169 3 ___1 0,50207 1,17E-05 61,488 55,887 61,488 -0,34048 51708000 1322900 34234000 16151000

REL -0,0740613 Y 176 4 ___1 0,847445 4,38E-20 114,2 101,79 61,776 -0,046866 127810000 1244100 60429000 66133000

ILF3 -0,0766759 Y 22 3 ___1 0,952985 3,59E-48 198,64 169,87 175,93 -0,11693 36703000 1365200 22385000 12953000

CYB5R3 -0,0770829 S 82 3 ___1 0,592252 1,06E-07 76,733 69,781 76,733 0,47748 24904000 927310 12799000 11178000

GDI2 -0,080515 Y 203 2 ___1 0,960823 3,77E-42 227,37 209,9 111,63 -0,022896 116690000 2626000 53851000 60213000

TKT -0,0815221 Y 275 3 ___1 0,979519 1,79E-39 206,32 167,68 72,819 -0,30719 287210000 11094000 150730000 125390000

ALDOA -0,0818427 Y 3 2 ___1 0,999998 1,06E-10 141,95 119,21 141,95 -0,14597 136340000 11277000 62465000 62599000

INPP5D -0,0894822 Y 865 2 ___1 1 1,41E-12 142,92 142,92 80,438 -0,36911 2102400000 30143000 1101700000 970530000

MAPK14 -0,0918327 Y 182 3 ___1 0,999933 3,32E-27 196,88 179,44 141,58 0,27636 123120000 3925700 60548000 58647000

PSMB8 -0,0924786 Y 184 3 ___1 0,989298 7,55E-08 106,3 94,015 106,3 0,0028291 9982400 475450 4894000 4613000

EIF1 -0,0932018 Y 30 4 ___1 0,998579 1,06E-11 91,398 81,428 84,516 -0,033613 31490000 405740 18511000 12573000

HNRNPL -0,103658 Y 359 4 ___1 0,733291 1,33E-05 59,426 54,553 59,426 0,77615 33696000 1440300 15619000 16637000

CPNE1 -0,105691 Y 386 3 ___1 0,997694 2,09E-05 78,615 66,846 78,615 0,092879 25594000 814820 13626000 11153000

ACLY -0,106032 Y 682 3 ___1 1 1,35E-90 248,79 233,5 248,79 -0,17576 3050700000 6474500 1684400000 1359800000

AGFG1 -0,107004 Y 327 3 ___1 0,884654 5,56E-58 180,91 169,07 180,91 -0,36405 119200000 1389500 88493000 29314000

CDK5 -0,107741 Y 15 2 ___1 0,971735 1,01E-05 100,48 84,815 93,111 0,13649 311370000 13435000 150510000 147430000

CCDC18 -0,112599 Y 81 3 ___1 0,965702 9,71E-17 128,12 99,474 60,278 0,68543 164400000 10483000 80142000 73772000

FKBP5 -0,113426 Y 57 4 ___1 0,551449 0,0161944 41,711 33,622 41,711 -0,40641 10539000 472170 5413200 4653600

POTEI;ACTB;POTEE;POTEF;POTEJ;POTEKP;ACTG1-0,120608 Y 91 3 ___1 0,999353 6,86E-07 115,29 115,29 115,29 -0,12142 252480000 16625000 121470000 114380000

ACTA1;ACTC1-0,120608 Y 93 3 ___1 0,999353 6,86E-07 115,29 115,29 115,29 -0,12142 252480000 16625000 121470000 114380000

PRPF31 -0,121079 Y 205 3 ___1 0,999737 8,70E-06 130,56 118,93 130,56 -0,04011 88199000 2635900 44598000 40965000

MAPK7 -0,1229 Y 221 3 ___1 0,983304 1,92E-47 200,97 169,97 173,27 -0,21808 1154900000 27858000 579990000 547040000

ACTB;ACTG1-0,124361 Y 166 3 ___1 0,970311 2,60E-19 105,17 96,258 84,576 0,07911 427910000 14388000 190600000 222920000

ITSN2 -0,126722 Y 968 3 ___1 1 8,73E-12 155,48 117,39 71,933 0,33026 320680000 64248000 143900000 112540000

BCR -0,134287 Y 177 4 ___1 1 7,96E-10 89,946 78,646 47,52 -0,46484 161920000 1493900 89241000 71188000

NFKB1 -0,135396 Y 240 3 ___1 0,999762 3,68E-16 125,04 113,19 125,04 -0,12317 90369000 875420 37012000 52482000

DHX9 -0,138953 Y 748 3 ___1 0,995743 1,29E-14 127,36 112,43 92,679 -0,28728 83676000 2535000 39384000 41756000

STX12 -0,139681 Y 3 3 ___1 0,981718 1,97E-10 120,11 87,423 104,03 -1,4099 70403000 4037800 35744000 30621000

SLAMF6 -0,139697 Y 285 3 ___1 0,979933 5,13E-40 186,06 173,4 156,29 0,29092 318800000 8897600 166460000 143440000

SASH3 -0,140182 S 187 3 ___1 0,712848 4,12E-12 107,07 107,07 91,475 0,057785 82562000 3161400 37678000 41723000

HNRNPM -0,142331 Y 681 3 ___1 1 8,21E-06 93,768 81,852 69,188 0,091838 135680000 116870 46995000 88569000



ACTN4 -0,150222 Y 212 3 ___1 1 2,65E-05 92,856 72,732 85,554 0,16072 35482000 1268100 18465000 15749000

PLCG2 -0,158365 Y 680 3 ___1 0,999999 4,67E-15 168,31 168,31 168,31 -0,25591 597870000 1336400 332050000 264490000

PSMA2 -0,158478 Y 101 3 ___1 0,987146 2,41E-09 92,492 77,878 74,029 -0,27435 91161000 5530900 44080000 41550000

CCT8 -0,160202 Y 30 2 ___1 1 5,67E-06 122,33 85,636 122,33 0,53829 48230000 2662800 22902000 22665000

EIF2S1 -0,161573 Y 150 3 ___1 0,999995 3,72E-09 128,22 112,71 128,22 -0,21595 64149000 1024200 25219000 37906000

TNK2 -0,16217 Y 827 2 ___1 0,999999 2,66E-32 188,66 177,34 188,66 -0,0182 843890000 24801000 433100000 385990000

HSP90AB1;HSP90AB3P-0,166406 S 226 2 ___1 1 0,00380993 74,376 54,599 74,376 -0,078046 2949500 50299 1375000 1524200

DOCK8 -0,176401 Y 1285 3 ___1 0,98199 2,30E-10 100,64 93,362 100,64 0,27541 22758000 417410 9372800 12968000

EPRS -0,192332 T 376 3 ___1 0,538608 5,03E-19 115,66 109,76 115,66 -1,0912 32573000 348300 18392000 13833000

LDHA -0,19375 Y 239 3 ___1 0,996276 1,05E-31 194,98 157,3 106,76 -0,014501 616220000 15042000 321710000 279460000

TNK2 -0,196839 T 517 3 ___1 0,585521 2,05E-38 177,02 168,54 177,02 -0,26678 493160000 1497100 276520000 215150000

SASH3 -0,196984 Y 189 3 ___1 0,992862 6,46E-12 102,38 102,38 102,38 -0,059908 64236000 3513300 30998000 29725000

TLN1 -0,200962 Y 70 2 ___1 0,882854 0,00157638 64,567 39,644 53,166 -0,26455 5225700 621800 2624600 1979300

SUPT16H -0,201725 Y 535 3 ___1 0,998782 1,24E-12 120,11 107,45 120,11 0,0023653 118960000 3064100 54472000 61427000

MYH9 -0,210257 Y 193 2 ___1 0,990551 2,00E-07 104,79 74,541 104,79 -0,13641 23671000 143340 7880900 15646000

MTHFS -0,2122 Y 83 3 ___1 0,999875 1,28E-06 104,24 91,477 91,62 -0,41447 46804000 308020 31080000 15416000

SNRNP70 -0,215831 Y 126 3 ___1 1 2,14E-07 143,12 114,95 106,49 0,5944 2047900000 25324000 1036900000 985710000

RPS10 -0,21838 Y 12 2 ___1 1 3,77E-05 103,56 103,56 103,56 0,015752 137810000 5399000 70094000 62312000

HIST2H2BE;HIST1H2BB;HIST1H2BO;HIST1H2BJ;HIST3H2BB;HIST2H2BD;HIST2H2BC-0,218531 Y 43 2 ___1 0,999705 1,66E-05 123,79 84,644 123,79 0,43154 20871000 3921100 8792500 8157400

TNK2 -0,219152 Y 860 3 ___1 0,726384 8,23E-05 67,43 59,627 63,145 -0,0011852 71187000 661630 46599000 23927000

HNRNPL -0,220917 Y 363 4 ___1 0,499976 0,00082595 48,085 43,079 48,085 -0,33494 16813000 720130 9667400 6425400

HNRNPL -0,225852 Y 574 2 ___1 0,993887 3,77E-05 95,523 63,763 94,309 -0,27932 118580000 15618000 51826000 51134000

SUPT16H -0,230262 T 537 4 ___1 0,507117 0,00118409 48,115 45,792 40,756 -0,14292 11523000 460910 7282200 3779900

XPO1 -0,236096 Y 463 3 ___1 0,97408 0,00016646 62,861 52,045 62,861 -0,066554 5801800 1139100 1873000 2789800

MOB1A;MOB1B-0,237472 Y 26 3 ___1 0,999729 0,00036839 60,196 51,696 60,196 -0,28443 16090000 373020 8318500 7398500

RAB9A -0,245335 Y 107 3 ___1 0,833451 5,08E-08 83,423 75,89 57,496 0,48613 28496000 1453900 14218000 12824000

PKM -0,245762 Y 105 3 ___1 0,999819 1,24E-22 145,58 129,48 145,58 0,25434 389010000 3598700 183490000 201930000

TYK2 -0,249599 Y 433 3 ___1 0,793865 1,07E-06 92,307 77,385 88,133 -0,24085 22923000 935610 7899600 14088000

BTK -0,250354 Y 551 3 ___1 0,988522 1,51E-13 130,56 117,5 130,56 0,039524 39347000 591670 26472000 12284000

SNRNP200 -0,252913 Y 1682 4 ___1 0,999737 1,97E-32 141,5 126,22 135,01 -0,26582 149320000 816680 76925000 71576000

STAP1 -0,268817 Y 65 3 ___1 0,998995 2,52E-35 163,16 151,23 149,32 -0,16353 250880000 209640 101880000 148790000

SIT1 -0,270173 Y 90 3 ___1 0,999804 3,13E-12 116,65 108,94 116,65 0,14103 68522000 857070 56426000 11239000

SLAMF6 -0,270278 Y 309 2 ___1 0,986254 9,79E-20 167,44 142,72 167,44 0,33211 175990000 5285700 80843000 89863000

CYB5R3 -0,272036 Y 80 3 ___1 0,846564 7,53E-10 88,79 76,477 88,79 0,44141 16104000 797940 8912600 6393700

SFPQ -0,273099 Y 381 3 ___1 0,63269 1,11E-08 85,062 71,331 85,062 -0,17443 12616000 397140 8339300 3879400

TNK2 -0,273692 Y 284 3 ___1 1 9,52E-06 89,541 65,607 44,196 0,42039 64005000 2594500 34084000 27326000

DYRK1B;DYRK1A-0,279319 Y 273 2 ___1 0,999964 8,88E-13 148,04 112,75 148,04 0,13305 281130000 9262600 153390000 118470000

EMD -0,280988 Y 161 3 ___1 0,99976 5,71E-09 106,19 83,049 106,19 0,042466 96775000 2004200 49780000 44990000

HIST1H2BL;HIST1H2BM;HIST1H2BN;HIST1H2BH;HIST2H2BF;HIST1H2BC;HIST1H2BD;HIST1H2BK;H2BFS-0,281123 Y 43 2 ___1 0,999683 2,59E-05 115,91 82,652 115,91 -0,31933 87708000 6601900 43425000 37682000

BTK -0,288399 Y 344 3 ___1 0,869313 2,37E-26 171,29 148,05 131,24 -0,026031 165930000 6118700 88364000 71450000

COPA -0,295234 Y 249 3 ___1 1 2,39E-12 134,18 122,86 134,18 -0,21108 83418000 3829600 47680000 31908000

CD79B -0,299667 T 206 3 ___1 0,554109 0,00010187 55,061 48,834 55,061 -0,11043 38648000 850740 25446000 12351000

CD79B -0,30036 Y 207 3 ___1 0,859164 2,62E-21 135,01 123,81 135,01 0,28551 171360000 3683300 93422000 74255000

EIF3B -0,3042 Y 339 2 ___1 0,829928 0,0239955 45,972 21,078 44,753 0,73439 8904600 4951400 2109300 1843900

ESYT1 -0,309199 Y 822 3 ___1 0,976119 3,27E-20 138,19 132,34 138,19 -0,12922 148760000 4859200 81250000 62653000

ITSN2 -0,309592 Y 553 2 ___1 1 1,14E-05 116,9 61,399 116,9 0,22133 216210000 9473000 110120000 96623000

PRKCD -0,314948 Y 374 2 ___1 1 0,0003495 111,61 74,263 64,04 0,39486 518700000 3049000 284540000 231110000

ARHGAP35 -0,315989 Y 1087 3 ___1 0,961957 2,69E-19 107,87 101,84 103,21 -0,19509 160650000 1045400 78090000 81517000

GSK3B;GSK3A-0,324003 Y 216 2 ___1 0,999851 8,28E-32 198,32 182,78 185,25 -0,035754 5066900000 81661000 2771200000 2214000000

SLAMF6 -0,324261 Y 274 3 ___1 0,999577 4,41E-17 134,66 117,29 134,66 -0,1951 90981000 2247900 49038000 39695000

PIK3AP1 -0,325448 Y 570 3 ___1 0,999974 3,01E-09 120,29 104,15 120,29 0,13377 121170000 551880 74377000 46237000

CBL -0,327617 Y 674 3 ___1 0,80577 2,18E-07 71,073 63,713 71,073 -0,011532 111340000 5040500 60164000 46140000

CD79A -0,330955 Y 210 2 ___1 0,922139 1,35E-39 187,78 139,21 187,78 0,27275 386470000 24827000 200710000 160930000

BTK -0,331409 Y 40 2 ___1 0,904928 0,00031643 74,162 45,763 74,162 0,1576 7255800 143100 4139400 2973200

CDK2 -0,344319 Y 15 2 ___1 1 1,72E-24 184,31 68,076 112,84 -0,064046 1,3518E+10 520070000 6902200000 6095400000

CDK3 -0,344319 Y 15 2 ___1 1 1,72E-24 184,31 68,076 112,84 -0,064046 1,3518E+10 520070000 6902200000 6095400000

CDK1 -0,347711 Y 19 2 ___1 1 3,80E-14 157,95 23,353 157,95 0,18414 867900000 29746000 465420000 372730000

MYH9 -0,351421 Y 151 4 ___1 0,996573 0,0008431 53,278 45,189 42,068 0,56259 17266000 938330 6804600 9523300

ELP3 -0,354981 Y 202 3 ___1 1 1,24E-41 186,45 161,29 174,2 -0,41302 404160000 17539000 216180000 170440000

INPP5D -0,355978 Y 1022 4 ___1 0,958465 4,09E-27 129,9 122,1 126,04 -0,25425 369550000 596210 246270000 122690000

SHMT1 -0,360642 Y 34 3 ___1 0,999543 0,00013799 56,959 49,062 56,959 -0,072676 30056000 563890 13193000 16300000

CDK2 -0,362644 Y 19 2 ___1 0,999698 7,42E-06 117,89 24,241 51,927 0,4958 123580000 6066900 61755000 55762000

NOA1 -0,364534 Y 77 2 ___1 1 5,05E-06 89,283 75,62 89,283 -0,11824 26786000 1207000 13343000 12236000

HIST1H4A -0,365964 T 55 2 ___1 0,533222 0,027715 87,476 37,436 87,476 -0,33529 22922000 829790 12335000 9757300

-0,371217 Y 100 3 ___1 0,999719 3,36E-16 146,76 122,57 114,52 0,086425 69964000 744800 52258000 16961000

NDC80 -0,374009 Y 458 3 ___1 0,99993 8,89E-05 56,719 49,007 56,719 -1,7127 14363000 2460000 7133700 4769000

HIST1H2BL;HIST1H2BM;HIST1H2BN;HIST1H2BH;HIST2H2BF;HIST1H2BC;HIST1H2BD;HIST1H2BK;H2BFS-0,383341 Y 41 2 ___1 0,999909 3,11E-17 190,86 149,41 190,86 -0,093411 154830000 5770700 76623000 72437000

HIST1H4A -0,384791 Y 52 2 ___1 0,997349 1,08E-05 127,4 68,152 127,4 -0,20284 99761000 5234600 52373000 42153000

EMG1 -0,38594 Y 222 2 ___1 0,987783 2,11E-19 151,78 135,15 137,59 -1,2355 93719000 3166700 55182000 35370000

TNK2 -0,386033 Y 859 3 ___1 0,915444 6,23E-08 103,75 103,75 102,89 0,04955 186340000 1015700 68992000 116330000

DAPP1 -0,398272 Y 139 3 ___1 0,998007 9,94E-11 145,55 120,7 96,059 0,29908 68212000 501310 24306000 43404000

MSN -0,404687 Y 116 3 ___1 0,999966 2,88E-16 108,44 98,106 108,44 0,91519 64147000 13180000 23536000 27431000

CD79A -0,420422 T 209 3 ___1 0,529541 2,57E-06 54,234 46,323 50,752 0,087174 141020000 9386700 74943000 56694000

CDK3 -0,421728 Y 19 2 ___1 0,618689 7,42E-06 117,89 24,241 117,89 0,14386 102430000 5966500 51198000 45267000

PRPF8 -0,425366 Y 2062 3 ___1 0,998014 3,52E-55 205,73 191,62 161,08 0,013866 212910000 2616100 116400000 93894000

HIST1H4A -0,441811 Y 89 2 ___1 1 2,27E-07 105,86 61,554 105,86 -1,1442 39954000 182960 21082000 18690000

ANKS1A -0,459298 Y 834 3 ___1 0,999917 3,05E-10 119,23 77,885 119,23 0,021656 53181000 526480 19364000 33290000

CTTN -0,46333 Y 421 2 ___1 0,999086 2,58E-26 122,66 114,04 116,54 0,065934 321850000 450780 174470000 146930000

CDV3 -0,467075 Y 244 2 ___1 1 1,32E-15 147,72 93,107 132,32 -0,25382 54611000 1613200 30876000 22122000

EMG1 -0,470109 S 220 2 ___1 0,554669 3,78E-05 86,313 75,207 86,313 -0,87132 15816000 769410 8127400 6919400

SLC25A5 -0,475074 Y 191 2 ___1 0,982372 0,00844359 43,297 31,449 40,589 0,43619 9088200 1119800 4862800 3105600

AGFG1 -0,477623 T 323 3 ___1 0,704577 5,91E-14 103,96 87,692 103,96 -0,1211 58731000 2327100 11681000 44723000

LCK -0,484752 Y 192 2 ___1 0,989072 3,03E-11 143,89 100,64 129,7 -0,11677 201420000 5991300 104460000 90965000

NOP58 -0,498056 Y 272 2 ___1 0,99937 6,48E-05 95,502 62,311 95,502 0,019621 27705000 730050 10083000 16893000

HIST2H2BE;HIST1H2BB;HIST1H2BO;HIST1H2BJ;HIST3H2BB;HIST2H2BD;HIST2H2BC-0,49932 Y 41 2 ___1 0,999875 3,15E-11 166,55 123,3 166,55 0,23135 240300000 6921600 129970000 103410000

RPS27;RPS27L-0,519157 S 30 2 ___1 0,699646 5,57E-05 84,658 84,658 84,658 -0,04343 91206000 3425300 48825000 38956000

SF3B3 -0,524396 Y 1041 3 ___1 0,881437 3,25E-09 84,946 73,093 84,946 0,2143 7737600 1637000 2298200 3802300

SRP14 -0,529601 Y 27 2 ___1 0,978095 4,27E-08 150,08 111,99 150,08 -0,05043 37730000 1311900 30715000 5702300

LRMP -0,542731 Y 82 2 ___1 0,998549 0,00126493 63,419 35,537 63,419 0,59001 8565000 886310 4650100 3028600

HP1BP3 -0,543846 Y 379 4 ___1 0,959064 3,47E-12 118,24 110,15 45,916 -0,46963 527350000 4740500 301240000 221370000

MSH6 -0,553871 Y 397 4 ___1 0,997058 4,49E-27 145,34 133,12 145,34 -0,15296 83141000 1464000 48418000 33259000

RPS27;RPS27L-0,55409 Y 31 2 ___1 0,907559 1,06E-11 131,82 131,82 131,82 -0,1933 89690000 3474200 48211000 38004000

CD22 -0,554231 Y 796 4 ___1 0,765382 6,35E-35 166,06 158,68 166,06 0,0043207 615620000 2820500 336860000 275940000

CDK1 -0,558325 Y 15 2 ___1 1 5,37E-32 206,1 154,83 112,84 -0,064046 1,7091E+10 530400000 8647700000 7912500000

IL4R -0,578693 T 820 2 ___1 0,596374 0,00026394 104,22 78,283 104,22 -0,19202 58366000 4259300 32206000 21901000

SUPT6H -0,578952 Y 1124 2 ___1 0,941763 0,00279322 55,902 29,106 55,902 1,0518 3453400 802350 1647000 1004000

ELP3 -0,596078 Y 329 2 ___1 0,999409 0,00468515 48,794 34,019 48,794 -0,037279 13231000 347760 7744200 5138600

EIF4A3;EIF4A1;EIF4A2-0,600184 Y 50 2 ___1 0,999334 9,96E-06 96,103 82,44 96,103 -0,35752 19112000 1462000 6932700 10718000

MAPK1 -0,6254 Y 187 3 ___1 0,981893 1,03E-26 168,08 153,39 116,6 -0,085238 208650000 7281100 126590000 74781000

CPNE3 -0,628182 Y 392 3 ___1 0,996373 8,96E-05 66,674 54,697 66,674 -0,010955 17854000 1210700 11072000 5571200

SRSF3 -0,774602 Y 32 2 ___1 0,998662 0,00038834 104,76 94,296 104,76 -0,19896 8718000 292680 5381200 3044100

DYRK4;DYRK2-0,780909 Y 264 2 ___1 0,914416 0,00071857 75,692 40,198 75,692 -0,64462 9198100 809090 7277300 1111800

MAPK3 -0,79606 Y 204 3 ___1 0,988291 8,60E-22 135,18 135,18 135,18 0,15205 459090000 13837000 278960000 166290000

WAS -0,800551 S 287 3 ___1 0,963777 1,49E-83 228,42 208,51 228,42 -0,23883 281700000 2127600 100850000 178720000

ALDH5A1 -0,826259 Y 175 3 ___1 0,999917 0,00584749 45,891 25,034 45,891 0,38123 4264500 114660 2439100 1710700

NOMO2;NOMO1;NOMO3-0,829408 T 422 2 ___1 0,999983 0,0306388 47,823 7,2343 47,823 -0,11885 6075800 4446600 1148300 480910

TFRC -0,837352 Y 20 2 ___1 0,791082 2,11E-12 122,46 97,668 69,602 -0,85283 37923000 3173000 20381000 14368000

IFI44 -0,966376 Y 74 2 ___1 0,998959 0,00010446 77,379 61,807 77,379 -1,0322 4604100 143100 3220500 1240500

IQGAP1 -0,977412 Y 855 3 ___1 0,932072 8,37E-16 125,23 112,92 125,23 0,14497 31232000 804460 22332000 8095400

HP1BP3 -1,03295 S 377 3 ___1 0,519014 1,41E-07 83,905 72,052 83,905 -0,17072 48568000 1390100 28136000 19042000

RACGAP1 -1,38266 T 243 3 ___1 0,567803 3,28E-05 64,954 57,088 58,92 -0,15681 60113000 529650 55736000 3847800

BCR -1,81006 Y 279 4 ___1 0,947267 2,39E-09 84,582 80,469 66,717 -0,44595 101480000 2713200 83560000 15212000

PPP1CA -1,99867 Y 306 3 ___1 1 2,31E-07 101,15 85,01 99,451 -0,1434 101990000 4621600 73147000 24220000

MKI67 -2,0782 Y 340 2 ___1 0,999997 4,92E-08 118,4 72,245 118,4 0,27927 148150000 14561000 103620000 29968000



EEF1A1;EEF1A1P5-2,954 Y 418 3 ___1 0,973655 2,26E-05 57,21 50,017 57,21 -0,28104 46886000 211490 39140000 7535200

INPPL1 -3,38472 Y 986 3 ___1 0,978861 8,49E-14 101,93 95,428 84,878 -0,25628 231210000 4879600 215150000 11188000

INPPL1 -3,50085 Y 1162 3 ___1 0,923211 0,00015583 65,395 45,189 64,65 -0,11408 58627000 1373300 55345000 1908900

MYH9 -3,52017 Y 1805 2 ___1 0,999981 4,01E-05 107,83 78,164 107,83 0,090455 41986000 1285200 37342000 3359100

INPPL1 -6,27736 Y 886 2 ___1 1 2,51E-70 259,68 213,8 172,92 0,09527 731090000 3274300 722970000 4852100



Uniprot IDs Gene names log2 ratio H/L Peptides Unique peptidesSequence coverage [%]Mol. weight [kDa]Q-value Score Intensity Protein names

O15357 INPPL1 2,55461 20 18 22,3 138,6 0 57,627 924110000 Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 2

P29375 KDM5A 2,42445 3 3 1,7 192,09 0 4,4929 1064200000 Lysine-specific demethylase 5A

Q86V48 LUZP1 2,24419 2 2 3,4 120,27 0,0029481 2,0282 23405000 Leucine zipper protein 1

P30047 GCHFR 1,71197 2 2 40,5 9,6981 0 4,5467 1030900000 GTP cyclohydrolase 1 feedback regulatory protein

Q96RE7;Q96BF6NACC1;NACC21,51652 2 2 3,8 57,258 0 6,5574 346150000 Nucleus accumbens-associated protein 1;Nucleus accumbens-associated protein 2

P42694 HELZ 1,46618 6 6 4,5 218,97 0 9,558 384290000 Probable helicase with zinc finger domain

Q14527 HLTF 1,09748 2 2 2,7 113,93 0,00041545 3,031 32449000 Helicase-like transcription factor

Q9UJD0 RIMS3 1,04618 2 2 9,4 32,796 0 7,7548 285340000 Regulating synaptic membrane exocytosis protein 3

Q7Z6V5 ADAT2 1,01742 2 2 12,6 21,046 0,0040643 1,8655 35861000 tRNA-specific adenosine deaminase 2

Q567U6 CCDC93 0,99675 3 3 7,6 73,197 0 7,3608 124630000 Coiled-coil domain-containing protein 93

Q8NFX7 STXBP6 0,915024 2 2 10,5 23,554 0 4,7276 112110000 Syntaxin-binding protein 6

Q9HB19 PLEKHA2 0,906125 3 3 7,8 47,254 0 6,3798 113450000 Pleckstrin homology domain-containing family A member 2

O43933 PEX1 0,855511 6 6 6,2 142,87 0 9,2646 59281000 Peroxisome biogenesis factor 1

Q9H496 TOR1AIP2 0,805953 2 2 20,6 15,347 0 4,0197 42175000 Torsin-1A-interacting protein 2, isoform IFRG15

P10619 CTSA 0,805141 4 4 12,7 54,465 0 5,5672 89884000 Lysosomal protective protein;Lysosomal protective protein 32 kDa chain;Lysosomal protective protein 20 kDa chain

P11474;O95718ESRRA;ESRRB0,793688 2 2 7,3 45,509 0 10,645 80635000 Steroid hormone receptor ERR1;Steroid hormone receptor ERR2

Q9UMN6 KMT2B 0,77905 3 3 1,8 293,51 0 4,994 18884000 Histone-lysine N-methyltransferase 2B

O75164 KDM4A 0,77082 3 3 4,2 120,66 0 7,3166 70613000 Lysine-specific demethylase 4A

Q9UK73 FEM1B 0,763327 3 3 7,3 70,263 0,0074342 1,6095 236750000 Protein fem-1 homolog B

Q9ULX6 AKAP8L 0,750729 3 3 7,9 71,639 0 22,698 275360000 A-kinase anchor protein 8-like

Q9UL26 RAB22A 0,736792 3 3 21,1 21,855 0 10,475 290630000 Ras-related protein Rab-22A

Q9NZD8 SPG21 0,735002 3 3 17,9 34,96 0 6,9451 105230000 Maspardin

Q6P6C2 ALKBH5 0,722816 2 2 12,7 44,255 0,002763 2,1184 44783000 RNA demethylase ALKBH5

Q6N069 NAA16 0,686433 8 2 10,3 101,46 0,001015 2,597 47518000 N-alpha-acetyltransferase 16, NatA auxiliary subunit

Q96EH3 MALSU1 0,685112 2 2 13,7 26,17 0 4,7274 60408000 Mitochondrial assembly of ribosomal large subunit protein 1

Q8NCC3 PLA2G15 0,678072 2 2 7 46,657 0,0087369 1,5425 104330000 Group XV phospholipase A2

P84101 SERF2 0,675423 1 1 18,6 6,8998 0 3,7209 87651000 Small EDRK-rich factor 2

O75925 PIAS1 0,656842 3 3 8,9 71,835 0 23,741 548950000 E3 SUMO-protein ligase PIAS1

Q6PJG2 ELMSAN1 0,640154 3 3 3,7 114,99 0 7,2627 130570000 ELM2 and SANT domain-containing protein 1

Q15633 TARBP2 0,624093 3 3 13,7 39,039 0 13,197 256720000 RISC-loading complex subunit TARBP2

Q9H0W8 SMG9 0,611456 4 4 13,3 57,65 0 27,557 135870000 Protein SMG9

Q8IWT6 LRRC8A 0,609471 3 2 5,6 94,198 0 4,4747 75047000 Volume-regulated anion channel subunit LRRC8A

P16591 FER 0,60234 4 4 9,7 94,637 0 4,3789 78941000 Tyrosine-protein kinase Fer

O75419 CDC45 0,594549 2 2 4,9 65,568 0 4,5808 78142000 Cell division control protein 45 homolog

Q96B23 C18orf25 0,591871 4 4 18,1 43,395 0 9,8659 71436000 Uncharacterized protein C18orf25

Q63ZY3 KANK2 0,588709 2 2 4 91,173 0 5,4208 46615000 KN motif and ankyrin repeat domain-containing protein 2

Q9UHN1 POLG2 0,58786 5 5 14,2 54,91 0 6,5469 94236000 DNA polymerase subunit gamma-2, mitochondrial

P61024 CKS1B 0,581318 2 2 32,9 9,6601 0 9,7518 478400000 Cyclin-dependent kinases regulatory subunit 1

O60244 MED14 0,567371 8 8 6,9 160,6 0 11,764 106790000 Mediator of RNA polymerase II transcription subunit 14

Q9H944 MED20 0,566211 3 3 22,6 23,222 0 6,8402 180640000 Mediator of RNA polymerase II transcription subunit 20

Q7Z6J9 TSEN54 0,562084 4 4 8,7 58,819 0 9,2015 42802000 tRNA-splicing endonuclease subunit Sen54

O75182 SIN3B 0,557778 2 2 3,2 133,06 0 4,6805 48483000 Paired amphipathic helix protein Sin3b

Q9H9L3 ISG20L2 0,556209 3 3 10,5 39,153 0 3,8196 89675000 Interferon-stimulated 20 kDa exonuclease-like 2

Q7Z7K0 CMC1 0,551688 2 2 18,9 12,49 0 6,2239 264620000 COX assembly mitochondrial protein homolog

Q8TDM0 BCAS4 0,551605 3 3 16,6 22,758 0 8,6952 104900000 Breast carcinoma-amplified sequence 4

P29466 CASP1 0,547746 2 2 4,7 45,158 0,0010187 2,6644 15205000 Caspase-1;Caspase-1 subunit p20;Caspase-1 subunit p10

O60716 CTNND1 0,544288 3 3 4,4 108,17 0 13,731 79093000 Catenin delta-1

O95707 POP4 0,540424 3 3 14,1 25,424 0,00041649 3,0695 93323000 Ribonuclease P protein subunit p29

Q14CB8 ARHGAP19 0,536765 5 5 16,2 55,756 0 27,974 136810000 Rho GTPase-activating protein 19

Q6JQN1 ACAD10 0,535257 3 3 4,3 118,83 0,0025722 2,1549 69003000 Acyl-CoA dehydrogenase family member 10

O95997;Q9NZH5PTTG1;PTTG20,532068 2 2 15,3 22,024 0 29,967 133200000 Securin;Securin-2

Q96BD8 SKA1 0,530842 4 4 23,5 29,484 0 7,5367 296210000 Spindle and kinetochore-associated protein 1

Q58FG1 HSP90AA4P 0,526097 3 1 6,9 47,711 0 4,7908 1201600000 Putative heat shock protein HSP 90-alpha A4

Q15013 MAD2L1BP 0,525267 2 2 15,7 31,051 0 4,6329 68774000 MAD2L1-binding protein

Q8N6F7 GCSAM 0,524665 5 5 47,8 21,005 0 13,598 286150000 Germinal center-associated signaling and motility protein

Q86YS7 C2CD5 0,519743 3 3 3,7 110,45 0 7,6719 85797000 C2 domain-containing protein 5

Q9UBC3 DNMT3B 0,518991 14 14 23,2 95,75 0 43,254 804120000 DNA (cytosine-5)-methyltransferase 3B

Q9UHR6 ZNHIT2 0,517729 4 4 16,1 42,883 0 10,466 71816000 Zinc finger HIT domain-containing protein 2

Q8IYW5 RNF168 0,514602 2 2 4,9 65,019 0,00042132 3,2809 37695000 E3 ubiquitin-protein ligase RNF168

P51946 CCNH 0,512973 4 4 16,1 37,643 0 4,3161 125990000 Cyclin-H

Q96EU6 RRP36 0,511494 4 3 18,1 29,823 0 5,8598 244360000 Ribosomal RNA processing protein 36 homolog

Q8IZT6 ASPM 0,509958 3 3 1,1 409,8 0,0006215 2,9974 114620000 Abnormal spindle-like microcephaly-associated protein

O60880 SH2D1A 0,493808 2 2 28,9 14,187 0 10,094 304770000 SH2 domain-containing protein 1A

Q99707 MTR 0,485362 4 4 4,2 140,53 0 8,805 113360000 Methionine synthase

Q9BQC6 MRPL57 0,484396 1 1 12,7 12,266 0,004611 1,7446 184320000 Ribosomal protein 63, mitochondrial

O75496 GMNN 0,481336 3 3 23,9 23,565 0 7,574 132700000 Geminin

O43683 BUB1 0,475633 4 4 8,2 122,37 0 11,164 161490000 Mitotic checkpoint serine/threonine-protein kinase BUB1

Q00537 CDK17 0,473215 3 2 6,3 59,582 0,00021413 3,6111 68073000 Cyclin-dependent kinase 17

Q969N2 PIGT 0,471135 2 2 4,5 65,699 0 5,6259 131690000 GPI transamidase component PIG-T

O15392 BIRC5 0,470092 7 7 62,7 16,389 0 11,69 264960000 Baculoviral IAP repeat-containing protein 5

Q9GZX7 AICDA 0,468231 2 2 8,1 23,953 0 8,2899 163770000 Single-stranded DNA cytosine deaminase

Q9H8V3 ECT2 0,465953 7 7 10,8 103,5 0 12,205 210250000 Protein ECT2

Q9NQS7 INCENP 0,46581 8 8 14,3 105,43 0 17,535 580590000 Inner centromere protein

Q9HCU9 BRMS1 0,463587 2 2 10,2 28,46 0 8,832 151320000 Breast cancer metastasis-suppressor 1

O60566 BUB1B 0,462101 15 15 21,5 119,54 0 32,383 1044900000 Mitotic checkpoint serine/threonine-protein kinase BUB1 beta

Q460N5 PARP14 0,460289 4 4 3,5 202,8 0,00021478 3,6604 81328000 Poly [ADP-ribose] polymerase 14

Q5I7T1;Q5BKT4ALG10B;ALG100,459641 2 2 3,8 55,447 0,00041502 3,0224 141000000 Putative Dol-P-Glc:Glc(2)Man(9)GlcNAc(2)-PP-Dol alpha-1,2-glucosyltransferase;Dol-P-Glc:Glc(2)Man(9)GlcNAc(2)-PP-Dol alpha-1,2-glucosyltransferase

Q9NWU5 MRPL22 0,455544 3 3 16,5 23,64 0 6,3492 162790000 39S ribosomal protein L22, mitochondrial

Q99741 CDC6 0,454258 4 4 9,1 62,72 0 10,686 177110000 Cell division control protein 6 homolog

Q9UH36 SRRD 0,450063 2 2 9,4 38,573 0 11,139 46683000 SRR1-like protein

Q6VY07 PACS1 0,447526 2 2 2,8 104,9 0,00041623 3,0621 22972000 Phosphofurin acidic cluster sorting protein 1

P98194 ATP2C1 0,44718 4 4 5,5 100,58 0 13,72 129660000 Calcium-transporting ATPase type 2C member 1

Q16763 UBE2S 0,445121 10 10 73,9 23,845 0 58,449 1614900000 Ubiquitin-conjugating enzyme E2 S

Q9P2A4 ABI3 0,44463 4 4 13,9 39,035 0 8,8687 225040000 ABI gene family member 3

Q8N9N2 ASCC1 0,443713 5 5 15 45,509 0 13,922 159380000 Activating signal cointegrator 1 complex subunit 1

P31751 AKT2 0,443666 3 2 9,4 55,768 0 5,2408 114020000 RAC-beta serine/threonine-protein kinase

Q6NUM9 RETSAT 0,442333 2 2 4,1 66,819 0 4,6044 83576000 All-trans-retinol 13,14-reductase

O14757 CHEK1 0,438428 11 11 30 54,433 0 23,841 615140000 Serine/threonine-protein kinase Chk1

Q8IUI4;Q8TEQ0SNX29P2;SNX290,437973 2 2 14,5 27,225 0,003888 1,901 88241000 Putative protein SNX29P2;Sorting nexin-29

O43502 RAD51C 0,432211 3 3 13,8 42,189 0 4,7407 71564000 DNA repair protein RAD51 homolog 3

Q9H4X1 RGCC 0,43157 1 1 8 14,559 0,0023862 2,2305 49940000 Regulator of cell cycle RGCC

Q8WV28 BLNK 0,430927 3 3 10,3 50,466 0 7,6804 305760000 B-cell linker protein

Q86YS6 RAB43 0,427606 2 2 17 23,339 0 3,9374 128770000 Ras-related protein Rab-43

Q7Z3E5 ARMC9 0,427177 3 3 5,1 91,818 0 17,73 111080000 LisH domain-containing protein ARMC9

P59045 NLRP11 0,424905 10 10 13,8 117,78 0 28,941 506160000 NACHT, LRR and PYD domains-containing protein 11

Q9P0U4 CXXC1 0,424806 4 4 9,6 75,711 0 5,0834 480940000 CXXC-type zinc finger protein 1

Q6P1M0 SLC27A4 0,422341 2 2 4,2 72,063 0,0020016 2,3496 49839000 Long-chain fatty acid transport protein 4

Q16537 PPP2R5E 0,421858 10 8 28,7 54,699 0 18,548 541420000 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit epsilon isoform

Q8WZ60 KLHL6 0,419027 3 3 5 70,358 0,0010163 2,621 282650000 Kelch-like protein 6

Q86SZ2 TRAPPC6B 0,41846 2 2 15,2 17,983 0 4,2565 86220000 Trafficking protein particle complex subunit 6B

Q5VZL5 ZMYM4 0,415516 5 5 5,9 172,79 0 8,3614 130610000 Zinc finger MYM-type protein 4

P17029 ZKSCAN1 0,414754 3 3 7,5 63,629 0 4,6249 67667000 Zinc finger protein with KRAB and SCAN domains 1

O95067 CCNB2 0,411739 7 7 21,4 45,281 0 12,008 175860000 G2/mitotic-specific cyclin-B2

Q5SNT2 TMEM201 0,4117 3 3 4,8 72,235 0 7,8295 87804000 Transmembrane protein 201

Q9BVC3 DSCC1 0,411241 2 2 4,8 44,825 0 6,5694 134690000 Sister chromatid cohesion protein DCC1

Q9Y478 PRKAB1 0,408712 2 2 17 30,382 0,00021155 3,3811 107030000 5-AMP-activated protein kinase subunit beta-1

Q9NZJ7 MTCH1 0,40719 2 2 5,4 41,544 0 4,3233 66563000 Mitochondrial carrier homolog 1

O15182 CETN3 0,40414 3 3 34,1 19,55 0 4,9718 148810000 Centrin-3

Q9H1Y0 ATG5 0,403008 4 4 18,9 32,447 0 12,177 293820000 Autophagy protein 5

Q9Y6W3 CAPN7 0,401008 7 7 11,6 92,651 0 13,751 171220000 Calpain-7

Q8WWK9 CKAP2 0,398468 10 10 20,8 76,986 0 46,679 764550000 Cytoskeleton-associated protein 2

Q8TD55 PLEKHO2 0,392427 2 2 12,9 53,349 0 9,0543 455850000 Pleckstrin homology domain-containing family O member 2

Q5VTL8 PRPF38B 0,391973 6 6 11,5 64,467 0 13,402 419930000 Pre-mRNA-splicing factor 38B

O60927 PPP1R11 0,386622 4 4 40,5 13,952 0 8,4384 234440000 Protein phosphatase 1 regulatory subunit 11

Q9NP87 POLM 0,382059 2 2 7,3 54,815 0,0010097 2,5296 58987000 DNA-directed DNA/RNA polymerase mu

Q8IWD4 CCDC117 0,38084 2 2 8,2 30,541 0 4,3204 29460000 Coiled-coil domain-containing protein 117

Q9UL15 BAG5 0,378888 9 9 25,7 51,199 0 28,949 707840000 BAG family molecular chaperone regulator 5

Q5T160 RARS2 0,377957 4 4 10,4 65,505 0 8,5106 124250000 Probable arginine--tRNA ligase, mitochondrial

Q16880 UGT8 0,375575 2 2 5 61,437 0 4,402 108250000 2-hydroxyacylsphingosine 1-beta-galactosyltransferase

Q6SJ93 FAM111B 0,37469 13 13 29,4 84,673 0 27,823 1127900000 Protein FAM111B

Q9BSY9 DESI2 0,373954 1 1 8,2 21,444 0 4,6248 72105000 Desumoylating isopeptidase 2

Q01664 TFAP4 0,373736 2 2 10,1 38,725 0 5,6496 138000000 Transcription factor AP-4

P23497 SP100 0,372059 10 4 11,8 100,42 0 10,544 233210000 Nuclear autoantigen Sp-100

Q9BYI3 FAM126A 0,372048 4 4 19,6 57,625 0 9,1655 179210000 Hyccin

Q9BZG8 DPH1 0,369749 6 6 14 48,805 0 6,1601 180280000 Diphthamide biosynthesis protein 1

Q8WUR7 C15orf40 0,369356 2 2 28,8 16,353 0 3,7418 205980000 UPF0235 protein C15orf40

P43250 GRK6 0,368824 4 4 11,3 65,99 0 4,8201 49180000 G protein-coupled receptor kinase 6

Q9Y546 LRRC42 0,368265 1 1 5,8 48,571 0 11,997 65555000 Leucine-rich repeat-containing protein 42

Q96CM3 RPUSD4 0,368042 2 2 6,6 42,205 0 3,8932 28860000 RNA pseudouridylate synthase domain-containing protein 4

Q6P2H3 CEP85 0,367044 4 4 7,2 85,638 0 9,8441 151250000 Centrosomal protein of 85 kDa

P78537 BLOC1S1 0,366664 5 5 44,4 17,262 0 10,144 217170000 Biogenesis of lysosome-related organelles complex 1 subunit 1

Q96ES7 CCDC101 0,366485 4 4 16,4 33,238 0 4,3635 93075000 SAGA-associated factor 29 homolog

O14662 STX16 0,36255 3 3 16,3 37,031 0 11,766 188870000 Syntaxin-16

P60484 PTEN 0,361319 3 3 10,7 47,166 0 3,7688 96950000 Phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase PTEN

O75570 MTRF1 0,361029 3 3 13 52,305 0 7,5526 198420000 Peptide chain release factor 1, mitochondrial

P41134 ID1 0,360321 2 2 23,9 16,132 0 4,0697 57453000 DNA-binding protein inhibitor ID-1

Q53F19 C17orf85 0,358645 5 5 13,7 70,592 0 18,917 407990000 Uncharacterized protein C17orf85

Q9NZD2 GLTP 0,355918 3 3 17,7 23,85 0 7,6544 198060000 Glycolipid transfer protein

Q6NW34 C3orf17 0,35219 3 3 6,3 64,551 0 7,6018 152790000 Uncharacterized protein C3orf17

Q9Y421 FAM32A 0,351176 2 2 19,6 13,178 0 4,2486 119470000 Protein FAM32A

Q12864 CDH17 0,350923 10 10 22,1 92,218 0 30,895 819870000 Cadherin-17

Q9NNW7 TXNRD2 0,348827 9 8 38,7 56,506 0 27,852 475320000 Thioredoxin reductase 2, mitochondrial

Q9UBU8 MORF4L1 0,34748 5 4 16,9 41,473 0 16,451 447500000 Mortality factor 4-like protein 1

Q9UET6 FTSJ1 0,346985 3 3 12,8 36,079 0 11,489 251850000 Putative tRNA (cytidine(32)/guanosine(34)-2-O)-methyltransferase

O14641 DVL2 0,346531 3 3 7,7 78,947 0 6,936 141960000 Segment polarity protein dishevelled homolog DVL-2

O00488 ZNF593 0,345056 1 1 10,4 15,199 0 3,8353 175860000 Zinc finger protein 593

Q96RT8 TUBGCP5 0,344601 2 2 2,8 118,32 0 5,1569 27965000 Gamma-tubulin complex component 5

Q9H5K3 POMK 0,342782 2 2 10,9 40,05 0 6,7471 96554000 Protein O-mannose kinase

Q99808 SLC29A1 0,341986 3 3 9,4 50,219 0 7,8413 149840000 Equilibrative nucleoside transporter 1

Q8TBE9 NANP 0,341928 2 2 17,3 27,813 0 5,4625 206000000 N-acylneuraminate-9-phosphatase

Q9H0U6 MRPL18 0,34153 2 2 12,2 20,576 0 6,9002 132240000 39S ribosomal protein L18, mitochondrial

Q9Y5Y0 FLVCR1 0,340277 2 2 7 59,862 0 6,0964 91499000 Feline leukemia virus subgroup C receptor-related protein 1

P33552 CKS2 0,33885 2 2 44,3 9,8602 0 4,881 352210000 Cyclin-dependent kinases regulatory subunit 2

Q9BXS6 NUSAP1 0,337805 7 7 21,3 49,451 0 24,231 408030000 Nucleolar and spindle-associated protein 1

Q9NPD8 UBE2T 0,337542 6 6 29,4 22,521 0 20,154 1337000000 Ubiquitin-conjugating enzyme E2 T

Q96ME1 FBXL18 0,337311 2 2 3,9 88,34 0,00021263 3,4559 40199000 F-box/LRR-repeat protein 18

Q96S82 UBL7 0,335215 5 5 19,7 40,51 0 15,104 627410000 Ubiquitin-like protein 7

Q96GD4 AURKB 0,333725 10 10 37,8 39,31 0 27,587 757120000 Aurora kinase B

Q6P587 FAHD1 0,332667 3 3 29 24,843 0 7,2927 130320000 Acylpyruvase FAHD1, mitochondrial

Q9NWT6 HIF1AN 0,331132 3 3 16 40,285 0 17,672 191270000 Hypoxia-inducible factor 1-alpha inhibitor

Q9UJY5 GGA1 0,32966 8 8 21,4 70,383 0 26,63 846330000 ADP-ribosylation factor-binding protein GGA1

Q86TX2;P49753ACOT1;ACOT20,329611 5 5 18,5 46,277 0 18,979 404450000 Acyl-coenzyme A thioesterase 1;Acyl-coenzyme A thioesterase 2, mitochondrial

P54198 HIRA 0,328519 6 6 9 111,83 0 13,346 105670000 Protein HIRA

Q6DKK2 TTC19 0,326723 4 4 12,6 42,456 0 9,2323 75025000 Tetratricopeptide repeat protein 19, mitochondrial

Q9NV35 NUDT15 0,325945 3 3 22,6 18,609 0 9,5221 390110000 Probable 8-oxo-dGTP diphosphatase NUDT15

Q12834 CDC20 0,325853 6 6 20,6 54,722 0 28,591 546110000 Cell division cycle protein 20 homolog

O00257 CBX4 0,325386 3 3 7,7 61,367 0 9,0136 78407000 E3 SUMO-protein ligase CBX4

P20248 CCNA2 0,325156 5 5 18,5 48,55 0 16,162 411970000 Cyclin-A2

Q8IWT0 ZBTB8OS 0,325156 3 3 17,4 19,491 0 10,192 120050000 Protein archease

Q9H3R5 CENPH 0,324438 8 8 41,7 28,481 0 37,93 375530000 Centromere protein H

Q6SZW1 SARM1 0,32305 5 5 8,3 79,387 0 8,2212 61678000 Sterile alpha and TIR motif-containing protein 1

O15254 ACOX3 0,322966 2 2 3,9 77,628 0,0010185 2,661 36014000 Peroxisomal acyl-coenzyme A oxidase 3

Q15814 TBCC 0,319934 10 10 44,5 39,248 0 23,872 891090000 Tubulin-specific chaperone C

Q02548 PAX5 0,319676 3 3 12,8 42,149 0 17,336 263500000 Paired box protein Pax-5

Q5VZE5 NAA35 0,318723 4 4 8,3 83,638 0 6,7798 170620000 N-alpha-acetyltransferase 35, NatC auxiliary subunit

Q9NPA3 MID1IP1 0,317249 6 6 69,9 20,201 0 22,006 354450000 Mid1-interacting protein 1

A6NHZ5 LRRC14B 0,316725 3 3 8 56,757 0,0092873 1,5092 30478000 Leucine-rich repeat-containing protein 14B

Q9NQW6 ANLN 0,316303 5 5 6 124,2 0 9,1667 141520000 Actin-binding protein anillin

O43149 ZZEF1 0,316179 5 5 2,7 331,07 0 8,7564 162710000 Zinc finger ZZ-type and EF-hand domain-containing protein 1

Q8ND76 CCNY 0,314407 2 2 8,5 39,336 0,00021222 3,4179 44286000 Cyclin-Y

Q8IYA6 CKAP2L 0,314174 2 2 3,8 83,586 0 6,1922 56771000 Cytoskeleton-associated protein 2-like

P98170 XIAP 0,313767 8 8 25,4 56,684 0 21,362 341700000 E3 ubiquitin-protein ligase XIAP

O75170 PPP6R2 0,312665 3 3 3,6 104,94 0 7,2444 86539000 Serine/threonine-protein phosphatase 6 regulatory subunit 2

P53350 PLK1 0,312664 13 13 34,7 68,254 0 51,614 1254100000 Serine/threonine-protein kinase PLK1

Q14457 BECN1 0,310015 4 4 10,9 51,896 0 8,6315 200710000 Beclin-1

Q9H334 FOXP1 0,309237 2 2 7,8 75,316 0,003334 2,0032 119150000 Forkhead box protein P1

Q96SZ6 CDK5RAP1 0,307211 4 4 7,8 67,688 0 8,514 227510000 CDK5 regulatory subunit-associated protein 1

Q8NBJ7 SUMF2 0,305571 4 4 16,9 33,843 0 9,3023 124110000 Sulfatase-modifying factor 2

Q96RN5 MED15 0,304873 5 5 10,5 86,753 0 12,764 89909000 Mediator of RNA polymerase II transcription subunit 15

Q9HD42 CHMP1A 0,304108 4 4 13,3 21,703 0 4,3454 362930000 Charged multivesicular body protein 1a

P51798 CLCN7 0,303799 2 2 4 88,678 0 8,7857 78291000 H(+)/Cl(-) exchange transporter 7

Q9NX47 05. Mrz 0,301822 2 2 7,9 31,231 0,00041946 3,206 60850000 E3 ubiquitin-protein ligase MARCH5

P31350 RRM2 0,301818 20 18 60,2 44,877 0 77,708 3394600000 Ribonucleoside-diphosphate reductase subunit M2

Q9Y6R4 MAP3K4 0,301705 2 2 1,6 181,68 0 6,1569 42055000 Mitogen-activated protein kinase kinase kinase 4

O94913 PCF11 0,300466 10 10 12,9 173,05 0 31,84 696270000 Pre-mRNA cleavage complex 2 protein Pcf11

A1KZ92 PXDNL 0,299975 3 3 2,5 163,68 0,0010126 2,5664 254390000 Peroxidasin-like protein

Q96FF9 CDCA5 0,299678 3 3 20,6 27,6 0 13,385 231480000 Sororin

Q15751 HERC1 0,295065 23 23 7,7 532,22 0 41,842 691360000 Probable E3 ubiquitin-protein ligase HERC1

Q9BZL1 UBL5 0,295006 3 3 53,4 8,5468 0 6,8011 268000000 Ubiquitin-like protein 5

Q9NQZ5 STARD7 0,293959 2 2 7 43,113 0,0010223 2,7539 86457000 StAR-related lipid transfer protein 7, mitochondrial

P54274 TERF1 0,293724 2 2 4,3 50,245 0 4,5146 52027000 Telomeric repeat-binding factor 1

P55212 CASP6 0,293488 2 2 10,2 33,31 0 5,0455 122920000 Caspase-6;Caspase-6 subunit p18;Caspase-6 subunit p11

Q6UW78 UQCC3 0,291721 1 1 23,7 10,081 0 8,322 106180000 Ubiquinol-cytochrome-c reductase complex assembly factor 3

P11388 TOP2A 0,291484 72 57 45,6 174,38 0 309,71 3,2536E+10 DNA topoisomerase 2-alpha

Q9H9Y6 POLR1B 0,291457 11 11 16 128,23 0 31,237 974550000 DNA-directed RNA polymerase I subunit RPA2

Q9NRZ9 HELLS 0,290455 12 12 15,9 97,073 0 29,456 979060000 Lymphoid-specific helicase

Q9H7N4 SCAF1 0,290424 2 2 2 139,27 0 5,4928 144850000 Splicing factor, arginine/serine-rich 19

P42695 NCAPD3 0,289165 18 18 19,8 168,89 0 110,07 1233800000 Condensin-2 complex subunit D3

Q9NYZ3 GTSE1 0,288339 5 5 8,9 76,644 0 5,8769 231380000 G2 and S phase-expressed protein 1

O75116 ROCK2 0,2876 6 4 5,8 160,9 0 8,6545 206540000 Rho-associated protein kinase 2

P98179 RBM3 0,286961 5 5 55,4 17,17 0 38,67 2721200000 RNA-binding protein 3

O95825 CRYZL1 0,286809 5 5 20,6 38,696 0 6,2678 105670000 Quinone oxidoreductase-like protein 1

Q8N5P1 ZC3H8 0,286232 4 4 19,6 33,575 0 9,1113 94255000 Zinc finger CCCH domain-containing protein 8

Q8IX90 SKA3 0,283635 8 8 29,4 46,359 0 23,013 394950000 Spindle and kinetochore-associated protein 3

Q9ULW0 TPX2 0,283542 30 30 49,3 85,652 0 150,85 8116700000 Targeting protein for Xklp2

Q9GZT9 EGLN1 0,283382 3 3 15,7 46,02 0 6,5359 178980000 Egl nine homolog 1

P41182 BCL6 0,28335 5 5 12,6 78,846 0 18,049 327580000 B-cell lymphoma 6 protein

O96007 MOCS2 0,282499 2 2 18,6 20,944 0 5,0638 126350000 Molybdopterin synthase catalytic subunit

Q8N726 CDKN2A 0,282433 2 2 20,5 13,903 0 13,724 56552000 Tumor suppressor ARF

O43805 SSNA1 0,281118 2 2 24,4 13,596 0 6,3056 206030000 Sjoegren syndrome nuclear autoantigen 1

Q96EB6 SIRT1 0,28006 8 8 19,8 81,68 0 11,44 446660000 NAD-dependent protein deacetylase sirtuin-1;SirtT1 75 kDa fragment

Q9Y6I4 USP3 0,277866 3 3 10,2 58,896 0 4,218 97956000 Ubiquitin carboxyl-terminal hydrolase 3

Q9Y6G3 MRPL42 0,277509 1 1 10,6 16,661 0 4,3122 158270000 39S ribosomal protein L42, mitochondrial

Q8WUA7 TBC1D22A 0,277116 4 4 13,5 59,12 0 12,722 245250000 TBC1 domain family member 22A

P53803 POLR2K 0,276191 2 2 43,1 7,0041 0 4,4397 650000000 DNA-directed RNA polymerases I, II, and III subunit RPABC4

P29350 PTPN6 0,275384 5 5 14,1 67,56 0 6,0718 131770000 Tyrosine-protein phosphatase non-receptor type 6

Q92503 SEC14L1 0,274457 7 7 15,4 81,249 0 14,334 350960000 SEC14-like protein 1

Q7Z422 SZRD1 0,273934 2 2 21,7 16,997 0 16,276 595530000 SUZ domain-containing protein 1

P40121 CAPG 0,273243 7 7 24,7 38,498 0 31,269 541750000 Macrophage-capping protein

Q14807 KIF22 0,273236 17 17 40 73,261 0 67,527 1270200000 Kinesin-like protein KIF22

Q15038 DAZAP2 0,270761 1 1 22 17,318 0 4,5907 127510000 DAZ-associated protein 2

O95235 KIF20A 0,270666 7 7 9,9 100,28 0 19,986 119100000 Kinesin-like protein KIF20A

Q13315 ATM 0,270243 26 26 12,9 350,68 0 68,808 1038800000 Serine-protein kinase ATM

P14316 IRF2 0,269153 2 2 7,4 39,354 0,0038994 1,9286 29619000 Interferon regulatory factor 2

Q92625 ANKS1A 0,268785 3 3 4,9 123,11 0 8,0331 121540000 Ankyrin repeat and SAM domain-containing protein 1A

P04183 TK1 0,268133 9 9 53 25,468 0 25,32 738160000 Thymidine kinase, cytosolic

Q6P5R6 RPL22L1 0,267603 4 4 45,1 14,606 0 32,639 1730700000 60S ribosomal protein L22-like 1

Q9Y2Y1 POLR3K 0,267414 2 2 25,9 12,336 0 5,3303 54289000 DNA-directed RNA polymerase III subunit RPC10

P52292 KPNA2 0,267267 19 19 42,5 57,861 0 234,71 1,4614E+10 Importin subunit alpha-1

Q15648 MED1 0,26698 3 3 2,6 168,48 0,00062215 3,0068 56038000 Mediator of RNA polymerase II transcription subunit 1

Q8N999 C12orf29 0,266157 2 2 7,1 37,49 0,0021899 2,2453 21754000 Uncharacterized protein C12orf29

Q9Y4P8 WIPI2 0,266037 2 2 13 49,408 0,00041955 3,2146 78335000 WD repeat domain phosphoinositide-interacting protein 2

P23921 RRM1 0,265414 26 26 51,9 90,069 0 97,882 5347600000 Ribonucleoside-diphosphate reductase large subunit

Q9Y3S2 ZNF330 0,264952 5 5 27,2 36,201 0 11,786 241880000 Zinc finger protein 330

Q9HBM0 VEZT 0,264901 3 3 6,4 88,664 0,00042159 3,2961 55188000 Vezatin

Q12965 MYO1E 0,264584 8 8 9,6 127,06 0 12,616 211830000 Unconventional myosin-Ie

Q5VZ89 DENND4C 0,263515 2 2 1,8 212,71 0,0038941 1,9149 28422000 DENN domain-containing protein 4C

O14727 APAF1 0,263209 4 4 4,2 141,84 0 7,9127 79752000 Apoptotic protease-activating factor 1

Q92747 ARPC1A 0,26287 10 9 50 41,569 0 27,802 1140000000 Actin-related protein 2/3 complex subunit 1A

Q15527 SURF2 0,261196 3 3 15,6 29,647 0 4,3915 177820000 Surfeit locus protein 2

P42696 RBM34 0,259326 10 10 28,4 48,564 0 33,655 750080000 RNA-binding protein 34

Q9UPT5 EXOC7 0,258722 2 2 3,5 83,381 0 6,0249 87276000 Exocyst complex component 7

Q58A45 PAN3 0,258579 3 3 5,7 95,612 0 9,4482 64418000 PAB-dependent poly(A)-specific ribonuclease subunit PAN3

P04066 FUCA1 0,258579 2 2 6 53,688 0 6,3451 84447000 Tissue alpha-L-fucosidase

O94925 GLS 0,258257 20 20 43,5 73,46 0 112,75 5216400000 Glutaminase kidney isoform, mitochondrial

Q9UBF8 PI4KB 0,258251 3 3 6 91,378 0 8,7713 104210000 Phosphatidylinositol 4-kinase beta

Q13480 GAB1 0,258168 4 4 9,4 76,615 0 4,603 92084000 GRB2-associated-binding protein 1

Q9NSP4 CENPM 0,257695 3 3 28,9 19,737 0 17,865 126660000 Centromere protein M

O60220 TIMM8A 0,257429 3 3 38,1 10,998 0 43,219 712800000 Mitochondrial import inner membrane translocase subunit Tim8 A

Q14240 EIF4A2 0,257293 22 8 51,8 46,402 0 46,699 1739700000 Eukaryotic initiation factor 4A-II;Eukaryotic initiation factor 4A-II, N-terminally processed

Q96RG2 PASK 0,256245 4 4 3,8 142,93 0 8,1729 68665000 PAS domain-containing serine/threonine-protein kinase

O75208 COQ9 0,254397 4 4 25,2 35,509 0 10,753 250710000 Ubiquinone biosynthesis protein COQ9, mitochondrial

Q9H0U9 TSPYL1 0,254067 3 3 12,8 49,192 0 8,9448 191850000 Testis-specific Y-encoded-like protein 1

Q92990 GLMN 0,254036 11 11 23,1 68,207 0 31,508 855960000 Glomulin

Q5W0B1 RNF219 0,253626 2 2 2,6 81,116 0,00021473 3,6556 70575000 RING finger protein 219

Q7Z333 SETX 0,253274 6 6 3,5 302,88 0 14,413 712160000 Probable helicase senataxin

Q92733 PRCC 0,252655 4 4 12,4 52,417 0 15,203 285040000 Proline-rich protein PRCC

Q8N5M1 ATPAF2 0,250989 4 4 21,8 32,772 0 8,1848 107610000 ATP synthase mitochondrial F1 complex assembly factor 2

Q9Y276 BCS1L 0,250751 6 6 19,1 47,534 0 23,395 270950000 Mitochondrial chaperone BCS1

Q9Y3Q3 TMED3 0,250719 2 2 13,4 24,777 0 5,165 102320000 Transmembrane emp24 domain-containing protein 3

Q9BVW5 TIPIN 0,24732 3 3 15 34,555 0 8,2395 94624000 TIMELESS-interacting protein

Q5T2E6 C10orf76 0,246834 3 3 8,4 78,71 0 9,5162 100430000 UPF0668 protein C10orf76

Q6PJG6 BRAT1 0,24559 16 16 30,5 88,118 0 76,264 959050000 BRCA1-associated ATM activator 1

Q8N9N7 LRRC57 0,24501 4 4 26,8 26,754 0 6,198 171550000 Leucine-rich repeat-containing protein 57
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Q06481 APLP2 0,244811 5 5 10,7 86,955 0 9,0061 236530000 Amyloid-like protein 2

O14578 CIT 0,244632 14 14 9,2 231,43 0 73,243 600430000 Citron Rho-interacting kinase

O14893 GEMIN2 0,243222 3 3 18,2 31,585 0 4,6929 264560000 Gem-associated protein 2

O00411 POLRMT 0,242938 4 4 6,9 138,62 0 4,5062 81277000 DNA-directed RNA polymerase, mitochondrial

Q9P2K5 MYEF2 0,24276 5 5 12,8 64,121 0 16,022 302510000 Myelin expression factor 2

O75446 SAP30 0,242125 2 2 9,5 23,306 0 5,4367 238800000 Histone deacetylase complex subunit SAP30

Q9NXR1 NDE1 0,241133 4 2 16,4 37,72 0 24,639 117810000 Nuclear distribution protein nudE homolog 1

Q96T88 UHRF1 0,241066 25 24 46,9 89,813 0 113,26 4503400000 E3 ubiquitin-protein ligase UHRF1

Q8IZ21 PHACTR4 0,240131 4 4 8,7 78,21 0 9,6012 77515000 Phosphatase and actin regulator 4

P28702;P19793RXRB;RXRA 0,239366 4 4 8,6 56,921 0 7,0565 195410000 Retinoic acid receptor RXR-beta;Retinoic acid receptor RXR-alpha

Q9BYN8 MRPS26 0,239356 5 5 21 24,211 0 19,815 468750000 28S ribosomal protein S26, mitochondrial

Q5T5Y3 CAMSAP1 0,23918 3 3 2,5 177,97 0 5,7749 49178000 Calmodulin-regulated spectrin-associated protein 1

Q8TBZ6 TRMT10A 0,239031 2 2 9,4 39,718 0,0019956 2,2884 58248000 tRNA methyltransferase 10 homolog A

Q96CS2 HAUS1 0,239007 3 3 12,9 31,863 0 10,012 101930000 HAUS augmin-like complex subunit 1

Q9UHD9 UBQLN2 0,238741 12 8 32,7 65,695 0 37,25 847620000 Ubiquilin-2

Q9H147 DNTTIP1 0,238728 3 3 16,4 37,013 0 7,7954 153370000 Deoxynucleotidyltransferase terminal-interacting protein 1

O95793 STAU1 0,238704 13 12 28,2 63,182 0 45,235 1685200000 Double-stranded RNA-binding protein Staufen homolog 1

O00255 MEN1 0,238068 4 4 15,8 68,023 0 15,153 277240000 Menin

P14921 ETS1 0,237397 5 5 17,2 50,407 0 16,225 291590000 Protein C-ets-1

P49642 PRIM1 0,236765 13 13 40,5 49,901 0 41,406 1352800000 DNA primase small subunit

Q9BXB4 OSBPL11 0,236679 7 6 14,7 83,642 0 10,697 217940000 Oxysterol-binding protein-related protein 11

P51151 RAB9A 0,23585 2 2 14,9 22,837 0,0010105 2,5393 91607000 Ras-related protein Rab-9A

P48200 IREB2 0,235727 3 3 8 105,06 0 7,1377 72370000 Iron-responsive element-binding protein 2

A6NJ78;P0C7V9METTL15;METTL15P10,235113 4 4 17,2 46,121 0 27,439 139900000 Probable methyltransferase-like protein 15;Putative methyltransferase-like protein 15P1

P25440 BRD2 0,233433 12 11 21,1 88,06 0 31,793 1007800000 Bromodomain-containing protein 2

Q9UKI3 VPREB3 0,233265 3 3 45,5 13,71 0 27,636 784680000 Pre-B lymphocyte protein 3

O95081 AGFG2 0,233029 2 2 4,4 48,962 0 18,487 55903000 Arf-GAP domain and FG repeat-containing protein 2

Q96PV6 LENG8 0,232783 2 2 6,6 88,156 0 7,7813 67098000 Leukocyte receptor cluster member 8

Q9NRN9 METTL5 0,232663 3 3 22,5 23,719 0 6,2744 112360000 Methyltransferase-like protein 5

Q9BZ95;Q96L73WHSC1L1;NSD10,232516 2 2 2,9 161,61 0 5,7962 123910000 Histone-lysine N-methyltransferase NSD3;Histone-lysine N-methyltransferase, H3 lysine-36 and H4 lysine-20 specific

P13761;Q9TQE0HLA-DRB1 0,232347 4 3 25,9 29,822 0 21,406 788550000 HLA class II histocompatibility antigen, DRB1-7 beta chain;HLA class II histocompatibility antigen, DRB1-9 beta chain

P01137 TGFB1 0,232292 4 4 22,1 44,341 0 9,3262 121900000 Transforming growth factor beta-1;Latency-associated peptide

O43823 AKAP8 0,232222 11 11 24,7 76,107 0 33,694 1140600000 A-kinase anchor protein 8

P17026 ZNF22 0,23194 4 4 23,7 25,915 0 9,0959 192480000 Zinc finger protein 22

Q15072 ZNF146 0,230948 4 4 19,2 33,307 0 8,3021 100510000 Zinc finger protein OZF

Q8NB37 PDDC1 0,23074 6 6 58,2 23,297 0 68,641 622910000 Parkinson disease 7 domain-containing protein 1

Q9BZE9 ASPSCR1 0,229855 5 5 17 60,182 0 8,803 104800000 Tether containing UBX domain for GLUT4

Q9UKV0 HDAC9 0,229342 2 2 2,7 111,3 0,0040572 1,8368 113350000 Histone deacetylase 9

Q969T9 WBP2 0,229194 7 7 44,1 28,087 0 17,079 1008600000 WW domain-binding protein 2

Q9H6E5 TUT1 0,229033 4 4 7,8 93,846 0 11,091 159570000 Speckle targeted PIP5K1A-regulated poly(A) polymerase

P14635 CCNB1 0,228917 7 7 22,2 48,337 0 21,452 1027100000 G2/mitotic-specific cyclin-B1

O75330 HMMR 0,228667 16 16 28,2 84,099 0 56,27 1702200000 Hyaluronan mediated motility receptor

Q9HAS0 C17orf75 0,227762 3 3 16,9 44,621 0 4,8773 178780000 Protein Njmu-R1

Q14674 ESPL1 0,227618 3 3 3,3 233,17 0 5,1649 78600000 Separin

Q86SX6 GLRX5 0,22719 3 3 28 16,628 0 23,892 5645900000 Glutaredoxin-related protein 5, mitochondrial

A5PLN9 TRAPPC13 0,227125 3 3 15,1 46,523 0 7,1174 122700000 Trafficking protein particle complex subunit 13

Q9UGN5 PARP2 0,226942 6 6 16,1 66,205 0 9,1062 112800000 Poly [ADP-ribose] polymerase 2

Q9H1D9 POLR3F 0,226004 2 2 12,7 35,684 0 13,041 168160000 DNA-directed RNA polymerase III subunit RPC6

Q7Z3D6 C14orf159 0,225252 5 5 13,1 66,436 0 9,687 322350000 UPF0317 protein C14orf159, mitochondrial

Q9H9F9 ACTR5 0,225155 5 5 16,6 68,297 0 5,6471 160910000 Actin-related protein 5

Q99661 KIF2C 0,224531 20 19 35,4 81,312 0 80,428 3528800000 Kinesin-like protein KIF2C

P17252 PRKCA 0,223772 14 14 33,6 76,749 0 46,491 2123000000 Protein kinase C alpha type

Q02241 KIF23 0,223528 5 5 8 110,06 0 15,613 346730000 Kinesin-like protein KIF23

O95905 ECD 0,22231 6 6 16 72,757 0 25,437 151380000 Protein SGT1

O43929 ORC4 0,222016 6 6 17,4 50,377 0 13,695 404160000 Origin recognition complex subunit 4

O43676 NDUFB3 0,221905 3 3 28,6 11,402 0,0010229 2,7554 802770000 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 3

Q9HD20 ATP13A1 0,221077 8 8 10,6 132,95 0 21,611 719070000 Manganese-transporting ATPase 13A1

Q96HR8 NAF1 0,220825 2 2 5,3 53,716 0 4,1024 80711000 H/ACA ribonucleoprotein complex non-core subunit NAF1

P01903 HLA-DRA 0,219988 4 4 22,4 28,607 0 11,529 373960000 HLA class II histocompatibility antigen, DR alpha chain

Q9NVM4 PRMT7 0,219695 3 3 9,8 78,458 0 7,798 250150000 Protein arginine N-methyltransferase 7

Q9H0E3 SAP130 0,219299 5 5 9,1 110,32 0 22,815 359400000 Histone deacetylase complex subunit SAP130

O43663 PRC1 0,217818 9 9 22,1 71,606 0 19,227 696770000 Protein regulator of cytokinesis 1

P53611 RABGGTB 0,216843 4 4 11,8 36,924 0 5,4952 346280000 Geranylgeranyl transferase type-2 subunit beta

P63313 TMSB10 0,216182 2 2 63,6 5,0256 0 19,417 1,4883E+10 Thymosin beta-10

Q5VU43 PDE4DIP 0,215911 5 5 2,4 265,1 0 5,8146 183250000 Myomegalin

O43504 LAMTOR5 0,215658 5 5 96,7 9,6138 0 24,509 1391300000 Ragulator complex protein LAMTOR5

Q12979 ABR 0,215169 5 4 8,8 97,597 0 12,359 456040000 Active breakpoint cluster region-related protein

O00762 UBE2C 0,215157 8 8 64,8 19,652 0 66,941 2147100000 Ubiquitin-conjugating enzyme E2 C

O00471 EXOC5 0,215119 3 3 9 81,852 0 4,1107 156790000 Exocyst complex component 5

P53675 CLTCL1 0,215017 20 1 10,3 187,03 0,00041867 3,1653 299480000 Clathrin heavy chain 2

A3KN83 SBNO1 0,214867 18 18 22,1 154,31 0 41,049 891560000 Protein strawberry notch homolog 1

Q9Y5N6 ORC6 0,214213 4 4 26,2 28,107 0 12,241 533110000 Origin recognition complex subunit 6

O00268 TAF4 0,213476 8 8 13,5 110,11 0 29,118 287190000 Transcription initiation factor TFIID subunit 4

P33981 TTK 0,21323 12 12 19,3 97,071 0 28,509 638230000 Dual specificity protein kinase TTK

Q14186 TFDP1 0,212661 5 5 25,9 45,07 0 14,238 177400000 Transcription factor Dp-1

Q9BRT2 UQCC2 0,212596 3 3 35,7 14,875 0 11,936 533900000 Ubiquinol-cytochrome-c reductase complex assembly factor 2

P17568 NDUFB7 0,212199 4 4 43,8 16,402 0 42,568 787280000 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 7

Q6PD74 AAGAB 0,212168 6 6 38,7 34,593 0 17,519 664090000 Alpha- and gamma-adaptin-binding protein p34

Q5R372 RABGAP1L 0,211998 6 6 8,7 92,512 0 11,571 243950000 Rab GTPase-activating protein 1-like

O75369 FLNB 0,211846 42 34 24,4 278,16 0 104,01 2627400000 Filamin-B

Q68CQ4 DIEXF 0,211689 7 7 14,8 87,054 0 19,9 178970000 Digestive organ expansion factor homolog

Q6UVJ0 SASS6 0,211511 2 2 3,5 74,396 0 3,8862 60474000 Spindle assembly abnormal protein 6 homolog

Q6NXR4 TTI2 0,211199 6 6 20,7 56,914 0 25,69 691920000 TELO2-interacting protein 2

Q99816 TSG101 0,210845 6 6 21,5 43,944 0 20,593 452960000 Tumor susceptibility gene 101 protein

Q9P021 CRIPT 0,210751 2 2 27,7 11,216 0 5,8307 136070000 Cysteine-rich PDZ-binding protein

Q9Y5R8 TRAPPC1 0,21054 2 2 12,4 16,831 0 3,8089 149460000 Trafficking protein particle complex subunit 1

Q05397 PTK2 0,209266 3 3 5,4 119,23 0,0025789 2,2009 27363000 Focal adhesion kinase 1

O95628 CNOT4 0,209225 6 6 15,8 63,509 0 16,458 243110000 CCR4-NOT transcription complex subunit 4

Q9NWT1 PAK1IP1 0,208649 6 6 23,7 43,963 0 10,582 366030000 p21-activated protein kinase-interacting protein 1

Q13496 MTM1 0,207721 7 7 14,1 69,931 0 8,6811 230090000 Myotubularin

Q9P275 USP36 0,207342 10 10 10,7 122,91 0 19,926 554390000 Ubiquitin carboxyl-terminal hydrolase 36

P0DMV9;P0DMV8HSPA1B;HSPA1A0,207122 29 14 56,6 70,051 0 161,68 1,567E+10 Heat shock 70 kDa protein 1B;Heat shock 70 kDa protein 1A

P15923 TCF3 0,20675 9 9 33,2 67,6 0 53,2 1779600000 Transcription factor E2-alpha

Q86UY6 NAA40 0,206268 2 2 17,3 27,194 0 5,7327 89894000 N-alpha-acetyltransferase 40

P07311 ACYP1 0,206092 5 5 57,6 11,261 0 15,614 619030000 Acylphosphatase-1

Q8NCE2 MTMR14 0,205909 5 5 12,2 72,203 0 8,2607 178360000 Myotubularin-related protein 14

Q9Y3Z3 SAMHD1 0,205845 21 21 46,5 72,2 0 70,55 3255100000 Deoxynucleoside triphosphate triphosphohydrolase SAMHD1

Q9UI26 IPO11 0,205521 18 18 24 112,53 0 43,725 1281700000 Importin-11

Q9NUG6 PDRG1 0,205442 3 3 28,6 15,511 0 11,552 329430000 p53 and DNA damage-regulated protein 1

Q5W111 SPRYD7 0,205267 2 2 12,8 21,666 0 4,2834 57795000 SPRY domain-containing protein 7

Q9P2X0 DPM3 0,204767 2 2 23,9 10,094 0 5,2619 150750000 Dolichol-phosphate mannosyltransferase subunit 3

O60930 RNASEH1 0,204534 5 5 25,2 32,064 0 14,604 226680000 Ribonuclease H1

Q8IU81 IRF2BP1 0,204234 5 4 12,7 61,687 0 5,5132 121300000 Interferon regulatory factor 2-binding protein 1

Q9NQG7 HPS4 0,204224 8 8 19,2 76,918 0 17,124 346270000 Hermansky-Pudlak syndrome 4 protein

Q8IYM9 TRIM22 0,204133 5 5 14,1 56,947 0 21,854 265250000 E3 ubiquitin-protein ligase TRIM22

O96013;Q9P286PAK4;PAK7 0,204016 4 4 12,2 64,071 0 6,8419 107330000 Serine/threonine-protein kinase PAK 4;Serine/threonine-protein kinase PAK 7

Q6P582;Q6NZ67MZT2A;MZT2B0,203332 3 3 34,8 16,22 0 9,5337 337960000 Mitotic-spindle organizing protein 2A;Mitotic-spindle organizing protein 2B

Q9ULJ6 ZMIZ1 0,203207 6 6 7,7 115,48 0 20,558 654630000 Zinc finger MIZ domain-containing protein 1

O95070 YIF1A 0,203139 2 2 10,6 32,011 0 8,4361 122600000 Protein YIF1A

O95983 MBD3 0,202856 5 5 19,9 32,844 0 26,326 495720000 Methyl-CpG-binding domain protein 3

Q8WXH0 SYNE2 0,202815 34 34 7,6 796,43 0 67,437 1136100000 Nesprin-2

Q9BYW2 SETD2 0,202512 4 4 2,2 287,59 0 6,8468 80862000 Histone-lysine N-methyltransferase SETD2

Q9UPR3 SMG5 0,202512 2 2 3,1 113,93 0 3,7518 69111000 Protein SMG5

Q9UBH6 XPR1 0,202136 4 4 8,5 81,534 0 11,02 92741000 Xenotropic and polytropic retrovirus receptor 1

Q8IYS1 PM20D2 0,201568 15 15 51,1 47,776 0 90,779 2826900000 Peptidase M20 domain-containing protein 2

O75586 MED6 0,20153 3 3 17,5 28,424 0 10,143 147220000 Mediator of RNA polymerase II transcription subunit 6

Q96R06 SPAG5 0,201508 5 5 8,8 134,42 0 4,372 147540000 Sperm-associated antigen 5

O95379 TNFAIP8 0,201396 4 4 36,9 23,003 0 22,782 187600000 Tumor necrosis factor alpha-induced protein 8

Q9UGJ1 TUBGCP4 0,201325 10 10 26,7 76,088 0 25,205 515970000 Gamma-tubulin complex component 4

O15294 OGT 0,201227 26 26 34,8 116,92 0 146,14 3281300000 UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase 110 kDa subunit

O00560 SDCBP 0,200983 3 3 17,1 32,444 0 14,618 142380000 Syntenin-1

P31483 TIA1 0,20082 10 7 38,3 42,963 0 24,205 1033400000 Nucleolysin TIA-1 isoform p40

Q969U7 PSMG2 0,200325 6 6 22,3 29,396 0 20,033 832920000 Proteasome assembly chaperone 2

Q71SY5 MED25 0,200272 3 3 6,6 78,17 0 6,3972 96137000 Mediator of RNA polymerase II transcription subunit 25

Q9NWK9 ZNHIT6 0,199514 7 7 26,6 53,918 0 14,215 504560000 Box C/D snoRNA protein 1

Q9NQC1 JADE2 0,199123 3 3 6,1 87,465 0,003882 1,8898 32635000 Protein Jade-2

Q14011 CIRBP 0,198664 5 5 38,4 18,648 0 24,529 3423400000 Cold-inducible RNA-binding protein

Q8TAG9 EXOC6 0,19862 3 3 6,6 93,721 0 10,412 91033000 Exocyst complex component 6

O94992 HEXIM1 0,198262 4 4 23,1 40,623 0 14,39 586800000 Protein HEXIM1

Q504Q3 PAN2 0,197903 3 3 4,3 135,37 0 6,4984 97082000 PAB-dependent poly(A)-specific ribonuclease subunit PAN2

O14618 CCS 0,197888 6 6 40,1 29,04 0 44,685 442980000 Copper chaperone for superoxide dismutase

Q75N03 CBLL1 0,197788 4 4 10,8 54,519 0 5,9551 105990000 E3 ubiquitin-protein ligase Hakai

Q9P2N6 KANSL3 0,197779 5 5 9,4 95,991 0 12,323 100780000 KAT8 regulatory NSL complex subunit 3

O94966 USP19 0,197326 6 6 9,4 145,65 0 18,848 222620000 Ubiquitin carboxyl-terminal hydrolase 19

Q9ULK4 MED23 0,197165 8 8 7,5 156,47 0 18,907 253170000 Mediator of RNA polymerase II transcription subunit 23

Q9NZ52 GGA3 0,195901 7 7 14,4 78,314 0 18,161 351220000 ADP-ribosylation factor-binding protein GGA3

Q06787 FMR1 0,195458 7 5 14,1 71,174 0 29,703 331910000 Fragile X mental retardation protein 1

Q5JVF3 PCID2 0,195325 12 12 39,6 46,029 0 42,191 1336400000 PCI domain-containing protein 2

O15091 KIAA0391 0,194591 7 7 16,5 67,315 0 14,672 516030000 Mitochondrial ribonuclease P protein 3

Q92890 UFD1L 0,194099 6 6 31,3 34,5 0 45,601 628370000 Ubiquitin fusion degradation protein 1 homolog

P20036 HLA-DPA1 0,193886 2 2 11,2 29,38 0 10,271 284480000 HLA class II histocompatibility antigen, DP alpha 1 chain

Q7Z3B3 KANSL1 0,19374 3 3 4 121,02 0 5,7554 66931000 KAT8 regulatory NSL complex subunit 1

Q6ZRS2 SRCAP 0,193669 10 10 3,6 343,55 0 16,204 245080000 Helicase SRCAP

Q9Y6J9 TAF6L 0,193401 2 2 4,3 67,814 0,00062035 2,9674 67538000 TAF6-like RNA polymerase II p300/CBP-associated factor-associated factor 65 kDa subunit 6L

Q6PJ69 TRIM65 0,192565 7 7 18,2 57,353 0 14,461 349790000 Tripartite motif-containing protein 65

Q9H1C4 UNC93B1 0,192321 2 2 4,9 66,63 0 9,6493 180550000 Protein unc-93 homolog B1

Q6UX53 METTL7B 0,191689 3 3 17,6 27,775 0 5,8464 93582000 Methyltransferase-like protein 7B

Q14691 GINS1 0,191622 3 3 18,9 22,988 0 12,467 489900000 DNA replication complex GINS protein PSF1

Q9NSY1 BMP2K 0,191022 5 5 6,7 129,17 0 7,5328 165770000 BMP-2-inducible protein kinase

Q9Y296 TRAPPC4 0,190824 8 8 42,5 24,34 0 21,203 607180000 Trafficking protein particle complex subunit 4

Q9H000 MKRN2 0,190678 4 4 13,5 46,94 0 3,9753 136480000 Probable E3 ubiquitin-protein ligase makorin-2

P38398 BRCA1 0,190678 2 2 1,8 207,72 0,0010117 2,5601 49213000 Breast cancer type 1 susceptibility protein

P0DJ93 SMIM13 0,190425 1 1 13,2 10,351 0,0027603 2,0938 51256000 Small integral membrane protein 13

Q9NX46 ADPRHL2 0,190159 9 9 38,3 38,946 0 33,241 818930000 Poly(ADP-ribose) glycohydrolase ARH3

O60942 RNGTT 0,189925 10 10 19,1 68,556 0 18,724 550290000 mRNA-capping enzyme;Polynucleotide 5-triphosphatase;mRNA guanylyltransferase

Q6RW13 AGTRAP 0,189852 1 1 13,8 17,419 0,00041745 3,1172 298820000 Type-1 angiotensin II receptor-associated protein

Q9NWV8 BABAM1 0,189846 8 8 38,9 36,56 0 36,568 749810000 BRISC and BRCA1-A complex member 1

Q8N5A5 ZGPAT 0,189743 7 7 18,8 57,358 0 20,06 118350000 Zinc finger CCCH-type with G patch domain-containing protein

Q9NUD5 ZCCHC3 0,189733 5 5 15,1 43,547 0 12,856 224560000 Zinc finger CCHC domain-containing protein 3

Q96CB8 INTS12 0,189686 3 3 8 48,807 0 4,806 61849000 Integrator complex subunit 12

Q8IY37 DHX37 0,189524 21 21 25 129,54 0 65,77 1065100000 Probable ATP-dependent RNA helicase DHX37

O00483 NDUFA4 0,189426 3 3 37 9,3697 0 8,3719 1355100000 Cytochrome c oxidase subunit NDUFA4

P32121 ARRB2 0,189239 5 5 19,1 46,105 0 9,3988 321270000 Beta-arrestin-2

Q9Y605 MRFAP1 0,189182 2 2 26,8 14,649 0 13,227 361980000 MORF4 family-associated protein 1

Q16637 SMN1 0,188587 7 7 32 31,848 0 20,397 600380000 Survival motor neuron protein

Q9Y241;A8MV81HIGD1A;HIGD1C0,188062 2 2 29 10,143 0 9,284 352850000 HIG1 domain family member 1A, mitochondrial;HIG1 domain family member 1C

Q8NEF9 SRFBP1 0,187965 3 3 8,6 48,633 0,00041554 3,031 231820000 Serum response factor-binding protein 1

P16150 SPN 0,187906 3 3 7,5 40,321 0 7,668 381510000 Leukosialin

Q9UQ35 SRRM2 0,187813 38 38 19,6 299,61 0 317,67 1,5854E+10 Serine/arginine repetitive matrix protein 2

Q96QE3 ATAD5 0,1873 3 3 2,3 207,57 0,0044342 1,7954 59619000 ATPase family AAA domain-containing protein 5

O60563 CCNT1 0,187242 8 8 19,3 80,684 0 22,904 1212300000 Cyclin-T1

Q14643 ITPR1 0,187068 10 8 4,9 313,93 0 16,662 133430000 Inositol 1,4,5-trisphosphate receptor type 1

Q8WVK2 SNRNP27 0,186881 3 3 29 18,86 0 3,8458 211040000 U4/U6.U5 small nuclear ribonucleoprotein 27 kDa protein

Q7L273 KCTD9 0,186881 2 2 9,8 42,566 0 5,9848 30305000 BTB/POZ domain-containing protein KCTD9

Q9H063 MAF1 0,186627 3 3 24,6 28,77 0 10,395 103200000 Repressor of RNA polymerase III transcription MAF1 homolog

Q5SRE5 NUP188 0,18647 22 22 18,2 196,04 0 68,432 1276800000 Nucleoporin NUP188 homolog

Q3ZCM7 TUBB8 0,186164 12 3 28,6 49,775 0 40,265 1,5381E+10 Tubulin beta-8 chain

Q96S55 WRNIP1 0,186099 8 8 16,8 72,132 0 16,954 225070000 ATPase WRNIP1

Q7Z4H3 HDDC2 0,185777 8 8 63,7 23,39 0 45,226 1158900000 HD domain-containing protein 2

E9PRG8 C11orf98 0,185282 2 2 17,2 13,798 0 28,887 1271600000 Uncharacterized protein C11orf98

A0PJW6 TMEM223 0,185105 2 2 15,8 22,049 0 3,9718 174570000 Transmembrane protein 223

Q9NTG7 SIRT3 0,185105 2 2 9,3 43,573 0,00021322 3,5073 33623000 NAD-dependent protein deacetylase sirtuin-3, mitochondrial

Q9UBW8 COPS7A 0,185069 6 6 36,7 30,276 0 42,357 881530000 COP9 signalosome complex subunit 7a

Q8NBU5 ATAD1 0,184777 8 8 39,1 40,744 0 45,893 1535300000 ATPase family AAA domain-containing protein 1

Q8TBX8 PIP4K2C 0,184068 4 4 12,6 47,299 0 17,575 365330000 Phosphatidylinositol 5-phosphate 4-kinase type-2 gamma

Q8IV63 VRK3 0,18364 4 4 9,9 52,881 0 9,6155 108580000 Inactive serine/threonine-protein kinase VRK3

Q16775 HAGH 0,183435 5 5 24,4 33,805 0 11,624 263590000 Hydroxyacylglutathione hydrolase, mitochondrial

O00443 PIK3C2A 0,183328 2 2 1,5 190,68 0 3,7632 41750000 Phosphatidylinositol 4-phosphate 3-kinase C2 domain-containing subunit alpha

P05161 ISG15 0,182819 3 3 31,5 17,887 0 4,9974 78813000 Ubiquitin-like protein ISG15

Q8NB46 ANKRD52 0,182659 3 3 5,9 115,08 0 9,9987 133940000 Serine/threonine-protein phosphatase 6 regulatory ankyrin repeat subunit C

O14965 AURKA 0,182401 3 3 10,9 45,809 0 8,3326 163400000 Aurora kinase A

P04920 SLC4A2 0,182247 7 7 12,5 137,01 0 66,945 587200000 Anion exchange protein 2

Q8TCD5 NT5C 0,181838 8 8 49,3 23,382 0 28,936 646720000 5(3)-deoxyribonucleotidase, cytosolic type

Q96J02 ITCH 0,181803 4 4 5,6 102,8 0 13,881 165990000 E3 ubiquitin-protein ligase Itchy homolog

Q7L775 EPM2AIP1 0,181802 2 2 6,6 70,369 0 7,9656 67420000 EPM2A-interacting protein 1

Q7L513 FCRLA 0,181285 10 10 33,4 38,927 0 28,428 4953200000 Fc receptor-like A

Q96EE3 SEH1L 0,18127 11 11 48,6 39,648 0 63,89 1700300000 Nucleoporin SEH1

Q9UKB3 DNAJC12 0,18123 7 7 47,5 23,415 0 25,097 555150000 DnaJ homolog subfamily C member 12

Q53GS9 USP39 0,180293 19 19 47,4 65,38 0 62,375 2029000000 U4/U6.U5 tri-snRNP-associated protein 2

Q8NHQ9 DDX55 0,180148 11 11 26,5 68,546 0 32,389 503470000 ATP-dependent RNA helicase DDX55

Q86X10 RALGAPB 0,180102 4 4 4,8 166,8 0 5,9502 117150000 Ral GTPase-activating protein subunit beta

Q7Z4G4 TRMT11 0,180021 5 5 17,5 53,42 0 6,2055 126370000 tRNA (guanine(10)-N2)-methyltransferase homolog

P30837 ALDH1B1 0,179697 7 6 22,2 57,206 0 8,4562 5805400000 Aldehyde dehydrogenase X, mitochondrial

P33121 ACSL1 0,17968 17 16 29,2 77,942 0 48,224 2030300000 Long-chain-fatty-acid--CoA ligase 1

Q13485 SMAD4 0,179484 6 6 18,8 60,438 0 19,607 296040000 Mothers against decapentaplegic homolog 4

Q99590 SCAF11 0,17932 18 18 17,4 164,65 0 77,447 1428800000 Protein SCAF11

Q8TAD8 SNIP1 0,178619 2 2 8,3 45,777 0 5,0138 137760000 Smad nuclear-interacting protein 1

Q9NUL7 DDX28 0,178371 6 6 18,5 59,58 0 16,271 148020000 Probable ATP-dependent RNA helicase DDX28

Q15398 DLGAP5 0,178219 13 13 21,5 95,114 0 30,098 497800000 Disks large-associated protein 5

Q8IUR0 TRAPPC5 0,178109 3 3 23,4 20,783 0 3,9843 102640000 Trafficking protein particle complex subunit 5

Q9Y2K7 KDM2A 0,177088 6 6 6,5 132,79 0 12,476 266060000 Lysine-specific demethylase 2A

Q9NRY2 INIP 0,17691 4 4 46,2 11,425 0 11,848 212790000 SOSS complex subunit C

Q8TCE6;Q6NSW5FAM45A;FAM45B0,176833 2 2 8,4 40,513 0 6,1426 27413000 Protein FAM45A;Protein FAM45B

Q6ULP2 AFTPH 0,176769 3 3 6,9 102,11 0 21,655 186190000 Aftiphilin

Q15386 UBE3C 0,176606 9 9 14,1 123,92 0 20,475 556580000 Ubiquitin-protein ligase E3C

Q9H6W3 NO66 0,176397 7 7 23,6 71,085 0 9,2422 292430000 Bifunctional lysine-specific demethylase and histidyl-hydroxylase NO66

Q8WW33 GTSF1 0,176171 7 7 41,3 19,266 0 50,116 1223300000 Gametocyte-specific factor 1

Q9H2P9 DPH5 0,176112 6 6 38,6 31,651 0 60,988 1293000000 Diphthine synthase

Q8IV08 PLD3 0,175825 3 3 6,5 54,705 0 8,4152 144230000 Phospholipase D3

Q8NFH3 NUP43 0,175742 9 9 41,8 42,15 0 38,553 2696700000 Nucleoporin Nup43

Q16595 FXN 0,175663 3 3 23,8 23,135 0 9,7756 468220000 Frataxin, mitochondrial;Frataxin intermediate form;Frataxin(56-210);Frataxin(78-210);Frataxin mature form

Q9NXR7 BRE 0,175308 4 4 23,2 43,551 0 7,0213 451490000 BRCA1-A complex subunit BRE

Q13613 MTMR1 0,174918 2 2 3,3 74,677 0,0038911 1,9078 69566000 Myotubularin-related protein 1

Q03111 MLLT1 0,174662 2 2 5,2 62,055 0 3,7309 141090000 Protein ENL

O75127 PTCD1 0,173899 6 6 13,4 78,855 0 13,829 203830000 Pentatricopeptide repeat-containing protein 1, mitochondrial

Q99496 RNF2 0,173802 7 5 27,4 37,655 0 20,111 494960000 E3 ubiquitin-protein ligase RING2

Q9HCD5 NCOA5 0,173506 10 10 32,3 65,536 0 45,843 980860000 Nuclear receptor coactivator 5

P61244 MAX 0,173395 5 5 34,4 18,275 0 15,459 546830000 Protein max

O95602 POLR1A 0,173268 33 33 30,2 194,81 0 131,77 3207400000 DNA-directed RNA polymerase I subunit RPA1

Q00403 GTF2B 0,172982 12 12 51,6 34,833 0 70,355 1236200000 Transcription initiation factor IIB

Q9BSY4 CHCHD5 0,172535 4 4 46,4 12,395 0 11,497 182860000 Coiled-coil-helix-coiled-coil-helix domain-containing protein 5

Q58FF6 HSP90AB4P 0,172414 7 1 11,9 58,264 0 14,303 1,1144E+10 Putative heat shock protein HSP 90-beta 4

P41208 CETN2 0,172271 3 3 22,7 19,738 0 9,051 315900000 Centrin-2

O75152 ZC3H11A 0,171708 15 15 23 89,13 0 56,725 1500500000 Zinc finger CCCH domain-containing protein 11A

Q86Y56 DNAAF5 0,171444 24 24 41,9 93,52 0 101,37 2272100000 Dynein assembly factor 5, axonemal

Q9HD33 MRPL47 0,171004 7 7 25,2 29,45 0 8,7422 367050000 39S ribosomal protein L47, mitochondrial

Q6ZW49 PAXIP1 0,170964 2 2 3 121,34 0 4,6418 76029000 PAX-interacting protein 1

Q9Y3C1 NOP16 0,170906 7 7 43,3 21,188 0 17,693 1852000000 Nucleolar protein 16

Q8TDD1 DDX54 0,169269 24 24 33,8 98,594 0 73,307 2790500000 ATP-dependent RNA helicase DDX54

Q6ZS81 WDFY4 0,16877 36 36 17,7 353,61 0 82,146 1908400000 WD repeat- and FYVE domain-containing protein 4

P0C2W1 FBXO45 0,16877 2 2 8 30,632 0 6,4826 44320000 F-box/SPRY domain-containing protein 1

O14545 TRAFD1 0,168762 2 2 4,5 64,84 0 5,922 79024000 TRAF-type zinc finger domain-containing protein 1

Q96HR3 MED30 0,168514 2 2 11,8 20,277 0 4,4604 127610000 Mediator of RNA polymerase II transcription subunit 30

Q9NSI2 FAM207A 0,168151 5 5 31,7 25,456 0 17,787 320210000 Protein FAM207A

Q9UNH7 SNX6 0,167807 11 11 27,1 46,648 0 42,932 2311800000 Sorting nexin-6;Sorting nexin-6, N-terminally processed

Q7Z6I6 ARHGAP30 0,167743 3 2 3,3 118,58 0 4,7813 103820000 Rho GTPase-activating protein 30

O95671 ASMTL 0,167356 17 17 41,9 68,856 0 95,431 1919900000 N-acetylserotonin O-methyltransferase-like protein

Q9C005 DPY30 0,167229 3 3 40,4 11,25 0 9,6313 421490000 Protein dpy-30 homolog

Q9BSF4 C19orf52 0,166972 3 3 16,2 29,233 0 7,3581 275910000 Uncharacterized protein C19orf52

Q9H410 DSN1 0,166592 7 7 25,6 40,067 0 13,463 122050000 Kinetochore-associated protein DSN1 homolog

Q8NG31 CASC5 0,166584 4 4 3,1 265,39 0 9,0591 117870000 Protein CASC5

Q9NVN8 GNL3L 0,166123 9 9 19,8 65,572 0 20,629 1009600000 Guanine nucleotide-binding protein-like 3-like protein

Q9UN19 DAPP1 0,165947 8 8 39,6 32,193 0 22,53 667530000 Dual adapter for phosphotyrosine and 3-phosphotyrosine and 3-phosphoinositide

Q6ZMI0 PPP1R21 0,165172 3 3 6,8 88,313 0 6,3566 73714000 Protein phosphatase 1 regulatory subunit 21

Q9NPJ6 MED4 0,165149 3 3 14,8 29,745 0 14,214 194150000 Mediator of RNA polymerase II transcription subunit 4

P25490 YY1 0,164964 7 5 24,9 44,712 0 26,72 1007100000 Transcriptional repressor protein YY1

Q8NCE0 TSEN2 0,16493 3 3 8,4 53,246 0 9,6638 128800000 tRNA-splicing endonuclease subunit Sen2

Q7Z4Q2 HEATR3 0,16476 12 12 27,1 74,582 0 44,144 1240400000 HEAT repeat-containing protein 3

Q8N4P3 HDDC3 0,164663 2 2 19 20,329 0 16,721 180360000 Guanosine-3,5-bis(diphosphate) 3-pyrophosphohydrolase MESH1

P60602 ROMO1 0,16461 1 1 21,5 8,1828 0,00021313 3,5018 226500000 Reactive oxygen species modulator 1

Q9NQ29 LUC7L 0,164427 10 5 30,5 43,727 0 16,032 280430000 Putative RNA-binding protein Luc7-like 1

Q5UIP0 RIF1 0,164401 35 35 22,5 274,46 0 139,04 3222200000 Telomere-associated protein RIF1

Q92930 RAB8B 0,164155 6 2 32,4 23,584 0 9,4828 228130000 Ras-related protein Rab-8B

Q8WXX5 DNAJC9 0,16341 10 10 51,9 29,909 0 42,771 2905500000 DnaJ homolog subfamily C member 9

Q13416 ORC2 0,163325 9 9 23,9 65,971 0 51,681 755220000 Origin recognition complex subunit 2

O43432 EIF4G3 0,163322 11 6 8,5 176,65 0 10,587 207860000 Eukaryotic translation initiation factor 4 gamma 3

Q9Y6E2 BZW2 0,163282 17 16 39,6 48,162 0 68,165 6957800000 Basic leucine zipper and W2 domain-containing protein 2

Q96CW5 TUBGCP3 0,163115 19 19 32,1 103,57 0 62,686 1476200000 Gamma-tubulin complex component 3

Q8WWV3 RTN4IP1 0,162974 7 7 26,8 43,589 0 13,362 433240000 Reticulon-4-interacting protein 1, mitochondrial

P55789 GFER 0,162828 2 2 19 23,449 0 6,5767 121460000 FAD-linked sulfhydryl oxidase ALR

P49914 MTHFS 0,162827 7 7 48,3 23,255 0 12,754 922350000 5-formyltetrahydrofolate cyclo-ligase

O14908 GIPC1 0,162637 5 5 20,7 36,049 0 10,897 282750000 PDZ domain-containing protein GIPC1

Q9UBB6 NCDN 0,162465 10 10 20,9 78,863 0 21,958 636700000 Neurochondrin

Q8N5L8 RPP25L 0,162464 4 4 23,9 17,631 0 6,4648 119860000 Ribonuclease P protein subunit p25-like protein

Q9NNW5 WDR6 0,162388 13 13 19,5 121,72 0 33,63 545660000 WD repeat-containing protein 6



Q6PL18 ATAD2 0,162113 14 14 17 158,55 0 35,957 823290000 ATPase family AAA domain-containing protein 2

Q6P3W7 SCYL2 0,161728 7 7 12,3 103,71 0 14,246 427230000 SCY1-like protein 2

Q6NYC1 JMJD6 0,161563 8 8 26,6 46,461 0 27,406 825930000 Bifunctional arginine demethylase and lysyl-hydroxylase JMJD6

Q9NVC6 MED17 0,161049 5 5 8,1 72,889 0 9,4996 142150000 Mediator of RNA polymerase II transcription subunit 17

P83436 COG7 0,160996 7 7 13,8 86,343 0 11,475 336650000 Conserved oligomeric Golgi complex subunit 7

Q9BXW9 FANCD2 0,160984 13 13 14,7 164,13 0 27,991 506520000 Fanconi anemia group D2 protein

P63218 GNG5 0,160893 4 4 75 7,3184 0 9,4568 1448200000 Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-5

Q8IXI2 RHOT1 0,160763 6 5 10 70,783 0 6,2078 103610000 Mitochondrial Rho GTPase 1

Q5JSZ5 PRRC2B 0,160276 8 6 6,1 242,96 0 15,126 265900000 Protein PRRC2B

Q14671 PUM1 0,16021 10 8 12,6 126,47 0 22,967 840430000 Pumilio homolog 1

Q86Y01 DTX1 0,160116 4 4 8,4 67,368 0 11,617 123200000 E3 ubiquitin-protein ligase DTX1

Q99447 PCYT2 0,159831 7 7 22,1 43,835 0 14,735 834260000 Ethanolamine-phosphate cytidylyltransferase

Q8WUA2 PPIL4 0,159702 12 12 35,4 57,224 0 28,695 1035800000 Peptidyl-prolyl cis-trans isomerase-like 4

P36969 GPX4 0,159554 4 4 26,9 22,174 0 11,075 771280000 Phospholipid hydroperoxide glutathione peroxidase, mitochondrial

Q6IQ49 SDE2 0,159351 3 3 10,2 49,741 0 11,642 123910000 Protein SDE2 homolog

O95239 KIF4A 0,15823 18 10 20,5 139,88 0 54,387 1136200000 Chromosome-associated kinesin KIF4A

Q8IWJ2 GCC2 0,158133 13 11 10,9 195,91 0 27,786 430060000 GRIP and coiled-coil domain-containing protein 2

P61970 NUTF2 0,157654 6 6 74,8 14,478 0 99,053 8002700000 Nuclear transport factor 2

Q9BYD6 MRPL1 0,157615 7 7 29,2 36,908 0 10,38 738950000 39S ribosomal protein L1, mitochondrial

Q14145 KEAP1 0,15743 13 13 33,5 69,666 0 41,954 864420000 Kelch-like ECH-associated protein 1

O75391 SPAG7 0,157213 7 7 45,4 26,034 0 39,73 979190000 Sperm-associated antigen 7

P06493 CDK1 0,157095 20 18 74,4 34,095 0 85,32 1,6088E+10 Cyclin-dependent kinase 1

P16949 STMN1 0,15701 9 6 47 17,302 0 45,172 3,0213E+10 Stathmin

Q7Z4W1 DCXR 0,15696 11 11 56,6 25,913 0 27,907 912740000 L-xylulose reductase

P20962 PTMS 0,156785 1 1 10,8 11,53 0,00061856 2,9017 193380000 Parathymosin

O15111 CHUK 0,156438 7 7 11,8 84,639 0 16,607 166590000 Inhibitor of nuclear factor kappa-B kinase subunit alpha

P49754 VPS41 0,156008 3 3 5,4 98,565 0 5,392 113540000 Vacuolar protein sorting-associated protein 41 homolog

Q659C4 LARP1B 0,15583 5 1 5,4 105,32 0,006882 1,6595 40676000 La-related protein 1B

Q12959 DLG1 0,155632 11 11 19,4 100,45 0 29,678 967680000 Disks large homolog 1

Q7RTS9 DYM 0,155627 5 5 6,6 75,935 0 4,5222 49191000 Dymeclin

P60002 ELOF1 0,15562 1 1 21,7 9,4618 0,0002124 3,4343 160270000 Transcription elongation factor 1 homolog

O43665 RGS10 0,154797 6 6 42,8 20,236 0 15,52 554830000 Regulator of G-protein signaling 10

Q5C9Z4 NOM1 0,15463 11 11 14,8 96,256 0 57,31 886890000 Nucleolar MIF4G domain-containing protein 1

Q9H773 DCTPP1 0,154061 13 13 68,8 18,681 0 106,62 4815000000 dCTP pyrophosphatase 1

Q8NDX1 PSD4 0,154033 4 4 7,3 116,25 0 10,892 156680000 PH and SEC7 domain-containing protein 4

Q86U70 LDB1 0,15403 2 2 8 46,532 0 4,4363 172310000 LIM domain-binding protein 1

Q9H5Q4 TFB2M 0,154029 9 9 22 45,348 0 10,284 526520000 Dimethyladenosine transferase 2, mitochondrial

Q96L91 EP400 0,153646 12 12 5,3 343,48 0 20,547 164000000 E1A-binding protein p400

Q8TBK6 ZCCHC10 0,153027 1 1 7,3 20,966 0 14,634 114510000 Zinc finger CCHC domain-containing protein 10

Q96KB5 PBK 0,152538 14 14 50,3 36,085 0 49,942 2750900000 Lymphokine-activated killer T-cell-originated protein kinase

Q9Y6A5 TACC3 0,152522 16 16 33,9 90,359 0 52,761 1148900000 Transforming acidic coiled-coil-containing protein 3

Q9H0R6 QRSL1 0,15242 9 9 28,4 57,46 0 21,081 445830000 Glutamyl-tRNA(Gln) amidotransferase subunit A, mitochondrial

O94927 HAUS5 0,152245 8 8 16,7 71,682 0 15,036 253310000 HAUS augmin-like complex subunit 5

Q5T5P2 KIAA1217 0,152179 2 2 1,5 214,11 0,0027597 2,0879 215370000 Sickle tail protein homolog

Q96QU8 XPO6 0,152141 6 6 6,7 128,88 0 13,817 191120000 Exportin-6

Q9Y3D5 MRPS18C 0,151987 1 1 13,4 15,85 0 10,506 180560000 28S ribosomal protein S18c, mitochondrial

Q71U36;P0DPH8;P0DPH7;Q6PEY2TUBA1A;TUBA3E0,15186 31 1 82,5 50,135 0 37,1 5387600000 Tubulin alpha-1A chain;Tubulin alpha-3E chain

Q14008 CKAP5 0,151793 68 68 41,9 225,49 0 236,9 1,3967E+10 Cytoskeleton-associated protein 5

Q9Y217 MTMR6 0,151788 5 5 9 71,967 0 13,467 174290000 Myotubularin-related protein 6

Q9NRX2 MRPL17 0,151493 5 5 24,6 20,05 0 15,54 290660000 39S ribosomal protein L17, mitochondrial

P30154 PPP2R1B 0,150757 20 12 39,6 66,213 0 34,637 1716000000 Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A beta isoform

Q9H501 ESF1 0,150489 14 14 26 98,795 0 42,673 1262400000 ESF1 homolog

Q9P2T1 GMPR2 0,15008 12 12 45,1 37,874 0 40,51 1660600000 GMP reductase 2

Q5VIR6 VPS53 0,15004 4 4 7,9 79,652 0 5,4712 110820000 Vacuolar protein sorting-associated protein 53 homolog

Q92917 GPKOW 0,14989 12 12 38,2 52,228 0 46,335 1039400000 G patch domain and KOW motifs-containing protein

Q9H9B1 EHMT1 0,149541 14 14 18,7 141,46 0 39,25 794880000 Histone-lysine N-methyltransferase EHMT1

Q02224 CENPE 0,149473 8 8 3,2 316,41 0 12,331 327000000 Centromere-associated protein E

Q8N806 UBR7 0,149327 11 11 37,6 47,998 0 22,87 752360000 Putative E3 ubiquitin-protein ligase UBR7

P35240 NF2 0,149259 2 2 3,4 69,689 0,00041894 3,1769 225010000 Merlin

Q9UIS9 MBD1 0,1491 2 2 6,4 66,606 0 9,9809 139470000 Methyl-CpG-binding domain protein 1

Q7L1Q6 BZW1 0,14898 17 16 41,3 48,043 0 26,069 4811100000 Basic leucine zipper and W2 domain-containing protein 1

Q15208 STK38 0,148835 7 7 23 54,19 0 17,674 882370000 Serine/threonine-protein kinase 38

P50453 SERPINB9 0,148319 21 21 62,2 42,403 0 122,13 8130900000 Serpin B9

Q7LG56 RRM2B 0,148316 13 11 49,3 40,736 0 37,251 1313100000 Ribonucleoside-diphosphate reductase subunit M2 B

Q4J6C6 PREPL 0,148293 10 10 23,9 83,926 0 24,987 618630000 Prolyl endopeptidase-like

P36406 TRIM23 0,148154 1 1 1,7 64,066 0,0014062 2,3996 195250000 E3 ubiquitin-protein ligase TRIM23

A6NED2 RCCD1 0,147911 4 4 19,1 40,078 0 8,5037 111570000 RCC1 domain-containing protein 1

Q7Z4H7 HAUS6 0,147807 4 4 5,3 108,62 0 11,746 84067000 HAUS augmin-like complex subunit 6

P30260 CDC27 0,147629 14 14 33,1 91,866 0 54,073 1586300000 Cell division cycle protein 27 homolog

P53384 NUBP1 0,147432 6 6 30,6 34,534 0 11,698 297460000 Cytosolic Fe-S cluster assembly factor NUBP1

Q9UFW8 CGGBP1 0,147301 9 9 62,3 18,82 0 24,6 1114900000 CGG triplet repeat-binding protein 1

Q9NR46 SH3GLB2 0,147288 11 10 30,4 43,973 0 70,521 1117200000 Endophilin-B2

Q9H0B6 KLC2 0,147078 13 7 28,3 68,934 0 18,416 344930000 Kinesin light chain 2

P62312 LSM6 0,146977 3 3 32,5 9,1275 0 4,8208 1173900000 U6 snRNA-associated Sm-like protein LSm6

P13489 RNH1 0,146904 24 24 74,2 49,973 0 238,65 1,1595E+10 Ribonuclease inhibitor

Q9UBU9 NXF1 0,146761 21 21 49,8 70,182 0 95,114 2191100000 Nuclear RNA export factor 1

Q9NR33 POLE4 0,146448 4 4 55,6 12,209 0 22,493 962750000 DNA polymerase epsilon subunit 4

Q96N66 MBOAT7 0,146394 2 2 6,1 52,764 0 3,7194 80969000 Lysophospholipid acyltransferase 7

P32321 DCTD 0,14633 4 4 27 20,016 0 12,91 262490000 Deoxycytidylate deaminase

P54278 PMS2 0,146305 10 10 18,9 95,796 0 22,806 393610000 Mismatch repair endonuclease PMS2

Q9H400 LIME1 0,146264 4 4 24,1 31,288 0 14,787 307590000 Lck-interacting transmembrane adapter 1

Q9UJX5 ANAPC4 0,146195 8 8 15,8 92,115 0 14,604 296740000 Anaphase-promoting complex subunit 4

Q9H900 ZWILCH 0,145873 10 10 26,7 67,213 0 16,065 591730000 Protein zwilch homolog

Q9NP92 MRPS30 0,14557 6 6 23,7 50,364 0 8,985 534590000 28S ribosomal protein S30, mitochondrial

Q86XZ4 SPATS2 0,145537 8 8 21,7 59,544 0 54,519 395790000 Spermatogenesis-associated serine-rich protein 2

Q9BUQ8 DDX23 0,145393 22 22 33,2 95,581 0 53,574 2247900000 Probable ATP-dependent RNA helicase DDX23

Q9NVM9 ASUN 0,145212 13 13 27,2 80,224 0 41,386 1016300000 Protein asunder homolog

P20226;Q6SJ96TBP;TBPL2 0,145164 4 4 17,1 37,698 0 5,1485 313180000 TATA-box-binding protein;TATA box-binding protein-like protein 2

Q9H7L9 SUDS3 0,14507 2 2 7,9 38,136 0 5,2402 111990000 Sin3 histone deacetylase corepressor complex component SDS3

P32019 INPP5B 0,145027 8 8 10,6 112,85 0 36,558 416160000 Type II inositol 1,4,5-trisphosphate 5-phosphatase

Q9ULM3 YEATS2 0,14496 2 2 2,1 150,78 0,00021272 3,4618 33391000 YEATS domain-containing protein 2

O60343 TBC1D4 0,144922 33 31 35,9 146,56 0 205,54 4972900000 TBC1 domain family member 4

P17152 TMEM11 0,144706 2 2 12,5 21,541 0 3,7317 344810000 Transmembrane protein 11, mitochondrial

Q8TD16 BICD2 0,144578 17 17 33,6 93,532 0 60,581 1378500000 Protein bicaudal D homolog 2

Q7KZ85 SUPT6H 0,144514 44 44 36,9 199,07 0 220,99 6074300000 Transcription elongation factor SPT6

O60678 PRMT3 0,144489 14 14 32,4 59,902 0 50,999 2452600000 Protein arginine N-methyltransferase 3

Q96GW9 MARS2 0,144377 5 5 14 66,59 0 11,858 419070000 Methionine--tRNA ligase, mitochondrial

Q86V21 AACS 0,144357 8 8 15 75,143 0 21,858 918760000 Acetoacetyl-CoA synthetase

Q9H6K4 OPA3 0,144308 3 3 25,7 19,996 0,0094554 1,4813 289960000 Optic atrophy 3 protein

Q9P0W2 HMG20B 0,144308 2 2 3,8 35,812 0 5,3354 19321000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily E member 1-related

Q9NXW2 DNAJB12 0,144138 4 4 17,3 41,859 0 8,0445 122860000 DnaJ homolog subfamily B member 12

Q01780 EXOSC10 0,144132 22 22 35,6 100,83 0 81,87 1509100000 Exosome component 10

Q9Y5A9 YTHDF2 0,14408 10 5 18,8 62,333 0 21,013 2238700000 YTH domain-containing family protein 2

Q9BU89 DOHH 0,143984 6 6 35,1 32,904 0 60,116 1147400000 Deoxyhypusine hydroxylase

Q9Y6D6 ARFGEF1 0,143728 25 16 19,4 208,76 0 53,207 1857000000 Brefeldin A-inhibited guanine nucleotide-exchange protein 1

Q9Y2R4 DDX52 0,143714 18 18 47,1 67,497 0 77,835 1688200000 Probable ATP-dependent RNA helicase DDX52

P57678 GEMIN4 0,143657 23 23 29,2 120,04 0 75,973 2389900000 Gem-associated protein 4

Q14676 MDC1 0,143432 30 30 30,7 226,66 0 215,99 4056100000 Mediator of DNA damage checkpoint protein 1

Q8N2W9 PIAS4 0,143263 2 2 7,1 56,503 0,00021308 3,4996 27852000 E3 SUMO-protein ligase PIAS4

Q9ULU4 ZMYND8 0,143255 14 14 18,1 131,69 0 32,555 1006100000 Protein kinase C-binding protein 1

O60664 PLIN3 0,14306 20 20 61,1 47,074 0 241,85 1,9777E+10 Perilipin-3

Q8TED0 UTP15 0,14279 12 12 34,4 58,414 0 43,306 1912000000 U3 small nucleolar RNA-associated protein 15 homolog

P31689 DNAJA1 0,14277 16 16 52,1 44,868 0 135,45 1,8573E+10 DnaJ homolog subfamily A member 1

O75717 WDHD1 0,14259 33 33 40,7 125,97 0 142,49 3829200000 WD repeat and HMG-box DNA-binding protein 1

P02545 LMNA 0,142206 7 5 9,8 74,139 0 12,743 241800000 Prelamin-A/C;Lamin-A/C

A6NDU8 C5orf51 0,141977 4 4 21,4 33,62 0 9,6349 207200000 UPF0600 protein C5orf51

Q86UK7 ZNF598 0,141949 18 18 25,8 98,636 0 65,186 1591400000 Zinc finger protein 598

O75629 CREG1 0,141749 3 3 19,5 24,074 0 27,34 1509500000 Protein CREG1

Q2TAL8 QRICH1 0,141686 5 5 8,5 86,435 0 20,8 238150000 Glutamine-rich protein 1

P68366 TUBA4A 0,141669 24 4 60,3 49,924 0 34,505 8215000000 Tubulin alpha-4A chain

P53041 PPP5C 0,141431 21 21 52,5 56,878 0 161,9 6563400000 Serine/threonine-protein phosphatase 5

Q9NPL8 TIMMDC1 0,1414 4 4 18,6 32,177 0 8,2394 186700000 Complex I assembly factor TIMMDC1, mitochondrial

Q9H8M2 BRD9 0,14131 3 3 12,2 66,999 0 6,6926 127830000 Bromodomain-containing protein 9

Q96FN4 CPNE2 0,141043 13 12 36,7 61,189 0 74,532 1427800000 Copine-2

Q15291 RBBP5 0,140937 7 7 20,3 59,152 0 18,137 597890000 Retinoblastoma-binding protein 5

Q9UHA3 RSL24D1 0,140798 4 4 28,2 19,621 0 25,776 767910000 Probable ribosome biogenesis protein RLP24

Q9Y394 DHRS7 0,140469 5 5 15,9 38,298 0 11,667 267710000 Dehydrogenase/reductase SDR family member 7

P45954 ACADSB 0,139975 2 2 8,1 47,485 0 6,6187 176170000 Short/branched chain specific acyl-CoA dehydrogenase, mitochondrial

P63167 DYNLL1 0,139872 3 1 49,4 10,366 0 18,683 4991200000 Dynein light chain 1, cytoplasmic

Q96PU5 NEDD4L 0,139547 2 2 4,4 111,93 0 3,9261 100610000 E3 ubiquitin-protein ligase NEDD4-like

Q9Y639 NPTN 0,139353 3 3 10,1 44,387 0 7,0238 317230000 Neuroplastin

Q6PJT7 ZC3H14 0,13902 17 17 31,2 82,875 0 36,804 1051100000 Zinc finger CCCH domain-containing protein 14

Q68CP9 ARID2 0,138888 12 12 14,6 197,39 0 31,277 674980000 AT-rich interactive domain-containing protein 2

Q9UJX4 ANAPC5 0,138792 13 13 27,5 85,076 0 55,084 691240000 Anaphase-promoting complex subunit 5

Q8IW35 CEP97 0,138493 14 14 25,2 96,98 0 35,163 592980000 Centrosomal protein of 97 kDa

Q15542 TAF5 0,138356 8 8 13,2 86,829 0 19,257 287320000 Transcription initiation factor TFIID subunit 5

P17028 ZNF24 0,13832 6 6 24,7 42,155 0 16,008 234870000 Zinc finger protein 24

Q9Y3B2 EXOSC1 0,138244 4 4 27,7 21,452 0 5,1015 153180000 Exosome complex component CSL4

Q7Z2W9 MRPL21 0,138123 6 6 39 22,814 0 6,935 283040000 39S ribosomal protein L21, mitochondrial

Q9H967 WDR76 0,138092 9 9 23 69,768 0 46,072 764840000 WD repeat-containing protein 76

Q92620 DHX38 0,138011 10 10 12,7 140,5 0 42,998 788550000 Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16

Q9H2J4 PDCL3 0,137494 14 14 70,7 27,614 0 65,274 1562000000 Phosducin-like protein 3

P23919 DTYMK 0,137445 17 17 73,1 23,819 0 43,655 4412700000 Thymidylate kinase

Q6QNY0 BLOC1S3 0,137399 3 3 24,3 21,255 0 14,225 263260000 Biogenesis of lysosome-related organelles complex 1 subunit 3

O15514 POLR2D 0,137146 5 5 49,3 16,311 0 11,287 623690000 DNA-directed RNA polymerase II subunit RPB4

Q8NBT2 SPC24 0,137095 5 5 43,7 22,478 0 18,566 564220000 Kinetochore protein Spc24

Q9BYC9 MRPL20 0,137027 4 4 34,9 17,442 0 9,4611 302360000 39S ribosomal protein L20, mitochondrial

Q8N6R0 METTL13 0,136252 12 12 27,9 78,767 0 46,938 836620000 Methyltransferase-like protein 13

O15235 MRPS12 0,13606 1 1 18,1 15,173 0 24,619 349940000 28S ribosomal protein S12, mitochondrial

O15116 LSM1 0,136014 2 2 17,3 15,179 0 4,5572 530270000 U6 snRNA-associated Sm-like protein LSm1

Q6P1Q9;Q96IZ6METTL2B;METTL2A0,135999 3 3 12,7 43,426 0 11,485 191220000 Methyltransferase-like protein 2B;Methyltransferase-like protein 2A

Q9BQE4 VIMP 0,135666 2 2 14,8 21,163 0 11,037 93643000 Selenoprotein S

Q13033 STRN3 0,135425 4 4 7,8 87,208 0 7,2241 297540000 Striatin-3

Q8IY95 TMEM192 0,135224 3 3 14,4 30,922 0 7,0891 206030000 Transmembrane protein 192

Q9UBD5 ORC3 0,135178 11 11 22,5 82,253 0 49,106 653060000 Origin recognition complex subunit 3

Q9UL63 MKLN1 0,134658 5 5 10,9 84,767 0 8,9427 305090000 Muskelin

Q16540 MRPL23 0,134642 5 5 34 17,781 0 29,215 552570000 39S ribosomal protein L23, mitochondrial

Q9NUP9 LIN7C 0,134335 7 7 40,6 21,834 0 17,908 884420000 Protein lin-7 homolog C

P17900 GM2A 0,13429 3 3 19,7 20,838 0,00042203 3,3169 165480000 Ganglioside GM2 activator;Ganglioside GM2 activator isoform short

O14497 ARID1A 0,134259 26 24 21 242,04 0 107,32 2047600000 AT-rich interactive domain-containing protein 1A

Q9UMY1 NOL7 0,134119 5 5 23 29,426 0 13,526 827900000 Nucleolar protein 7

Q9BV38 WDR18 0,134017 12 12 44,4 47,405 0 57,706 2682400000 WD repeat-containing protein 18

Q16513 PKN2 0,133958 2 2 3,8 112,03 0 4,1584 82928000 Serine/threonine-protein kinase N2

P78536 ADAM17 0,133781 7 7 19,2 93,02 0 17,519 400200000 Disintegrin and metalloproteinase domain-containing protein 17

Q9NY27 PPP4R2 0,133772 13 13 48,7 46,898 0 64,873 1319200000 Serine/threonine-protein phosphatase 4 regulatory subunit 2

O94822 LTN1 0,133368 20 20 18 200,55 0 65,497 1122800000 E3 ubiquitin-protein ligase listerin

Q96B97 SH3KBP1 0,133363 7 7 13,5 73,125 0 14,775 478590000 SH3 domain-containing kinase-binding protein 1

Q9BSD7 NTPCR 0,133071 7 7 45,8 20,713 0 23,256 732600000 Cancer-related nucleoside-triphosphatase

Q96BR5 COA7 0,133025 8 8 49,4 25,709 0 28,294 1285900000 Cytochrome c oxidase assembly factor 7

P14854 COX6B1 0,132891 7 7 75,6 10,192 0 23,606 2822700000 Cytochrome c oxidase subunit 6B1

Q9NY12 GAR1 0,132569 6 6 31,3 22,348 0 13,743 2488300000 H/ACA ribonucleoprotein complex subunit 1

Q15003 NCAPH 0,132514 24 24 48,6 82,562 0 153,5 7737500000 Condensin complex subunit 2

P35270 SPR 0,132269 7 7 37,5 28,048 0 48,278 746930000 Sepiapterin reductase

Q9BYC8 MRPL32 0,132207 3 3 24,5 21,405 0 17,18 333700000 39S ribosomal protein L32, mitochondrial

Q8ND04 SMG8 0,132148 3 3 5,4 109,68 0,0019924 2,2532 83278000 Protein SMG8

Q6RFH5 WDR74 0,132049 15 15 62,6 42,441 0 75,479 2027100000 WD repeat-containing protein 74

Q9NVA1 UQCC1 0,131981 4 4 14,7 34,6 0 7,0581 213220000 Ubiquinol-cytochrome-c reductase complex assembly factor 1

Q16644 MAPKAPK3 0,131721 1 1 4,5 42,987 0 8,2961 70396000 MAP kinase-activated protein kinase 3

Q9NRL2 BAZ1A 0,131674 29 29 26,4 178,7 0 116,88 2239500000 Bromodomain adjacent to zinc finger domain protein 1A

P01880;P0DOX3IGHD 0,131594 8 8 36,2 42,352 0 39,863 1295600000 Ig delta chain C region

Q9Y570 PPME1 0,13153 10 10 32,9 42,315 0 32,903 1608800000 Protein phosphatase methylesterase 1

Q92540 SMG7 0,131458 3 3 4 127,28 0,00082068 2,8264 67878000 Protein SMG7

Q49A26 GLYR1 0,13136 13 13 38,3 60,547 0 56,072 1423000000 Putative oxidoreductase GLYR1

P25098 ADRBK1 0,131309 24 24 45,7 79,573 0 82,76 3386000000 Beta-adrenergic receptor kinase 1

Q9NW81 ATP5SL 0,130915 2 2 11,7 29,267 0 4,4793 70040000 ATP synthase subunit s-like protein

Q12824 SMARCB1 0,130719 11 11 47,8 44,141 0 53,954 1876300000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily B member 1

Q96F63 CCDC97 0,130669 5 5 33,8 38,946 0 14,525 150110000 Coiled-coil domain-containing protein 97

Q7Z5K2 WAPAL 0,13061 21 21 30,9 132,94 0 111,09 1957300000 Wings apart-like protein homolog

Q14247 CTTN 0,130384 5 5 12,2 61,585 0 6,1665 263630000 Src substrate cortactin

Q99442 SEC62 0,130371 5 5 12 45,861 0 11,364 1063000000 Translocation protein SEC62

Q9NXV6 CDKN2AIP 0,129886 12 12 29,8 61,124 0 53,482 1088000000 CDKN2A-interacting protein

P40763 STAT3 0,129759 18 18 40,1 88,067 0 54,959 1502600000 Signal transducer and activator of transcription 3

Q9Y6K9 IKBKG 0,129735 8 8 27 48,197 0 22,397 654580000 NF-kappa-B essential modulator

Q9GZR2 REXO4 0,129523 6 6 19 46,671 0 20,233 624310000 RNA exonuclease 4

O94905 ERLIN2 0,129413 8 5 30,7 37,839 0 29,373 925840000 Erlin-2

Q15022 SUZ12 0,129279 16 16 36,5 83,054 0 56,005 1744700000 Polycomb protein SUZ12

Q9H0H0 INTS2 0,129087 9 9 12,2 134,32 0 22,823 401920000 Integrator complex subunit 2

Q9UJU2 LEF1 0,129027 4 4 20,6 44,2 0 10,069 315080000 Lymphoid enhancer-binding factor 1

Q9GZR7 DDX24 0,1288 32 32 48,7 96,331 0 134,27 3139400000 ATP-dependent RNA helicase DDX24

Q96AZ6 ISG20 0,128594 11 11 69,6 20,363 0 63,453 4991000000 Interferon-stimulated gene 20 kDa protein

O75818 RPP40 0,128308 3 3 14,9 41,833 0 15,476 302630000 Ribonuclease P protein subunit p40

P18754 RCC1 0,128207 18 18 64,1 44,969 0 141,31 1,1278E+10 Regulator of chromosome condensation

Q8IWV8 UBR2 0,127961 7 7 6,7 200,54 0 20,857 318680000 E3 ubiquitin-protein ligase UBR2

Q9ULT8 HECTD1 0,127899 7 7 4,1 289,38 0 19,482 669180000 E3 ubiquitin-protein ligase HECTD1

Q7L591 DOK3 0,127831 15 15 53,2 53,288 0 68,297 2186900000 Docking protein 3

Q8WUB8 PHF10 0,127822 4 4 11,2 56,05 0 4,7706 231690000 PHD finger protein 10

Q9BZE4 GTPBP4 0,127787 27 27 50,9 73,964 0 130,11 7620400000 Nucleolar GTP-binding protein 1

O00479 HMGN4 0,127383 1 1 14,4 9,5388 0,0019932 2,2608 52862000 High mobility group nucleosome-binding domain-containing protein 4

Q9UGM6 WARS2 0,127319 5 5 20,3 40,146 0 9,536 224530000 Tryptophan--tRNA ligase, mitochondrial

Q96BP3 PPWD1 0,127242 8 8 16,9 73,574 0 17,182 545950000 Peptidylprolyl isomerase domain and WD repeat-containing protein 1

P51116 FXR2 0,126998 19 16 39,8 74,222 0 100,53 2334000000 Fragile X mental retardation syndrome-related protein 2

Q9NRX4 PHPT1 0,126603 4 4 51,2 13,832 0 31,291 1743700000 14 kDa phosphohistidine phosphatase

Q8WXF1 PSPC1 0,126586 15 14 32,9 58,743 0 60,808 5459300000 Paraspeckle component 1

Q9H0S4 DDX47 0,126446 15 15 41,1 50,646 0 115,63 2868100000 Probable ATP-dependent RNA helicase DDX47

Q9NRA8 EIF4ENIF1 0,126299 8 8 13,7 108,2 0 21,462 277100000 Eukaryotic translation initiation factor 4E transporter

Q9NRF9 POLE3 0,126085 7 7 66,7 16,859 0 31,466 2106500000 DNA polymerase epsilon subunit 3

Q75QN2 INTS8 0,126048 3 3 5 113,09 0,00041571 3,0396 94908000 Integrator complex subunit 8

P60033 CD81 0,126036 3 3 25 25,809 0 41,165 4468400000 CD81 antigen

P82664 MRPS10 0,125909 5 5 28,4 22,999 0 15,356 686880000 28S ribosomal protein S10, mitochondrial

P23458 JAK1 0,125844 7 7 7,9 133,28 0 10,134 186880000 Tyrosine-protein kinase JAK1

Q5JPI3 C3orf38 0,12567 2 2 12,2 37,54 0 14,754 73374000 Uncharacterized protein C3orf38

P20290 BTF3 0,125363 11 11 63,1 22,168 0 113,89 2,3822E+10 Transcription factor BTF3

Q9NPI1 BRD7 0,125254 2 2 5,2 74,138 0,0033373 2,0156 49817000 Bromodomain-containing protein 7

Q99757 TXN2 0,125204 4 4 37,3 18,383 0 27,277 2449500000 Thioredoxin, mitochondrial

Q9UBL3 ASH2L 0,125186 5 5 13,2 68,722 0 7,5893 190040000 Set1/Ash2 histone methyltransferase complex subunit ASH2

Q53R41 FASTKD1 0,12499 2 2 3,4 97,41 0,00021254 3,4445 60219000 FAST kinase domain-containing protein 1

P41223 BUD31 0,124901 8 8 47,9 17 0 35,288 2364700000 Protein BUD31 homolog

Q86X53 ERICH1 0,124857 2 2 7 48,984 0,001992 2,252 53133000 Glutamate-rich protein 1

Q14444 CAPRIN1 0,124791 16 16 27,4 78,365 0 51,309 1,2947E+10 Caprin-1

Q9BSL1 UBAC1 0,124328 2 2 13,3 45,338 0 5,6077 26048000 Ubiquitin-associated domain-containing protein 1

P41567 EIF1 0,124324 9 4 82,3 12,732 0 116,22 1,1167E+10 Eukaryotic translation initiation factor 1

Q8TDN6 BRIX1 0,124205 16 16 58,9 41,401 0 128,43 8948700000 Ribosome biogenesis protein BRX1 homolog

A4D1P6 WDR91 0,123998 6 6 11,2 83,343 0 26,017 359310000 WD repeat-containing protein 91

Q9UI30 TRMT112 0,123731 7 7 77,6 14,199 0 88,395 3481600000 Multifunctional methyltransferase subunit TRM112-like protein

Q9NWY4 C4orf27 0,123547 9 9 38,2 39,436 0 25,916 579500000 UPF0609 protein C4orf27

O60306 AQR 0,123328 21 21 23,7 171,29 0 88,824 1609600000 Intron-binding protein aquarius

Q8IY67 RAVER1 0,123209 17 17 43,4 63,876 0 191,53 7140400000 Ribonucleoprotein PTB-binding 1

Q9P2N5 RBM27 0,123194 10 9 15,5 118,72 0 31,8 900740000 RNA-binding protein 27

Q9UNF0 PACSIN2 0,123184 9 9 25,7 55,738 0 41,564 1849900000 Protein kinase C and casein kinase substrate in neurons protein 2

Q5SW79 CEP170 0,123175 14 14 14,6 175,29 0 23,951 491510000 Centrosomal protein of 170 kDa

O75122 CLASP2 0,123129 19 16 21,6 141,06 0 57,094 1341000000 CLIP-associating protein 2

Q9NZM5 GLTSCR2 0,123091 9 9 31,2 54,389 0 70,417 1635800000 Glioma tumor suppressor candidate region gene 2 protein

P52732 KIF11 0,12272 28 28 36,6 119,16 0 116,69 3529200000 Kinesin-like protein KIF11

Q86VS8 HOOK3 0,122618 7 7 15,5 83,125 0 19,35 362720000 Protein Hook homolog 3

P32970 CD70 0,122449 5 5 33,2 21,118 0 13,566 296050000 CD70 antigen

Q06546 GABPA 0,122347 6 6 21,8 51,295 0 38,016 624420000 GA-binding protein alpha chain

Q07866 KLC1 0,122315 18 11 36,5 65,309 0 92,805 2338200000 Kinesin light chain 1

Q13126 MTAP 0,122143 15 15 74,9 31,236 0 138,13 8223700000 S-methyl-5-thioadenosine phosphorylase

Q9BX40 LSM14B 0,122118 7 7 36,9 42,07 0 49,01 1002500000 Protein LSM14 homolog B

Q9BZD4 NUF2 0,122111 5 5 14,7 54,303 0 11,106 449610000 Kinetochore protein Nuf2

Q8TCG1 KIAA1524 0,121994 14 14 21,3 102,18 0 25,298 337010000 Protein CIP2A

Q9Y312 AAR2 0,121986 8 8 28,1 43,472 0 17,643 332860000 Protein AAR2 homolog

Q8NEM2 SHCBP1 0,12166 4 4 11,8 75,69 0 8,8013 146970000 SHC SH2 domain-binding protein 1

Q9Y5L4 TIMM13 0,121445 7 7 78,9 10,5 0 46,449 3183300000 Mitochondrial import inner membrane translocase subunit Tim13

Q96JN8 NEURL4 0,121344 5 5 4,1 166,9 0 5,6952 174580000 Neuralized-like protein 4

P54886 ALDH18A1 0,121162 26 26 45,5 87,301 0 96,368 2277300000 Delta-1-pyrroline-5-carboxylate synthase;Glutamate 5-kinase;Gamma-glutamyl phosphate reductase

Q9H4L5 OSBPL3 0,121104 8 8 14,8 101,22 0 36,257 559820000 Oxysterol-binding protein-related protein 3

Q9UGY1 NOL12 0,121045 2 2 18,3 24,663 0 7,0809 164370000 Nucleolar protein 12

P56282 POLE2 0,121015 3 3 11,2 59,536 0 8,2354 112460000 DNA polymerase epsilon subunit 2

Q92609 TBC1D5 0,121011 10 10 21,3 89,003 0 52,308 977920000 TBC1 domain family member 5

P08047 SP1 0,120924 3 3 9,4 80,692 0 46,404 386480000 Transcription factor Sp1

P42574 CASP3 0,120898 11 11 53,1 31,608 0 46,29 3812000000 Caspase-3;Caspase-3 subunit p17;Caspase-3 subunit p12

Q9Y281 CFL2 0,120859 8 3 42,8 18,736 0 4,018 135520000 Cofilin-2

O75616 ERAL1 0,120242 6 6 20,4 48,349 0 8,0698 188630000 GTPase Era, mitochondrial

P18858 LIG1 0,120131 28 28 42 101,73 0 90,571 5320800000 DNA ligase 1

Q10469 MGAT2 0,120117 4 4 11,2 51,55 0 9,3621 325420000 Alpha-1,6-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferase

Q9Y697 NFS1 0,119711 7 7 22,8 50,195 0 19,354 573210000 Cysteine desulfurase, mitochondrial

Q9Y6J0 CABIN1 0,119688 2 2 1,8 246,35 0 4,937 60988000 Calcineurin-binding protein cabin-1

Q9Y282 ERGIC3 0,119423 3 3 12 43,222 0,0010202 2,6979 164500000 Endoplasmic reticulum-Golgi intermediate compartment protein 3

P67870 CSNK2B 0,119422 9 9 58,1 24,942 0 50,597 3046700000 Casein kinase II subunit beta

Q9BWS9 CHID1 0,119323 8 8 31 44,94 0 18,401 488700000 Chitinase domain-containing protein 1

Q9UNS1 TIMELESS 0,119287 7 7 9,7 138,66 0 20,592 279410000 Protein timeless homolog

Q00341 HDLBP 0,119211 34 34 37,8 141,45 0 167,22 6732700000 Vigilin

Q5RKV6 EXOSC6 0,119203 6 6 29 28,235 0 50,089 598490000 Exosome complex component MTR3

Q9H6R0 DHX33 0,118969 7 7 15,6 78,873 0 25,023 374860000 Putative ATP-dependent RNA helicase DHX33



Q8N108 MIER1 0,118928 3 3 10,2 57,983 0 5,0611 304710000 Mesoderm induction early response protein 1

Q8TBC4 UBA3 0,118873 19 19 56,6 51,852 0 84,652 3732900000 NEDD8-activating enzyme E1 catalytic subunit

O00267 SUPT5H 0,118691 33 33 43,5 121 0 200,29 6451200000 Transcription elongation factor SPT5

Q9GZL7 WDR12 0,11858 17 17 65,2 47,707 0 112,83 3194100000 Ribosome biogenesis protein WDR12

Q9NVE7 PANK4 0,118556 5 5 10,6 85,99 0 15,745 169020000 Pantothenate kinase 4

Q7Z6E9 RBBP6 0,118509 7 7 7,1 201,56 0 14,947 544890000 E3 ubiquitin-protein ligase RBBP6

P51003 PAPOLA 0,118423 17 15 30,9 82,842 0 63,138 2156700000 Poly(A) polymerase alpha

P09543 CNP 0,118318 9 9 24,7 47,578 0 23,565 1064700000 2,3-cyclic-nucleotide 3-phosphodiesterase

Q96FK6 WDR89 0,118165 7 7 27,9 43,214 0 16,904 447560000 WD repeat-containing protein 89

O95251 KAT7 0,1179 5 5 12,9 70,642 0 16,791 318170000 Histone acetyltransferase KAT7

Q8N8S7 ENAH 0,117737 13 12 29,4 66,509 0 56,432 1985400000 Protein enabled homolog

Q9NXK8 FBXL12 0,117562 3 3 13,5 37,026 0,0004207 3,2535 41747000 F-box/LRR-repeat protein 12

P08574 CYC1 0,117522 10 10 37,5 35,422 0 88,595 5916800000 Cytochrome c1, heme protein, mitochondrial

Q14651 PLS1 0,117518 6 4 14,9 70,253 0 12,54 267690000 Plastin-1

P42345 MTOR 0,117468 20 20 13 288,89 0 66,332 864970000 Serine/threonine-protein kinase mTOR

Q96SY0 VWA9 0,117269 5 5 15,8 57,47 0 8,8036 478730000 von Willebrand factor A domain-containing protein 9

Q9NVU7 SDAD1 0,117212 10 10 18,9 79,87 0 24,277 955100000 Protein SDA1 homolog

Q9GZP4 PITHD1 0,117203 8 8 55,5 24,178 0 34,659 1150400000 PITH domain-containing protein 1

P0DN79;P35520CBS 0,116996 18 18 45 60,586 0 104,27 4883400000 Cystathionine beta-synthase

Q96MX6 WDR92 0,116831 7 7 30 39,74 0 14,71 443410000 WD repeat-containing protein 92

Q14980 NUMA1 0,116721 64 64 40,3 238,26 0 323,31 9221300000 Nuclear mitotic apparatus protein 1

Q8N3U4 STAG2 0,116639 16 13 18,3 141,32 0 33,13 1013700000 Cohesin subunit SA-2

Q9P287 BCCIP 0,116619 11 11 47,1 35,979 0 37,677 3220700000 BRCA2 and CDKN1A-interacting protein

Q9UDW1 UQCR10 0,116588 2 2 38,1 7,3084 0 9,3945 1304100000 Cytochrome b-c1 complex subunit 9

O95429 BAG4 0,116577 5 5 12,3 49,593 0 20,021 244790000 BAG family molecular chaperone regulator 4

Q9P0S3;Q53FV1ORMDL1;ORMDL20,116023 2 1 17 17,371 0 30,247 373540000 ORM1-like protein 1;ORM1-like protein 2

Q7KZN9 COX15 0,115832 2 2 7,1 46,03 0 5,8254 169600000 Cytochrome c oxidase assembly protein COX15 homolog

O75376 NCOR1 0,115824 16 16 10,1 270,21 0 89,952 759350000 Nuclear receptor corepressor 1

O94768 STK17B 0,11579 2 2 7,8 42,344 0 6,9023 138070000 Serine/threonine-protein kinase 17B

Q96I25 RBM17 0,115577 12 12 35,4 44,961 0 51,573 1695800000 Splicing factor 45

Q71RC2 LARP4 0,115378 14 13 25,7 80,595 0 31,863 1460600000 La-related protein 4

Q9NWS0 PIH1D1 0,115282 13 13 81,7 32,363 0 48,761 1484400000 PIH1 domain-containing protein 1

Q9UPT9;A6NNY8USP22;USP27X0,115181 10 10 23,8 59,96 0 49,344 1185500000 Ubiquitin carboxyl-terminal hydrolase 22;Ubiquitin carboxyl-terminal hydrolase 27

Q66GS9 CEP135 0,115033 1 1 1,5 133,49 0,0020012 2,3468 31917000 Centrosomal protein of 135 kDa

Q96GQ7 DDX27 0,114931 24 24 34,5 89,834 0 110,61 4533300000 Probable ATP-dependent RNA helicase DDX27

Q15056 EIF4H 0,114897 13 13 54 27,385 0 166,24 2,1311E+10 Eukaryotic translation initiation factor 4H

Q9P246 STIM2 0,114834 8 7 16,9 83,97 0 31,87 661990000 Stromal interaction molecule 2

O75436 VPS26A 0,114776 12 11 47,7 38,169 0 52,993 2824400000 Vacuolar protein sorting-associated protein 26A

Q02818 NUCB1 0,114497 17 16 47,5 53,879 0 80,283 2073800000 Nucleobindin-1

P62487 POLR2G 0,114436 3 3 22,7 19,294 0 9,0182 402920000 DNA-directed RNA polymerase II subunit RPB7

Q14289 PTK2B 0,113961 17 17 25,2 115,87 0 39,338 775940000 Protein-tyrosine kinase 2-beta

Q13042 CDC16 0,113806 10 10 25,3 71,655 0 40,875 795920000 Cell division cycle protein 16 homolog

Q08623 HDHD1 0,113734 5 5 39,9 25,249 0 25,088 588500000 Pseudouridine-5-phosphatase

Q9BY77 POLDIP3 0,113663 13 13 42,3 46,089 0 33 1553000000 Polymerase delta-interacting protein 3

Q92769 HDAC2 0,113579 12 7 32,8 55,364 0 27,141 1557600000 Histone deacetylase 2

O60502 MGEA5 0,113448 11 11 22,8 102,91 0 39,184 943220000 Protein O-GlcNAcase

P04150 NR3C1 0,11343 7 7 13,8 85,658 0 24,699 392700000 Glucocorticoid receptor

Q9NVU0 POLR3E 0,11315 5 5 9 79,897 0 9,2756 86876000 DNA-directed RNA polymerase III subunit RPC5

P05976;P08590MYL1;MYL3 0,112993 2 2 8,2 21,145 0 9,137 1588800000 Myosin light chain 1/3, skeletal muscle isoform;Myosin light chain 3

P52701 MSH6 0,112851 47 47 49,1 152,78 0 195,78 1,029E+10 DNA mismatch repair protein Msh6

Q9NQZ2 UTP3 0,112465 8 8 21,7 54,557 0 44,23 579540000 Something about silencing protein 10

P48735 IDH2 0,112058 12 11 31,4 50,909 0 43,137 522480000 Isocitrate dehydrogenase [NADP], mitochondrial

Q16878 CDO1 0,111877 1 1 3,5 22,972 0,0068847 1,6634 2625400000 Cysteine dioxygenase type 1

P60604 UBE2G2 0,111805 3 3 27,9 18,566 0 10,809 577360000 Ubiquitin-conjugating enzyme E2 G2

Q6ZSZ5 ARHGEF18 0,111417 15 15 18,6 151,64 0 52,043 1153300000 Rho guanine nucleotide exchange factor 18

O00429 DNM1L 0,111327 37 37 63,9 81,876 0 192,9 8760500000 Dynamin-1-like protein

Q69YH5 CDCA2 0,111314 6 6 11,3 112,68 0 22,896 266920000 Cell division cycle-associated protein 2

Q07864 POLE 0,11127 11 11 8,2 261,51 0 26,948 360750000 DNA polymerase epsilon catalytic subunit A

Q969X6 CIRH1A 0,111108 18 18 43 76,889 0 78,167 2766400000 Cirhin

Q9Y232 CDYL 0,111064 4 4 8,2 66,481 0 7,6741 143700000 Chromodomain Y-like protein

P24928 POLR2A 0,111049 46 46 34,5 217,17 0 210,34 4836400000 DNA-directed RNA polymerase II subunit RPB1

Q14157 UBAP2L 0,110898 19 19 31,9 114,53 0 119,66 7731000000 Ubiquitin-associated protein 2-like

Q86Y07 VRK2 0,110876 2 2 5,9 58,14 0 5,7481 151260000 Serine/threonine-protein kinase VRK2

Q96B54 ZNF428 0,110804 2 2 14,9 20,48 0 10,258 201500000 Zinc finger protein 428

Q13952 NFYC 0,110665 4 4 9,8 50,302 0 7,7215 250540000 Nuclear transcription factor Y subunit gamma

Q9P0P8 C6orf203 0,11063 2 2 12,1 27,941 0 6,2659 126420000 Uncharacterized protein C6orf203

Q15032 R3HDM1 0,110548 6 6 7,4 120,69 0 13,555 116640000 R3H domain-containing protein 1

Q9GZT8 NIF3L1 0,109971 8 8 24,9 41,968 0 27,814 1699800000 NIF3-like protein 1

P36639 NUDT1 0,109922 4 4 26,9 22,519 0 16,496 707290000 7,8-dihydro-8-oxoguanine triphosphatase

Q9NUJ3 TCP11L1 0,1099 3 3 6,9 57,034 0 7,6675 69910000 T-complex protein 11-like protein 1

Q8WUM0 NUP133 0,109821 24 24 32,8 128,98 0 115,55 3402100000 Nuclear pore complex protein Nup133

Q96IY1 NSL1 0,109759 6 6 29,5 32,162 0 25,974 292290000 Kinetochore-associated protein NSL1 homolog

Q15286 RAB35 0,10962 7 7 42,8 23,025 0 20,868 2636900000 Ras-related protein Rab-35

Q8ND24 RNF214 0,109611 9 9 21,5 77,667 0 16,298 323260000 RING finger protein 214

P38432 COIL 0,109515 7 7 19,3 62,608 0 42,232 523220000 Coilin

Q5H9R7 PPP6R3 0,109482 21 21 32,9 97,668 0 85,86 2969100000 Serine/threonine-protein phosphatase 6 regulatory subunit 3

Q9H8S9;Q7L9L4MOB1A;MOB1B0,109482 5 5 25,9 25,079 0 23,816 1570000000 MOB kinase activator 1A;MOB kinase activator 1B

P32780 GTF2H1 0,109217 5 5 13,7 62,031 0 7,6751 71034000 General transcription factor IIH subunit 1

Q13547 HDAC1 0,109173 15 10 40,5 55,102 0 86,519 9301600000 Histone deacetylase 1

O95456 PSMG1 0,109113 9 9 44,8 32,854 0 33,921 1818300000 Proteasome assembly chaperone 1

O75691 UTP20 0,109013 51 51 26 318,38 0 146,34 2911600000 Small subunit processome component 20 homolog

Q9UPY3 DICER1 0,109005 17 17 11,8 218,68 0 43,281 641700000 Endoribonuclease Dicer

P55209 NAP1L1 0,108958 16 14 51,9 45,374 0 110,18 4,3494E+10 Nucleosome assembly protein 1-like 1

Q8IVS2 MCAT 0,108831 10 10 36,2 42,961 0 22,272 608770000 Malonyl-CoA-acyl carrier protein transacylase, mitochondrial

Q8IVM0 CCDC50 0,108807 3 3 12,4 35,822 0 7,8825 153070000 Coiled-coil domain-containing protein 50

Q9Y4E1 FAM21C 0,108759 17 2 22,4 144,91 0 4,6803 74307000 WASH complex subunit FAM21C

P49354 FNTA 0,108601 11 11 33 44,408 0 22,164 875860000 Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha

Q9Y3A5 SBDS 0,108538 16 16 64,8 28,763 0 50,743 3801600000 Ribosome maturation protein SBDS

Q8N684 CPSF7 0,108217 12 12 28,5 52,049 0 57,171 3634100000 Cleavage and polyadenylation specificity factor subunit 7

Q5VTR2 RNF20 0,108171 22 20 32 113,66 0 79,359 2224600000 E3 ubiquitin-protein ligase BRE1A

O14646 CHD1 0,108164 6 4 4,5 196,69 0 8,1128 104110000 Chromodomain-helicase-DNA-binding protein 1

Q86VV8 RTTN 0,108072 2 2 1 248,63 0,0078021 1,5771 1887800000 Rotatin

Q0VGL1 LAMTOR4 0,107794 3 3 35,4 10,741 0 10,977 451060000 Ragulator complex protein LAMTOR4;Ragulator complex protein LAMTOR4, N-terminally processed

P49902 NT5C2 0,107667 11 11 30,8 64,969 0 28,356 861960000 Cytosolic purine 5-nucleotidase

Q9NR09 BIRC6 0,107608 42 41 16,7 530,25 0 84,448 2184900000 Baculoviral IAP repeat-containing protein 6

O14548 COX7A2L 0,107448 2 2 40,4 12,615 0 4,5103 367350000 Cytochrome c oxidase subunit 7A-related protein, mitochondrial

P56556 NDUFA6 0,10728 5 5 47,7 15,136 0 10,654 981070000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 6

Q4G176 ACSF3 0,107226 6 6 14,6 64,129 0 13,557 254260000 Acyl-CoA synthetase family member 3, mitochondrial

Q96DE5 ANAPC16 0,107194 1 1 12,7 11,667 0 6,2078 103390000 Anaphase-promoting complex subunit 16

Q8N5M4 TTC9C 0,106849 3 3 22,2 20,012 0 6,7089 673700000 Tetratricopeptide repeat protein 9C

Q9ULE6 PALD1 0,106814 12 12 18 96,753 0 37,716 883570000 Paladin

Q9UJ83 HACL1 0,106611 5 5 16,8 63,728 0 8,4978 207790000 2-hydroxyacyl-CoA lyase 1

Q7L9B9 EEPD1 0,106585 8 8 23 62,402 0 16,847 243310000 Endonuclease/exonuclease/phosphatase family domain-containing protein 1

P17544 ATF7 0,106482 3 3 12,3 52,967 0,0037088 1,9355 99885000 Cyclic AMP-dependent transcription factor ATF-7

Q96I51 WBSCR16 0,106474 4 4 15,5 49,996 0 13,788 523280000 Williams-Beuren syndrome chromosomal region 16 protein

Q96EK4 THAP11 0,106365 4 4 13,7 34,455 0 6,5706 112630000 THAP domain-containing protein 11

O43488 AKR7A2 0,106016 9 9 32,9 39,589 0 72,3 3320600000 Aflatoxin B1 aldehyde reductase member 2

Q96AB3 ISOC2 0,105843 5 5 42,4 22,337 0 19,22 1271200000 Isochorismatase domain-containing protein 2, mitochondrial

Q9NWQ8 PAG1 0,105838 10 10 44 46,98 0 44,973 1089700000 Phosphoprotein associated with glycosphingolipid-enriched microdomains 1

P51948 MNAT1 0,105541 4 4 27,5 35,823 0 8,7167 299710000 CDK-activating kinase assembly factor MAT1

Q9H7Z7 PTGES2 0,105508 10 10 38,2 41,943 0 36,72 896400000 Prostaglandin E synthase 2;Prostaglandin E synthase 2 truncated form

Q9NVT9 ARMC1 0,105505 4 4 25,5 31,28 0 27,621 516700000 Armadillo repeat-containing protein 1

Q99611 SEPHS2 0,105441 8 8 38,8 47,305 0 19,993 522540000 Selenide, water dikinase 2

Q9NYY8 FASTKD2 0,105366 15 15 28,9 81,462 0 38,738 1102200000 FAST kinase domain-containing protein 2

Q9BPX3 NCAPG 0,104904 28 28 38,1 114,33 0 214,54 7182700000 Condensin complex subunit 3

Q9P0U3 SENP1 0,104768 3 3 7,8 73,48 0 4,6769 67263000 Sentrin-specific protease 1

Q7L590 MCM10 0,104627 2 2 3 98,182 0 6,5949 47133000 Protein MCM10 homolog

Q9H6S0 YTHDC2 0,10457 16 16 16,8 160,25 0 52,327 619570000 Probable ATP-dependent RNA helicase YTHDC2

Q13257 MAD2L1 0,104494 9 9 42,9 23,51 0 45,055 2656400000 Mitotic spindle assembly checkpoint protein MAD2A

Q70UQ0 IKBIP 0,10444 5 5 16 39,309 0 5,7686 210180000 Inhibitor of nuclear factor kappa-B kinase-interacting protein

O15066 KIF3B 0,104433 11 10 19,4 85,124 0 27,84 667170000 Kinesin-like protein KIF3B;Kinesin-like protein KIF3B, N-terminally processed

P46063 RECQL 0,104307 22 22 43,6 73,457 0 75 6213200000 ATP-dependent DNA helicase Q1

Q6P996 PDXDC1 0,104184 19 19 42 86,706 0 68,29 2019500000 Pyridoxal-dependent decarboxylase domain-containing protein 1

Q7L0Y3 TRMT10C 0,104115 19 19 56,3 47,346 0 99,014 5244300000 Mitochondrial ribonuclease P protein 1

Q6S8J3;P0CG38;A5A3E0;P0CG39POTEE;POTEI;POTEF;POTEJ0,103895 13 2 13,8 121,36 0,0010227 2,7547 437800000 POTE ankyrin domain family member E;POTE ankyrin domain family member I;POTE ankyrin domain family member F;POTE ankyrin domain family member J

Q96SI9 STRBP 0,103665 19 16 43 73,652 0 59,197 2274400000 Spermatid perinuclear RNA-binding protein

Q99717 SMAD5 0,103665 9 3 25,6 52,258 0 8,4385 71927000 Mothers against decapentaplegic homolog 5

P11166 SLC2A1 0,10362 5 5 9,1 54,083 0 35,054 1425900000 Solute carrier family 2, facilitated glucose transporter member 1

Q9P2R3 ANKFY1 0,103063 16 16 19,9 128,4 0 71,315 1378200000 Rabankyrin-5

Q9Y4X0 AMMECR1 0,102558 4 4 21,3 35,463 0 8,8807 395130000 AMME syndrome candidate gene 1 protein

O75506 HSBP1 0,102457 1 1 32,9 8,5435 0,0049914 1,7333 219250000 Heat shock factor-binding protein 1

Q8NE71 ABCF1 0,102344 34 34 54,8 95,925 0 267,3 1,204E+10 ATP-binding cassette sub-family F member 1

Q15723 ELF2 0,102322 5 4 11 63,966 0,00061741 2,8628 49627000 ETS-related transcription factor Elf-2

O14672 ADAM10 0,102301 5 5 11,2 84,141 0 8,9661 806500000 Disintegrin and metalloproteinase domain-containing protein 10

P30481;P30485HLA-B 0,102236 11 1 37,8 40,481 0 9,0324 349980000 HLA class I histocompatibility antigen, B-44 alpha chain;HLA class I histocompatibility antigen, B-47 alpha chain

Q7Z2T5 TRMT1L 0,102133 10 10 20,1 81,746 0 35,11 623860000 TRMT1-like protein

Q9UGV2 NDRG3 0,102012 12 12 59,5 41,408 0 45,099 910500000 Protein NDRG3

Q6Y7W6 GIGYF2 0,10193 18 18 23,3 150,07 0 90,535 2622900000 PERQ amino acid-rich with GYF domain-containing protein 2

Q9H3H3 C11orf68 0,101919 2 2 7,9 31,43 0,00082152 2,8319 59645000 UPF0696 protein C11orf68

Q6ZUJ8 PIK3AP1 0,101845 16 16 28,9 90,397 0 44,053 1279800000 Phosphoinositide 3-kinase adapter protein 1

O43716 GATC 0,101541 5 5 54,4 15,086 0 15,42 533870000 Glutamyl-tRNA(Gln) amidotransferase subunit C, mitochondrial

Q9UHQ9 CYB5R1 0,101474 3 3 20,7 34,094 0 14,542 147550000 NADH-cytochrome b5 reductase 1

Q96PZ0 PUS7 0,101429 22 22 43,1 75,035 0 89,223 2959700000 Pseudouridylate synthase 7 homolog

O95433 AHSA1 0,101196 22 22 74,9 38,274 0 162,68 2,0307E+10 Activator of 90 kDa heat shock protein ATPase homolog 1

Q96MU7 YTHDC1 0,100995 4 4 6,3 84,699 0 9,8364 211670000 YTH domain-containing protein 1

Q12996 CSTF3 0,100965 13 13 23,4 82,921 0 37,835 1751500000 Cleavage stimulation factor subunit 3

O43913 ORC5 0,100856 8 8 26,2 50,282 0 34,085 457840000 Origin recognition complex subunit 5

Q15154 PCM1 0,100814 23 23 17,7 228,54 0 60,23 1720800000 Pericentriolar material 1 protein

P50402 EMD 0,100698 10 10 59,8 28,994 0 76,707 2054500000 Emerin

P48382 RFX5 0,100616 5 5 11,5 65,322 0 10,525 180340000 DNA-binding protein RFX5

O43251;Q9NWB1;A6NFN3RBFOX2;RBFOX1;RBFOX30,100572 6 6 21 41,373 0 24,486 503510000 RNA binding protein fox-1 homolog 2;RNA binding protein fox-1 homolog 1;RNA binding protein fox-1 homolog 3

Q15021 NCAPD2 0,100476 49 49 47,5 157,18 0 242,29 1,4893E+10 Condensin complex subunit 1

Q9H4A3 WNK1 0,10044 4 4 2,6 250,79 0 6,8972 296790000 Serine/threonine-protein kinase WNK1

Q9NVI1 FANCI 0,100418 32 32 32,2 149,32 0 120,09 4952300000 Fanconi anemia group I protein

Q9NRW3 APOBEC3C 0,100395 6 5 52,6 22,826 0 32,509 731820000 DNA dC->dU-editing enzyme APOBEC-3C

P21333 FLNA 0,100357 81 73 47,7 280,74 0 323,31 2,325E+10 Filamin-A

O95373 IPO7 0,100223 30 29 36,2 119,52 0 190,71 1,4607E+10 Importin-7

Q9NUQ3 TXLNG 0,100123 12 11 28,4 60,585 0 29,001 700010000 Gamma-taxilin

Q13509 TUBB3 0,0998985 25 9 68,2 50,432 0 124,99 3,2075E+10 Tubulin beta-3 chain

Q8N543 OGFOD1 0,0998337 13 13 34,3 63,245 0 49,332 2123700000 Prolyl 3-hydroxylase OGFOD1

P49643 PRIM2 0,099755 14 14 38,1 58,805 0 45,43 1601900000 DNA primase large subunit

Q5TFE4 NT5DC1 0,0996267 17 17 50,8 51,844 0 93,748 4415100000 5-nucleotidase domain-containing protein 1

Q96D71 REPS1 0,099499 8 8 15,8 86,661 0 36,993 823080000 RalBP1-associated Eps domain-containing protein 1

Q9NXF1 TEX10 0,0993625 18 18 24,7 105,67 0 64,025 1696300000 Testis-expressed sequence 10 protein

P49454 CENPF 0,0992704 7 7 2,3 357,52 0 9,0994 774130000 Centromere protein F

O15160 POLR1C 0,0992492 13 13 46,5 39,249 0 72,402 3680100000 DNA-directed RNA polymerases I and III subunit RPAC1

Q9Y2S6 TMA7 0,0992267 3 3 31,2 7,0662 0 5,3575 1619900000 Translation machinery-associated protein 7

P15531 NME1 0,0991576 11 5 70,4 17,149 0 50,757 2,6927E+10 Nucleoside diphosphate kinase A

Q9UBQ0 VPS29 0,0991491 8 8 56,6 20,505 0 30,489 3014800000 Vacuolar protein sorting-associated protein 29

Q9Y6X3 MAU2 0,0991142 6 6 13,4 69,081 0 12,455 179350000 MAU2 chromatid cohesion factor homolog

P42025 ACTR1B 0,0991007 14 6 47,6 42,293 0 21,684 1524700000 Beta-centractin

Q92621 NUP205 0,099081 40 40 30,1 227,92 0 170,05 5155000000 Nuclear pore complex protein Nup205

Q9H974 QTRTD1 0,099076 10 10 38,8 46,712 0 40,136 966590000 Queuine tRNA-ribosyltransferase subunit QTRTD1

Q5VWZ2 LYPLAL1 0,0990098 6 6 27,8 26,316 0 17,046 336610000 Lysophospholipase-like protein 1

O75153 CLUH 0,0988126 46 46 53,8 146,67 0 218,88 1,0646E+10 Clustered mitochondria protein homolog

A4D1E9 GTPBP10 0,0986423 5 5 16,5 42,932 0 9,8806 335830000 GTP-binding protein 10

O75955 FLOT1 0,0985648 13 13 42,6 47,355 0 81,61 1347000000 Flotillin-1

P11216 PYGB 0,0984184 27 27 43,1 96,695 0 91,097 4708200000 Glycogen phosphorylase, brain form

Q53HL2 CDCA8 0,09836 6 6 26,1 31,323 0 19,939 453160000 Borealin

Q9UER7 DAXX 0,0983528 7 7 18,8 81,372 0 21,943 494310000 Death domain-associated protein 6

Q86SF2 GALNT7 0,09815 5 5 9,6 75,388 0 5,2089 99323000 N-acetylgalactosaminyltransferase 7

Q9BRT6 LLPH 0,0980297 5 5 39,5 15,225 0 16,945 1363000000 Protein LLP homolog

Q9ULR5 PAIP2B 0,0978804 2 2 30,9 14,237 0,0046101 1,7429 212480000 Polyadenylate-binding protein-interacting protein 2B

O75582 RPS6KA5 0,0977261 2 2 3,7 89,864 0 5,6333 31406000 Ribosomal protein S6 kinase alpha-5

Q13112 CHAF1B 0,097644 7 7 20,4 61,492 0 27,447 480550000 Chromatin assembly factor 1 subunit B

Q9UHD1 CHORDC1 0,0975303 15 15 66 37,489 0 141,31 1,2857E+10 Cysteine and histidine-rich domain-containing protein 1

Q9Y613 FHOD1 0,0974061 22 22 32,6 126,55 0 64,414 1765800000 FH1/FH2 domain-containing protein 1

Q9H936 SLC25A22 0,0973392 8 8 38,7 34,47 0 35,614 883630000 Mitochondrial glutamate carrier 1

Q13243 SRSF5 0,0973335 10 9 27,6 31,263 0 28,439 2376400000 Serine/arginine-rich splicing factor 5

Q86TS9 MRPL52 0,0972284 1 1 14,6 13,664 0 11,551 181120000 39S ribosomal protein L52, mitochondrial

P56279 TCL1A 0,0971274 12 12 85,1 13,459 0 136,34 1,8929E+10 T-cell leukemia/lymphoma protein 1A

Q86TI2 DPP9 0,0969762 6 6 12,2 98,262 0 14,286 583370000 Dipeptidyl peptidase 9

O75190 DNAJB6 0,0969329 8 7 35,6 36,087 0 27,34 1145200000 DnaJ homolog subfamily B member 6

O00410 IPO5 0,0968628 52 52 70,4 123,63 0 323,31 4,469E+10 Importin-5

Q96F86 EDC3 0,0967577 9 9 27,6 56,077 0 28,305 800580000 Enhancer of mRNA-decapping protein 3

O60264 SMARCA5 0,0967331 50 50 51,9 121,9 0 258,2 1,8475E+10 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 5

P46108 CRK 0,0966703 10 10 47,7 33,83 0 42,951 1303000000 Adapter molecule crk

Q99615 DNAJC7 0,0966001 27 27 54,7 56,44 0 135,76 7742700000 DnaJ homolog subfamily C member 7

Q16576 RBBP7 0,0965969 20 14 70,1 47,82 0 278,8 3,6681E+10 Histone-binding protein RBBP7

Q9UEU0 VTI1B 0,096549 5 5 32,3 26,688 0 11,703 196280000 Vesicle transport through interaction with t-SNAREs homolog 1B

Q9GZY6 LAT2 0,0965361 6 6 43,6 26,55 0 48,153 472730000 Linker for activation of T-cells family member 2

Q8NFD5 ARID1B 0,096513 11 9 7,2 236,12 0 12,533 203520000 AT-rich interactive domain-containing protein 1B

Q9Y3B7 MRPL11 0,0964871 9 9 49,5 20,683 0 32,395 973960000 39S ribosomal protein L11, mitochondrial

P46736 BRCC3 0,0963639 6 6 28,2 36,072 0 16,659 518290000 Lys-63-specific deubiquitinase BRCC36

Q8IX01 SUGP2 0,0961807 10 10 19,1 120,21 0 26,871 621810000 SURP and G-patch domain-containing protein 2

Q99595 TIMM17A 0,0960909 2 2 32,2 18,023 0 3,7312 152020000 Mitochondrial import inner membrane translocase subunit Tim17-A

A6NI72;P14598;A8MVU1NCF1B;NCF1;NCF1C0,0960717 11 11 36,6 44,816 0 63,472 2468500000 Putative neutrophil cytosol factor 1B;Neutrophil cytosol factor 1;Putative neutrophil cytosol factor 1C

Q9Y333 LSM2 0,0960142 5 5 68,4 10,834 0 54,037 2376500000 U6 snRNA-associated Sm-like protein LSm2

P19388 POLR2E 0,0960119 12 12 67,6 24,551 0 99,398 3111200000 DNA-directed RNA polymerases I, II, and III subunit RPABC1

O43837 IDH3B 0,09592 16 16 48,8 42,183 0 67,477 5954400000 Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial

P12268 IMPDH2 0,0957052 26 23 54,3 55,804 0 165,39 2,2342E+10 Inosine-5-monophosphate dehydrogenase 2

Q8TF68 ZNF384 0,0956774 5 5 13,3 63,218 0 23,84 241350000 Zinc finger protein 384

P01591 IGJ 0,0955227 8 8 64,2 18,098 0 44,741 9799800000 Immunoglobulin J chain

Q8IYI6 EXOC8 0,095265 5 5 12,7 81,798 0 6,0431 156020000 Exocyst complex component 8

Q9Y2X9 ZNF281 0,0949859 2 2 6,9 96,914 0 9,3057 156800000 Zinc finger protein 281

Q9Y5J9 TIMM8B 0,0949611 5 5 71,1 9,3435 0 61,078 2475700000 Mitochondrial import inner membrane translocase subunit Tim8 B

Q92522 H1FX 0,0946415 2 2 11,7 22,487 0 6,3732 82819000 Histone H1x

O95544 NADK 0,0946395 4 4 15,2 49,228 0 17,582 336780000 NAD kinase

Q9NR45 NANS 0,0946166 16 16 61,3 40,307 0 114 1,0321E+10 Sialic acid synthase

Q9NZQ3 NCKIPSD 0,0943562 6 6 10,4 78,959 0 12,967 141810000 NCK-interacting protein with SH3 domain

Q15054 POLD3 0,0943155 8 8 21,7 51,4 0 16,29 732510000 DNA polymerase delta subunit 3

Q9BZI7 UPF3B 0,0942861 8 8 21,3 57,761 0 19,877 626300000 Regulator of nonsense transcripts 3B

Q9BT23 LIMD2 0,0942032 6 5 55,1 14,07 0 57,756 1801600000 LIM domain-containing protein 2

O95714 HERC2 0,0941893 16 16 4,7 527,22 0 30,011 357850000 E3 ubiquitin-protein ligase HERC2

Q9UNF1 MAGED2 0,0940367 8 8 23,3 64,953 0 16,661 402310000 Melanoma-associated antigen D2

Q8IZQ5 SELH 0,0938543 7 7 56,6 13,453 0 31,228 1101300000 Selenoprotein H

Q8N2F6 ARMC10 0,0937516 4 4 23,3 37,54 0 34,425 463840000 Armadillo repeat-containing protein 10

P35244 RPA3 0,093674 6 6 67,8 13,569 0 24,355 3116100000 Replication protein A 14 kDa subunit

Q9UDX5 MTFP1 0,0935948 3 3 26,5 18,01 0 12,092 308220000 Mitochondrial fission process protein 1

Q8IUF8 MINA 0,0935839 10 10 26,7 52,8 0 18,651 933770000 Bifunctional lysine-specific demethylase and histidyl-hydroxylase MINA

O14974 PPP1R12A 0,0933564 14 14 18,5 115,28 0 37,841 1185800000 Protein phosphatase 1 regulatory subunit 12A

O00273 DFFA 0,09308 10 10 45,3 36,521 0 37,766 1895100000 DNA fragmentation factor subunit alpha

Q6SPF0 SAMD1 0,09307 5 5 17,3 56,051 0 18,758 252870000 Atherin

O75688 PPM1B 0,0930659 9 7 27,8 52,642 0 20,507 875970000 Protein phosphatase 1B

Q9Y606 PUS1 0,0930526 9 9 26,7 47,47 0 39,325 702750000 tRNA pseudouridine synthase A, mitochondrial

Q13123 IK 0,0929238 12 12 35,5 65,601 0 69,947 1837000000 Protein Red

Q9UDY8 MALT1 0,0928839 7 7 11,7 92,271 0 21,621 196910000 Mucosa-associated lymphoid tissue lymphoma translocation protein 1

P51956 NEK3 0,0927427 3 3 11,1 57,704 0 17,218 207220000 Serine/threonine-protein kinase Nek3

Q8NE86 MCU 0,0926263 2 2 10 39,866 0 8,4442 168180000 Calcium uniporter protein, mitochondrial

Q9UH73;Q9HAK2;Q9H4W6EBF1;EBF2;EBF30,0925532 4 4 8,6 64,463 0 8,7789 180560000 Transcription factor COE1;Transcription factor COE2;Transcription factor COE3

Q5JTJ3 COA6 0,0925528 5 5 34,4 14,116 0 12,113 623000000 Cytochrome c oxidase assembly factor 6 homolog

O75683 SURF6 0,0924692 6 6 28 41,45 0 27,829 454570000 Surfeit locus protein 6

Q16851 UGP2 0,0924326 24 24 56,3 56,94 0 82,697 8346200000 UTP--glucose-1-phosphate uridylyltransferase

Q9H4Z3 PCIF1 0,0923634 5 5 12,5 80,669 0 12,902 331290000 Phosphorylated CTD-interacting factor 1

Q29RF7 PDS5A 0,0921283 46 42 42,4 150,83 0 265,57 6658500000 Sister chromatid cohesion protein PDS5 homolog A

Q9Y6M7 SLC4A7 0,0920676 7 7 10,5 136,04 0 13,646 274400000 Sodium bicarbonate cotransporter 3

Q9NTJ3 SMC4 0,0919849 56 56 51,6 147,18 0 323,31 2,1751E+10 Structural maintenance of chromosomes protein 4

Q13618 CUL3 0,0919536 19 19 31,4 88,929 0 63,714 2392600000 Cullin-3

Q9BV79 MECR 0,0918293 3 3 9,9 40,461 0 6,2498 175570000 Trans-2-enoyl-CoA reductase, mitochondrial

P30876 POLR2B 0,0917932 35 35 41,5 133,9 0 199,55 6155500000 DNA-directed RNA polymerase II subunit RPB2

P83916 CBX1 0,0917146 6 5 30,8 21,418 0 50,382 948590000 Chromobox protein homolog 1

Q8WVM7 STAG1 0,0916734 14 11 14,9 144,43 0 24,814 464820000 Cohesin subunit SA-1

Q9BUR5 APOO 0,091666 2 2 22,7 22,284 0 5,2648 53090000 Apolipoprotein O

O95260 ATE1 0,0915951 6 6 18,1 59,09 0 13,154 578020000 Arginyl-tRNA--protein transferase 1

Q9NYV4 CDK12 0,0914293 13 9 16,4 164,15 0 32,323 1039700000 Cyclin-dependent kinase 12

Q9BTE3 MCMBP 0,0913555 17 17 37,2 72,979 0 63,189 1960300000 Mini-chromosome maintenance complex-binding protein

Q9NZ63 C9orf78 0,0912715 6 6 29,8 33,688 0 33,063 991090000 Uncharacterized protein C9orf78

Q9Y371 SH3GLB1 0,0912059 7 6 27,9 40,796 0 50,777 1347200000 Endophilin-B1

O43674 NDUFB5 0,0911872 3 3 19 21,75 0 27,418 1039800000 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 5, mitochondrial

Q8WYA6 CTNNBL1 0,0911232 16 16 35 65,173 0 74,775 2923600000 Beta-catenin-like protein 1

P43246 MSH2 0,0911227 34 34 49,9 104,74 0 119,47 8399600000 DNA mismatch repair protein Msh2

Q9H2W6 MRPL46 0,091074 10 10 41,2 31,705 0 21,677 1282800000 39S ribosomal protein L46, mitochondrial

Q9NXG2 THUMPD1 0,0909911 10 10 41,4 39,315 0 76,201 2210700000 THUMP domain-containing protein 1

Q96LI5 CNOT6L 0,0909903 5 5 9,4 63,001 0 21,572 292330000 CCR4-NOT transcription complex subunit 6-like

O75439 PMPCB 0,090971 18 17 51,3 54,366 0 93,453 5258700000 Mitochondrial-processing peptidase subunit beta

Q9Y3C6 PPIL1 0,0908485 5 5 35,5 18,237 0 16,761 1816700000 Peptidyl-prolyl cis-trans isomerase-like 1

Q15776 ZKSCAN8 0,0907369 4 4 10,4 65,815 0 8,4067 58477000 Zinc finger protein with KRAB and SCAN domains 8

Q7Z7E8 UBE2Q1 0,0907356 4 4 17,3 46,126 0 8,8465 295330000 Ubiquitin-conjugating enzyme E2 Q1

Q04760 GLO1 0,0906964 13 13 70,1 20,777 0 43,565 8844200000 Lactoylglutathione lyase

Q9BRF8 CPPED1 0,0906617 4 4 21 35,548 0 20,019 583650000 Serine/threonine-protein phosphatase CPPED1

Q9BZQ6 EDEM3 0,0905329 4 4 5,9 104,66 0 7,5512 122650000 ER degradation-enhancing alpha-mannosidase-like protein 3

P26196 DDX6 0,0902399 25 25 73,9 54,416 0 102,31 8935100000 Probable ATP-dependent RNA helicase DDX6

Q9Y3A3 MOB4 0,0902084 5 5 44,4 26,032 0 12,256 450380000 MOB-like protein phocein

Q04917 YWHAH 0,0902039 19 15 69,1 28,218 0 128 8905300000 14-3-3 protein eta

Q9UK45 LSM7 0,0901707 3 3 63,1 11,602 0 5,7803 482170000 U6 snRNA-associated Sm-like protein LSm7



Q9P260 KIAA1468 0,0901498 7 7 8,6 134,63 0 20,966 255130000 LisH domain and HEAT repeat-containing protein KIAA1468

Q05469 LIPE 0,0898726 3 3 5,4 116,6 0 7,9374 75978000 Hormone-sensitive lipase

Q8N9T8 KRI1 0,0897922 9 9 20,2 82,597 0 25,618 937860000 Protein KRI1 homolog

Q9Y3T9 NOC2L 0,0897676 19 19 26,3 84,918 0 51,249 3908300000 Nucleolar complex protein 2 homolog

P07900 HSP90AA1 0,0896935 55 30 61,3 84,659 0 323,31 1,8297E+11 Heat shock protein HSP 90-alpha

O43583 DENR 0,0896894 9 9 48,5 22,092 0 62,075 3791400000 Density-regulated protein

Q6IBW4 NCAPH2 0,0896505 6 6 16,7 68,226 0 11,297 203970000 Condensin-2 complex subunit H2

P31150 GDI1 0,0896446 24 13 65,8 50,582 0 54,211 2244500000 Rab GDP dissociation inhibitor alpha

Q9H488 POFUT1 0,0894954 13 13 54,9 43,955 0 69,831 3126900000 GDP-fucose protein O-fucosyltransferase 1

Q9NPQ8 RIC8A 0,0894461 19 19 45,8 59,709 0 105,47 1477600000 Synembryn-A

P33176 KIF5B 0,0892091 43 36 55,1 109,68 0 261,97 8360200000 Kinesin-1 heavy chain

Q8N1G2 CMTR1 0,0890149 5 5 9,3 95,32 0 9,7649 200100000 Cap-specific mRNA (nucleoside-2-O-)-methyltransferase 1

Q9P2I0 CPSF2 0,0889594 25 25 50,9 88,486 0 126,26 3580100000 Cleavage and polyadenylation specificity factor subunit 2

Q9UBV8 PEF1 0,0888201 2 2 10,2 30,381 0 22,133 215570000 Peflin

Q6FIF0 ZFAND6 0,0886566 5 5 38,5 22,555 0 26,206 700420000 AN1-type zinc finger protein 6

Q08378 GOLGA3 0,0885699 30 30 27,3 167,35 0 105,9 3563500000 Golgin subfamily A member 3

Q9NWU2 GID8 0,0883453 8 8 59,2 26,748 0 30,009 807510000 Glucose-induced degradation protein 8 homolog

Q96GG9 DCUN1D1 0,0883324 8 8 36,7 30,124 0 51,53 1199600000 DCN1-like protein 1

Q96Q15 SMG1 0,0882296 16 16 7,9 410,5 0 29,752 497830000 Serine/threonine-protein kinase SMG1

Q5TDH0 DDI2 0,0881748 12 12 51,1 44,522 0 82,634 2832100000 Protein DDI1 homolog 2

Q96TC7 RMDN3 0,0875607 6 6 18,9 52,118 0 25,187 399440000 Regulator of microtubule dynamics protein 3

Q969S9 GFM2 0,0875607 4 4 9,9 86,6 0 13,462 137320000 Ribosome-releasing factor 2, mitochondrial

Q6JBY9 RCSD1 0,0875605 14 14 53,1 44,503 0 174,2 6365000000 CapZ-interacting protein

O95294 RASAL1 0,0875454 20 20 33 90,015 0 102,22 1611600000 RasGAP-activating-like protein 1

P04818 TYMS 0,0874596 11 11 51,8 35,716 0 81,967 5364100000 Thymidylate synthase

P62330 ARF6 0,0874491 6 6 60 20,082 0 22,689 1620200000 ADP-ribosylation factor 6

O95989 NUDT3 0,0874074 4 4 35,5 19,471 0 24,819 686650000 Diphosphoinositol polyphosphate phosphohydrolase 1

P20273 CD22 0,0872524 15 15 26,4 95,347 0 47,446 1022400000 B-cell receptor CD22

Q9H993 ARMT1 0,0872454 8 8 33,1 51,172 0 40,796 1070500000 Protein-glutamate O-methyltransferase

Q4VC31 CCDC58 0,0870527 6 6 46,5 16,62 0 40,116 2833200000 Coiled-coil domain-containing protein 58

Q9UJ41 RABGEF1 0,0868504 5 5 8,1 79,37 0 14,099 508960000 Rab5 GDP/GTP exchange factor

Q9UHI6 DDX20 0,0868366 22 22 39 92,239 0 73,351 1719000000 Probable ATP-dependent RNA helicase DDX20

O75909 CCNK 0,0867739 5 5 15,7 64,239 0 42,406 921140000 Cyclin-K

Q1ED39 KNOP1 0,0867463 7 7 23,6 51,588 0 35,784 461510000 Lysine-rich nucleolar protein 1

Q9H0K6 PUS7L 0,0866507 6 6 12,6 80,7 0 11,79 301720000 Pseudouridylate synthase 7 homolog-like protein

Q9UNY4 TTF2 0,0866101 11 11 17,1 129,59 0 31,484 567580000 Transcription termination factor 2

P49321 NASP 0,0865926 34 34 64 85,237 0 251,15 3,9806E+10 Nuclear autoantigenic sperm protein

Q96GS4 C17orf59 0,0864471 6 6 29,1 37,226 0 16,769 190490000 Uncharacterized protein C17orf59

Q8N0Z6 TTC5 0,0863832 5 5 20,2 48,927 0 19,599 161980000 Tetratricopeptide repeat protein 5

Q13283 G3BP1 0,0860638 20 19 57,7 52,164 0 294,13 2,6218E+10 Ras GTPase-activating protein-binding protein 1

Q9Y324 FCF1 0,0860192 4 4 22,7 23,369 0 9,0469 341580000 rRNA-processing protein FCF1 homolog

O43592 XPOT 0,0857241 34 34 50,6 109,96 0 178,72 8748700000 Exportin-T

Q9Y676 MRPS18B 0,0857128 7 7 48,8 29,395 0 31,939 1625600000 28S ribosomal protein S18b, mitochondrial

Q9BW61 DDA1 0,0854361 2 2 27,5 11,835 0 5,8682 154870000 DET1- and DDB1-associated protein 1

Q9H4E7 DEF6 0,0851526 3 3 4,9 73,91 0 22,34 138100000 Differentially expressed in FDCP 6 homolog

Q86W56 PARG 0,0850874 3 3 2,6 111,11 0,0025692 2,1437 50068000 Poly(ADP-ribose) glycohydrolase

Q99729 HNRNPAB 0,0849926 10 10 26,8 36,224 0 54,846 1,0036E+10 Heterogeneous nuclear ribonucleoprotein A/B

Q9Y580 RBM7 0,0848438 3 3 30,1 30,503 0 22,244 457710000 RNA-binding protein 7

P53602 MVD 0,0847899 17 17 61,5 43,404 0 72,578 4343700000 Diphosphomevalonate decarboxylase

Q9H2P0 ADNP 0,0846966 18 18 26 123,56 0 47,863 1533200000 Activity-dependent neuroprotector homeobox protein

Q5T280 C9orf114 0,0846328 5 5 18,1 42,008 0 40,348 420720000 Putative methyltransferase C9orf114

Q9BVL4 SELO 0,0844111 6 6 17,2 73,488 0 44,49 366010000 Selenoprotein O

P27707 DCK 0,0844056 10 10 47,7 30,518 0 48,658 5177600000 Deoxycytidine kinase

P08579 SNRPB2 0,0843671 6 4 28 25,486 0 54,437 3123200000 U2 small nuclear ribonucleoprotein B

P04899 GNAI2 0,0842779 16 10 59,4 40,45 0 84,068 3870700000 Guanine nucleotide-binding protein G(i) subunit alpha-2

P11142 HSPA8 0,0841985 41 35 61,8 70,897 0 323,31 4,1483E+11 Heat shock cognate 71 kDa protein

Q9Y4K1 AIM1 0,0841803 14 14 14,9 188,67 0 66,49 1167100000 Absent in melanoma 1 protein

Q92879 CELF1 0,084073 13 13 28,8 52,063 0 59,13 3710400000 CUGBP Elav-like family member 1

P31930 UQCRC1 0,083942 21 20 59,6 52,645 0 200,24 2,5215E+10 Cytochrome b-c1 complex subunit 1, mitochondrial

Q9BXY0 MAK16 0,0837895 8 8 33 35,368 0 66,442 2084000000 Protein MAK16 homolog

P04181 OAT 0,0837729 17 17 52,2 48,534 0 102 6229700000 Ornithine aminotransferase, mitochondrial;Ornithine aminotransferase, hepatic form;Ornithine aminotransferase, renal form

Q7L8L6 FASTKD5 0,0837424 9 9 18,3 86,573 0 29,207 562450000 FAST kinase domain-containing protein 5

Q9BRT9 GINS4 0,0837367 8 8 35,4 26,047 0 24,809 694080000 DNA replication complex GINS protein SLD5;DNA replication complex GINS protein SLD5, N-terminally processed

Q9Y2L1 DIS3 0,0835603 34 34 51,6 109 0 323,31 1,4383E+10 Exosome complex exonuclease RRP44

Q9NYP7 ELOVL5 0,0833836 2 2 7,4 35,293 0 16,287 462080000 Elongation of very long chain fatty acids protein 5

P49247 RPIA 0,0833448 10 10 34,7 33,269 0 49,644 1542200000 Ribose-5-phosphate isomerase

P78316 NOP14 0,0832685 21 21 25,8 97,667 0 81,107 2739700000 Nucleolar protein 14

O00170 AIP 0,0832465 16 16 60,6 37,636 0 109,46 8828700000 AH receptor-interacting protein

P38919 EIF4A3 0,0832306 26 21 59,1 46,871 0 177,95 1,7157E+10 Eukaryotic initiation factor 4A-III;Eukaryotic initiation factor 4A-III, N-terminally processed

P23258;Q9NRH3TUBG1;TUBG20,0831567 18 18 71,6 51,169 0 68,387 5249000000 Tubulin gamma-1 chain;Tubulin gamma-2 chain

O43708 GSTZ1 0,0831091 3 3 19,9 24,212 0 15,166 1034100000 Maleylacetoacetate isomerase

P27448 MARK3 0,0829751 5 2 9,8 84,428 0 9,78 103590000 MAP/microtubule affinity-regulating kinase 3

Q8IUE6 HIST2H2AB 0,0829374 4 1 35,4 13,995 0,0087353 1,5388 2269100000 Histone H2A type 2-B

P42785 PRCP 0,082824 2 2 8,1 55,799 0 16,646 165450000 Lysosomal Pro-X carboxypeptidase

Q9NVX2 NLE1 0,0828146 8 8 27 53,32 0 24,939 720480000 Notchless protein homolog 1

Q15424 SAFB 0,0827462 28 15 34,5 102,64 0 97,896 5557100000 Scaffold attachment factor B1

Q9NSD9 FARSB 0,0826927 28 28 54,5 66,115 0 134,72 1,1992E+10 Phenylalanine--tRNA ligase beta subunit

Q3B7T1 EDRF1 0,0826865 9 9 11,1 138,53 0 20,122 378900000 Erythroid differentiation-related factor 1

Q99459 CDC5L 0,0825669 29 29 49,4 92,25 0 181,26 6216000000 Cell division cycle 5-like protein

Q93100 PHKB 0,0825063 3 3 4,3 124,88 0 6,1471 135650000 Phosphorylase b kinase regulatory subunit beta

P50750 CDK9 0,082223 14 13 52,7 42,777 0 48,265 1855000000 Cyclin-dependent kinase 9

P82933 MRPS9 0,0821473 13 13 39,6 45,834 0 94,017 2264900000 28S ribosomal protein S9, mitochondrial

Q05655 PRKCD 0,0820527 20 19 35,2 77,504 0 78,116 2112600000 Protein kinase C delta type;Protein kinase C delta type regulatory subunit;Protein kinase C delta type catalytic subunit

Q14197 ICT1 0,0819817 5 5 24,8 23,63 0 17,006 773610000 Peptidyl-tRNA hydrolase ICT1, mitochondrial

Q8WXA9 SREK1 0,0818847 5 5 17,5 59,38 0 26,836 713080000 Splicing regulatory glutamine/lysine-rich protein 1

Q8WUW1 BRK1 0,0818821 2 2 28 8,7448 0 6,8912 489210000 Protein BRICK1

Q9NP61 ARFGAP3 0,0817652 10 9 26,7 56,928 0 33,448 1014600000 ADP-ribosylation factor GTPase-activating protein 3

O60934 NBN 0,081655 12 12 24,4 84,958 0 30,347 538500000 Nibrin

Q7Z3U7 MON2 0,0816055 10 10 7,7 190,36 0 33,515 403280000 Protein MON2 homolog

Q9NVS2 MRPS18A 0,081569 4 4 30,1 22,184 0 7,7367 200460000 28S ribosomal protein S18a, mitochondrial

Q8WVM0 TFB1M 0,0814126 10 10 45,1 39,542 0 23,073 303430000 Dimethyladenosine transferase 1, mitochondrial

P13051 UNG 0,0813396 2 2 16,9 34,645 0,0038971 1,9193 44997000 Uracil-DNA glycosylase

Q86XI2 NCAPG2 0,0812633 14 14 18,8 130,96 0 51,48 961760000 Condensin-2 complex subunit G2

Q8IWI9 MGA 0,0812032 3 3 2,1 331,83 0 4,5008 54888000 MAX gene-associated protein

P52294 KPNA1 0,0811924 15 8 32 60,221 0 80,064 4113600000 Importin subunit alpha-5;Importin subunit alpha-5, N-terminally processed

Q7Z6Z7 HUWE1 0,0811807 91 91 33,9 481,89 0 323,31 1,0621E+10 E3 ubiquitin-protein ligase HUWE1

P29144 TPP2 0,0810774 56 56 56,8 138,35 0 323,31 1,8014E+10 Tripeptidyl-peptidase 2

Q12874 SF3A3 0,0808496 22 22 53,5 58,848 0 201,83 1,2239E+10 Splicing factor 3A subunit 3

P55081 MFAP1 0,0808181 7 7 24,6 51,958 0 24,72 1226000000 Microfibrillar-associated protein 1

Q00534 CDK6 0,0808106 13 12 52,5 36,938 0 71,407 2144400000 Cyclin-dependent kinase 6

Q9C0D9 EPT1 0,0805886 2 2 9,3 45,228 0,00041693 3,0939 201230000 Ethanolaminephosphotransferase 1

P40855 PEX19 0,0805449 10 10 48,2 32,806 0 25,969 1038900000 Peroxisomal biogenesis factor 19

Q9Y5S9 RBM8A 0,0805154 10 10 71,3 19,889 0 97,539 6536800000 RNA-binding protein 8A

P09884 POLA1 0,08049 28 28 29 165,91 0 94,315 2382000000 DNA polymerase alpha catalytic subunit

Q86U86 PBRM1 0,0804101 16 16 13,2 192,95 0 30,519 748060000 Protein polybromo-1

Q9BUF5 TUBB6 0,0803847 14 2 35,2 49,857 0 9,9679 162680000 Tubulin beta-6 chain

Q8NBJ5 COLGALT1 0,0802173 11 11 20,7 71,635 0 66,794 918480000 Procollagen galactosyltransferase 1

P07919 UQCRH 0,0801275 3 3 29,7 10,739 0 87,835 5012800000 Cytochrome b-c1 complex subunit 6, mitochondrial

Q9BW60 ELOVL1 0,0799805 3 3 14 32,662 0 12,961 378240000 Elongation of very long chain fatty acids protein 1

Q9H6E4 CCDC134 0,0799754 2 2 16,6 26,56 0 10,489 149380000 Coiled-coil domain-containing protein 134

P17480 UBTF 0,0799741 21 21 30,2 89,405 0 109,32 7074500000 Nucleolar transcription factor 1

Q8WVY7 UBLCP1 0,0799716 7 7 26,1 36,804 0 16,22 1080700000 Ubiquitin-like domain-containing CTD phosphatase 1

Q9Y5P4 COL4A3BP 0,0799091 6 6 16,5 70,834 0 21,915 494860000 Collagen type IV alpha-3-binding protein

P0DPB6 0,0798547 6 4 59,4 15,237 0 26,219 902540000

Q86UV5 USP48 0,0796876 16 16 26 119,03 0 30,161 699850000 Ubiquitin carboxyl-terminal hydrolase 48

Q15797 SMAD1 0,0796776 9 3 25,6 52,259 0 47,851 4205200000 Mothers against decapentaplegic homolog 1

Q9NQ55 PPAN 0,0796465 7 7 27,9 53,193 0 27,674 1336500000 Suppressor of SWI4 1 homolog

Q8NCN5 PDPR 0,0795658 5 5 7,1 99,363 0 9,2389 220050000 Pyruvate dehydrogenase phosphatase regulatory subunit, mitochondrial

Q9Y248 GINS2 0,0794526 5 5 43,2 21,427 0 15,797 495320000 DNA replication complex GINS protein PSF2

Q96QF0 RAB3IP 0,0793832 2 2 7,1 53,021 0 5,8153 100220000 Rab-3A-interacting protein

Q9NU22 MDN1 0,079361 93 93 26,3 632,81 0 310,99 7197500000 Midasin

Q9NQT4 EXOSC5 0,0792791 4 4 36,6 25,249 0 21,277 532420000 Exosome complex component RRP46

P34910 EVI2B 0,0791561 2 2 7,1 48,666 0 25,598 198270000 Protein EVI2B

P68400;Q8NEV1CSNK2A1;CSNK2A30,0790855 16 16 46 45,143 0 73,823 7497200000 Casein kinase II subunit alpha;Casein kinase II subunit alpha 3

P09001 MRPL3 0,079054 6 6 29,9 38,632 0 15,803 868950000 39S ribosomal protein L3, mitochondrial

Q9UEE9 CFDP1 0,0789421 2 2 12 33,592 0 6,2133 115920000 Craniofacial development protein 1

Q7RTV0 PHF5A 0,0787749 6 6 61,8 12,405 0 44,532 2333000000 PHD finger-like domain-containing protein 5A

Q5XKP0 QIL1 0,0786793 2 2 35,6 13,087 0 9,7682 553700000 Protein QIL1

Q01813 PFKP 0,0786 35 32 58,8 85,595 0 244,73 1,5443E+10 ATP-dependent 6-phosphofructokinase, platelet type

O75792 RNASEH2A 0,0785943 19 19 58,2 33,395 0 93,913 3575300000 Ribonuclease H2 subunit A

O75879 GATB 0,0784925 8 8 19,9 61,863 0 18,357 569400000 Glutamyl-tRNA(Gln) amidotransferase subunit B, mitochondrial

O60234 GMFG 0,0784604 6 4 63,4 16,801 0 36,611 3477100000 Glia maturation factor gamma

Q99583 MNT 0,0784349 2 2 2,9 62,299 0,00061958 2,9376 149050000 Max-binding protein MNT

P51398 DAP3 0,0784207 13 13 43,5 45,566 0 65,948 2356000000 28S ribosomal protein S29, mitochondrial

P25686 DNAJB2 0,0783365 3 2 16,7 35,58 0 6,8289 99210000 DnaJ homolog subfamily B member 2

Q9H6Y2 WDR55 0,0783329 8 8 29,5 42,07 0 15,449 559910000 WD repeat-containing protein 55

Q92600 RQCD1 0,0783055 10 10 40,5 33,631 0 55,639 1475500000 Cell differentiation protein RCD1 homolog

Q13557 CAMK2D 0,0781824 13 9 40,7 56,369 0 109,18 3567800000 Calcium/calmodulin-dependent protein kinase type II subunit delta

Q562E7 WDR81 0,0781256 10 10 9,8 211,69 0 27,993 351170000 WD repeat-containing protein 81

P14859 POU2F1 0,0781187 10 7 29,2 76,471 0 79,401 1826900000 POU domain, class 2, transcription factor 1

Q9H0H5 RACGAP1 0,0780812 7 7 16,5 71,026 0 6,1335 226250000 Rac GTPase-activating protein 1

Q9H832 UBE2Z 0,0780543 5 5 16,9 38,21 0 8,8315 237500000 Ubiquitin-conjugating enzyme E2 Z

Q8NAV1 PRPF38A 0,0779295 5 5 25 37,476 0 33,645 928500000 Pre-mRNA-splicing factor 38A

O95347 SMC2 0,0779157 53 53 50,8 135,65 0 311,95 2,0799E+10 Structural maintenance of chromosomes protein 2

Q9P015 MRPL15 0,0778898 8 8 36,8 33,419 0 25,482 858760000 39S ribosomal protein L15, mitochondrial

Q15024 EXOSC7 0,0778578 9 9 50,2 31,821 0 38,914 1881400000 Exosome complex component RRP42

P24941 CDK2 0,0778576 13 10 50,3 33,929 0 29,913 1594900000 Cyclin-dependent kinase 2

P36405 ARL3 0,0777929 11 11 77,5 20,455 0 110,97 2652300000 ADP-ribosylation factor-like protein 3

Q96IU4 ABHD14B 0,0776161 6 6 39,5 22,345 0 28,531 1129900000 Alpha/beta hydrolase domain-containing protein 14B

Q9Y3I1 FBXO7 0,0775424 5 5 15,1 58,502 0 21,32 360260000 F-box only protein 7

Q15653 NFKBIB 0,0773473 4 4 17,1 37,771 0 10,439 285690000 NF-kappa-B inhibitor beta

Q9UKF6 CPSF3 0,0773149 21 21 47,4 77,485 0 233,83 3803400000 Cleavage and polyadenylation specificity factor subunit 3

Q9UNX3 RPL26L1 0,0772416 10 2 45,5 17,256 0 3,9179 194100000 60S ribosomal protein L26-like 1

Q9H4L7 SMARCAD1 0,0770398 15 15 18,8 117,4 0 43,651 980330000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1

O75817 POP7 0,0768223 3 3 31,4 15,651 0 20,355 544000000 Ribonuclease P protein subunit p20

Q8NBL1 POGLUT1 0,0768048 4 4 15,3 46,189 0 10,155 212950000 Protein O-glucosyltransferase 1

Q9H2U1 DHX36 0,0767415 23 22 33,4 114,76 0 114,7 2662900000 ATP-dependent RNA helicase DHX36

Q9UJY4 GGA2 0,0766331 13 13 31,6 67,15 0 56,466 1249500000 ADP-ribosylation factor-binding protein GGA2

Q9NZM3 ITSN2 0,0765593 8 8 6,6 193,46 0 28,42 415660000 Intersectin-2

Q93077;Q7L7L0;P04908HIST1H2AC;HIST3H2A;HIST1H2AB0,0764916 5 1 35,4 14,105 0 6,5418 663970000 Histone H2A type 1-C;Histone H2A type 3;Histone H2A type 1-B/E

P63165;G2XKQ0SUMO1 0,0764544 4 4 43,6 11,557 0 12,781 2480100000 Small ubiquitin-related modifier 1;Small ubiquitin-related modifier

Q86XL3 ANKLE2 0,0763346 6 6 15,1 104,11 0 12,193 264940000 Ankyrin repeat and LEM domain-containing protein 2

Q9NV06 DCAF13 0,076285 13 13 34,2 51,402 0 37,678 1455900000 DDB1- and CUL4-associated factor 13

Q9BQ61 C19orf43 0,076285 6 6 35,8 18,419 0 18,856 1369500000 Uncharacterized protein C19orf43

P41212 ETV6 0,0761394 4 4 19,9 52,999 0 9,8512 322490000 Transcription factor ETV6

O75381 PEX14 0,0760118 3 3 16,7 41,236 0 10,835 196070000 Peroxisomal membrane protein PEX14

Q6P087 RPUSD3 0,0760118 2 2 7,7 38,46 0 3,787 58872000 RNA pseudouridylate synthase domain-containing protein 3

P82663 MRPS25 0,0758991 7 7 48,6 20,116 0 14,308 647210000 28S ribosomal protein S25, mitochondrial

Q9UQR1 ZNF148 0,0757124 6 6 11,7 88,975 0 14,928 281730000 Zinc finger protein 148

Q9UBB9 TFIP11 0,0755888 13 13 25,2 96,819 0 20,636 750870000 Tuftelin-interacting protein 11

P15927 RPA2 0,0755729 7 7 43,3 29,247 0 23,319 4380900000 Replication protein A 32 kDa subunit

Q9Y2K2 SIK3 0,0755645 8 8 9,8 144,85 0 60,021 189470000 Serine/threonine-protein kinase SIK3

Q15050 RRS1 0,0755092 16 16 47,9 41,193 0 108,13 4299800000 Ribosome biogenesis regulatory protein homolog

Q16656 NRF1 0,0753871 5 5 10,9 53,54 0 7,1366 383630000 Nuclear respiratory factor 1

Q9BYD2 MRPL9 0,0750316 5 5 19,9 30,243 0 33,945 485240000 39S ribosomal protein L9, mitochondrial

Q9UKA4 AKAP11 0,0750133 1 1 1 210,51 0,0010099 2,5339 52285000 A-kinase anchor protein 11

O75832 PSMD10 0,0746899 10 10 61,9 24,428 0 63,083 2069800000 26S proteasome non-ATPase regulatory subunit 10

Q5JTH9 RRP12 0,0745739 46 46 47,1 143,7 0 153,18 8241400000 RRP12-like protein

P49761 CLK3 0,0742754 5 5 13,2 73,514 0 17,424 260860000 Dual specificity protein kinase CLK3

Q13144 EIF2B5 0,0742467 19 19 40,4 80,379 0 93,311 3591500000 Translation initiation factor eIF-2B subunit epsilon

Q6NUQ1 RINT1 0,0742255 5 5 8,8 90,631 0 7,3253 218010000 RAD50-interacting protein 1

P41227 NAA10 0,0740563 13 13 76,6 26,458 0 71,327 5525200000 N-alpha-acetyltransferase 10

Q8NC60 NOA1 0,0740504 9 9 20,6 78,457 0 15,018 328020000 Nitric oxide-associated protein 1

Q8NI27 THOC2 0,0739569 35 35 26,9 182,77 0 119,01 4051300000 THO complex subunit 2

Q9Y4E8 USP15 0,073884 25 23 33,7 112,42 0 67,227 2011400000 Ubiquitin carboxyl-terminal hydrolase 15

Q9NZZ3 CHMP5 0,0738709 3 3 18,7 24,57 0 21,597 992330000 Charged multivesicular body protein 5

P49368 CCT3 0,0738148 34 34 65 60,533 0 323,31 9,1214E+10 T-complex protein 1 subunit gamma

Q9Y4D1 DAAM1 0,0737894 7 7 7,4 123,47 0 16,909 346710000 Disheveled-associated activator of morphogenesis 1

O14776 TCERG1 0,0737439 28 28 27,2 123,9 0 111,02 7212600000 Transcription elongation regulator 1

Q9NPE3 NOP10 0,0735438 5 5 71,9 7,7059 0 49,446 846320000 H/ACA ribonucleoprotein complex subunit 3

Q9Y314 NOSIP 0,073387 11 11 54,8 33,172 0 50,119 1117200000 Nitric oxide synthase-interacting protein

P43034 PAFAH1B1 0,0733635 21 21 68,8 46,637 0 120,81 5165200000 Platelet-activating factor acetylhydrolase IB subunit alpha

Q9NW13 RBM28 0,0733559 15 15 23,7 85,737 0 44,535 1816400000 RNA-binding protein 28

Q6P9B9 INTS5 0,0732557 7 7 7,8 107,99 0 18,297 181250000 Integrator complex subunit 5

Q9H6T3 RPAP3 0,0731684 17 17 35,3 75,718 0 102,39 2635800000 RNA polymerase II-associated protein 3

P61599 NAA20 0,0730461 4 4 29,2 20,368 0 14,218 698920000 N-alpha-acetyltransferase 20

Q9NXJ5 PGPEP1 0,0729976 2 2 14,8 23,138 0 3,7884 123670000 Pyroglutamyl-peptidase 1

P27694 RPA1 0,0728133 27 27 53,1 68,137 0 193,65 9947400000 Replication protein A 70 kDa DNA-binding subunit;Replication protein A 70 kDa DNA-binding subunit, N-terminally processed

P56937 HSD17B7 0,0726375 12 12 56,6 38,206 0 105,35 2236500000 3-keto-steroid reductase

Q9UEW8 STK39 0,0724619 8 5 23,9 59,473 0 35,824 748850000 STE20/SPS1-related proline-alanine-rich protein kinase

Q9UHV9 PFDN2 0,0724437 7 7 51,9 16,648 0 82,207 4779300000 Prefoldin subunit 2

Q9BSV6 TSEN34 0,0721807 6 6 32,9 33,652 0 18,481 185240000 tRNA-splicing endonuclease subunit Sen34

Q13242 SRSF9 0,0721318 13 12 49,3 25,542 0 43,339 6100000000 Serine/arginine-rich splicing factor 9

P62273 RPS29 0,0721242 5 5 50 6,6767 0 13,057 3881900000 40S ribosomal protein S29

P82909 MRPS36 0,0720554 5 5 68,9 11,466 0 18,406 770190000 28S ribosomal protein S36, mitochondrial

Q14155 ARHGEF7 0,07205 14 11 29,1 90,011 0 39,383 836640000 Rho guanine nucleotide exchange factor 7

Q7Z417 NUFIP2 0,0719553 12 12 27,5 76,12 0 55,785 1957100000 Nuclear fragile X mental retardation-interacting protein 2

Q12982 BNIP2 0,0719 3 3 10,5 36,017 0 5,0702 84658000 BCL2/adenovirus E1B 19 kDa protein-interacting protein 2

Q96T23 RSF1 0,0715942 12 12 13,4 163,82 0 51,175 987190000 Remodeling and spacing factor 1

Q9BTA9 WAC 0,07153 6 6 18,9 70,723 0 21,488 577490000 WW domain-containing adapter protein with coiled-coil

Q8NF37 LPCAT1 0,0715108 6 6 14,6 59,151 0 13,849 292710000 Lysophosphatidylcholine acyltransferase 1

Q6P1A2 LPCAT3 0,071494 3 3 8,8 56,034 0 5,7668 260220000 Lysophospholipid acyltransferase 5

Q9BXB5 OSBPL10 0,0713708 8 7 16,1 83,969 0 16,928 229570000 Oxysterol-binding protein-related protein 10

P08621 SNRNP70 0,0712655 17 17 40,7 51,556 0 80,551 1,0926E+10 U1 small nuclear ribonucleoprotein 70 kDa

Q9Y4C8 RBM19 0,0711994 17 17 25,2 107,33 0 48,763 1093000000 Probable RNA-binding protein 19

Q96ER3 SAAL1 0,0711161 8 8 22,2 53,557 0 19,582 827010000 Protein SAAL1

P21291 CSRP1 0,0710944 8 8 59,1 20,567 0 62,937 4911200000 Cysteine and glycine-rich protein 1

Q5BJF2 TMEM97 0,0710787 3 3 18,8 20,848 0 4,0329 663810000 Transmembrane protein 97

P81877;Q9BWW4SSBP2;SSBP30,0710762 3 2 13,9 37,827 0 9,5289 180630000 Single-stranded DNA-binding protein 2;Single-stranded DNA-binding protein 3

Q8IXM3 MRPL41 0,0710753 4 4 26,3 15,383 0 7,2982 152070000 39S ribosomal protein L41, mitochondrial

Q7LGA3 HS2ST1 0,0709026 7 7 27,8 41,881 0 44,231 917960000 Heparan sulfate 2-O-sulfotransferase 1

Q96P11 NSUN5 0,0708493 19 19 67,1 46,691 0 97,82 1931000000 Probable 28S rRNA (cytosine-C(5))-methyltransferase

Q16222 UAP1 0,070798 10 10 29,7 58,768 0 43,441 962140000 UDP-N-acetylhexosamine pyrophosphorylase;UDP-N-acetylgalactosamine pyrophosphorylase;UDP-N-acetylglucosamine pyrophosphorylase

E9PAV3;Q13765NACA 0,0707607 5 5 3,4 205,42 0 114,28 2,2605E+10 Nascent polypeptide-associated complex subunit alpha, muscle-specific form;Nascent polypeptide-associated complex subunit alpha

Q9HD26 GOPC 0,0706329 11 11 35,5 50,519 0 37,324 1212300000 Golgi-associated PDZ and coiled-coil motif-containing protein

P55196 MLLT4 0,0706117 11 11 10,6 206,8 0 19,239 307290000 Afadin

P09960 LTA4H 0,070594 28 28 57,4 69,284 0 198,1 1,6436E+10 Leukotriene A-4 hydrolase

O14530 TXNDC9 0,0705238 10 10 59,3 26,534 0 57,64 1392500000 Thioredoxin domain-containing protein 9

O43159 RRP8 0,0704518 8 8 27 50,714 0 30,835 1112400000 Ribosomal RNA-processing protein 8

Q13610 PWP1 0,0703985 14 14 46,7 55,827 0 64,136 3693200000 Periodic tryptophan protein 1 homolog

P40939 HADHA 0,0703432 33 33 64,5 82,999 0 323,31 1,8202E+10 Trifunctional enzyme subunit alpha, mitochondrial;Long-chain enoyl-CoA hydratase;Long chain 3-hydroxyacyl-CoA dehydrogenase

Q9NVH2 INTS7 0,0701761 12 12 17,9 106,83 0 28,603 469970000 Integrator complex subunit 7

P51532 SMARCA4 0,0701145 34 24 25,7 184,64 0 159,4 5384000000 Transcription activator BRG1

Q14562 DHX8 0,0700967 18 17 21,4 139,31 0 45,877 828050000 ATP-dependent RNA helicase DHX8

P62875 POLR2L 0,0700597 4 4 67,2 7,645 0 11,256 685860000 DNA-directed RNA polymerases I, II, and III subunit RPABC5

P48506 GCLC 0,0697914 7 7 16 72,765 0 12,467 374790000 Glutamate--cysteine ligase catalytic subunit

Q9GZS1 POLR1E 0,0697147 9 9 32 47,26 0 15,765 606770000 DNA-directed RNA polymerase I subunit RPA49

P47224 RABIF 0,0697021 2 2 29,3 13,839 0 5,4245 133110000 Guanine nucleotide exchange factor MSS4

P31942 HNRNPH3 0,0696644 11 10 49,4 36,926 0 152,46 1,8152E+10 Heterogeneous nuclear ribonucleoprotein H3

Q9BQE3 TUBA1C 0,0695548 29 2 78,2 49,895 0 75,807 7747700000 Tubulin alpha-1C chain

Q92989 CLP1 0,0695481 4 4 10,6 47,645 0 10,927 165090000 Polyribonucleotide 5-hydroxyl-kinase Clp1

O14526 FCHO1 0,0694005 5 5 7,4 96,86 0 9,0257 210580000 F-BAR domain only protein 1

Q15061 WDR43 0,069399 13 13 30,1 74,89 0 53,175 3938600000 WD repeat-containing protein 43

O96019 ACTL6A 0,0693618 15 15 50,1 47,46 0 145,34 8403100000 Actin-like protein 6A

Q9Y5Q8 GTF3C5 0,0693583 8 8 26,4 59,57 0 33,38 528440000 General transcription factor 3C polypeptide 5

Q96SB4 SRPK1 0,0692008 19 17 36,6 74,324 0 66,338 3141900000 SRSF protein kinase 1

Q86U90 YRDC 0,0691832 4 4 25,4 29,328 0 33,059 236470000 YrdC domain-containing protein, mitochondrial

Q9BRU9 UTP23 0,0691472 4 4 27,7 28,402 0 5,4128 187880000 rRNA-processing protein UTP23 homolog

Q9NRY5 FAM114A2 0,0691362 10 10 31,1 55,468 0 29,343 685680000 Protein FAM114A2

Q9H9J2 MRPL44 0,0690975 9 9 26,2 37,535 0 32,929 1219400000 39S ribosomal protein L44, mitochondrial

Q9H977 WDR54 0,0690835 4 4 25,4 35,891 0 14,812 255000000 WD repeat-containing protein 54

Q12802 AKAP13 0,0689703 24 24 15,2 307,55 0 60,556 1439300000 A-kinase anchor protein 13

P33316 DUT 0,0689285 10 10 50 26,563 0 213,29 2,532E+10 Deoxyuridine 5-triphosphate nucleotidohydrolase, mitochondrial

Q9BSC4 NOL10 0,0686918 14 14 32,6 80,301 0 25,96 1119100000 Nucleolar protein 10

Q9BRP4 PAAF1 0,0686455 4 4 11 42,19 0 9,1117 889580000 Proteasomal ATPase-associated factor 1

P35659 DEK 0,0685304 15 15 41,3 42,674 0 97,691 1,3894E+10 Protein DEK

Q06203 PPAT 0,0684846 19 19 50,5 57,398 0 92,443 4515200000 Amidophosphoribosyltransferase

Q8N3D4 EHBP1L1 0,0681544 8 8 11,1 161,85 0 17,641 344210000 EH domain-binding protein 1-like protein 1

A1L0T0 ILVBL 0,0678618 6 6 18,5 67,867 0 33,809 687130000 Acetolactate synthase-like protein

Q13017 ARHGAP5 0,0677764 3 3 3,7 172,46 0 4,4524 75308000 Rho GTPase-activating protein 5

O76071 CIAO1 0,0677656 14 14 66,4 37,84 0 49,283 3049800000 Probable cytosolic iron-sulfur protein assembly protein CIAO1

Q9UKI8 TLK1 0,0676508 11 6 19,8 86,699 0 33,938 822640000 Serine/threonine-protein kinase tousled-like 1

Q9UL40 ZNF346 0,0675798 6 6 30,6 32,932 0 8,9529 138460000 Zinc finger protein 346

Q13619 CUL4A 0,0675173 24 13 38,9 87,679 0 57,044 1851500000 Cullin-4A

O75448 MED24 0,0674329 6 6 9 110,3 0 19,838 131490000 Mediator of RNA polymerase II transcription subunit 24

Q15185 PTGES3 0,0673192 8 8 43,1 18,697 0 46,291 2,9315E+10 Prostaglandin E synthase 3

Q9BWJ5 SF3B5 0,0672212 5 5 83,7 10,135 0 22,888 2553500000 Splicing factor 3B subunit 5

Q99733 NAP1L4 0,0670997 16 14 54,9 42,823 0 85,098 1,9433E+10 Nucleosome assembly protein 1-like 4

Q9BQ04 RBM4B 0,0669882 11 3 43,7 40,149 0 24,458 148370000 RNA-binding protein 4B

Q15928;B4DXR9;Q8IYX0;Q9Y2Q1;Q8IYB9;Q03936;P0CB33;Q6ZN08;A6NN14;A2RRD8;Q5JVG8;Q96JC4;Q96H40;Q3SXZ3ZNF141;ZNF732;ZNF679;ZNF257;ZNF595;ZNF92;ZNF735;ZNF66;ZNF729;ZNF320;ZNF506;ZNF479;ZNF486;ZNF7180,0669503 3 1 6,3 55,249 0,00041615 3,059 33084000 Zinc finger protein 141;Zinc finger protein 732;Zinc finger protein 679;Zinc finger protein 257;Zinc finger protein 595;Zinc finger protein 92;Putative zinc finger protein 735;Putative zinc finger protein 66;Zinc finger protein 729;Zinc finger protein 320;Zinc finger protein 506;Zinc finger protein 479;Zinc finger protein 486;Zinc finger protein 718

O00541 PES1 0,0669402 21 21 41,3 68,002 0 80,551 6265900000 Pescadillo homolog

Q14738 PPP2R5D 0,0666959 13 8 29,9 69,991 0 11,609 390640000 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform

Q5TBB1 RNASEH2B 0,0665375 11 11 45,8 35,138 0 67,079 2613100000 Ribonuclease H2 subunit B

Q15843 NEDD8 0,06652 4 4 45,7 9,0714 0 31,51 5835100000 NEDD8

Q7L014 DDX46 0,0664637 42 42 45,5 117,36 0 256,05 1,3267E+10 Probable ATP-dependent RNA helicase DDX46



Q9H3P7 ACBD3 0,0664238 15 15 52,8 60,593 0 136,76 4061200000 Golgi resident protein GCP60

O43172 PRPF4 0,0663386 21 21 56,1 58,449 0 94,435 4681900000 U4/U6 small nuclear ribonucleoprotein Prp4

P00390 GSR 0,0663093 17 17 59 56,256 0 100,1 8763300000 Glutathione reductase, mitochondrial

P10155 TROVE2 0,0662666 22 22 57,6 60,67 0 81,983 5085300000 60 kDa SS-A/Ro ribonucleoprotein

Q13823 GNL2 0,0662593 16 16 28,7 83,654 0 68,826 2179000000 Nucleolar GTP-binding protein 2

Q6P3X3 TTC27 0,0661495 7 7 13,4 96,631 0 18,528 462620000 Tetratricopeptide repeat protein 27

O75940 SMNDC1 0,0661211 7 7 46,2 26,711 0 45,591 2262900000 Survival of motor neuron-related-splicing factor 30

Q68CZ6 HAUS3 0,0659136 5 5 12,9 69,65 0 16,413 286390000 HAUS augmin-like complex subunit 3

O15371 EIF3D 0,0659039 24 24 62,2 63,972 0 281,59 1,2974E+10 Eukaryotic translation initiation factor 3 subunit D

Q9BTC8 MTA3 0,0658389 17 12 34,3 67,503 0 58,228 2355800000 Metastasis-associated protein MTA3

P56377 AP1S2 0,0657101 2 1 10,8 18,615 0,0010087 2,48 135080000 AP-1 complex subunit sigma-2

P08473 MME 0,0657001 14 14 24,3 85,513 0 57,638 1865200000 Neprilysin

Q8N8A6 DDX51 0,0656203 15 15 29,7 72,456 0 53,732 1730700000 ATP-dependent RNA helicase DDX51

Q14061 COX17 0,0654872 7 7 84,1 6,9151 0 66,021 2779200000 Cytochrome c oxidase copper chaperone

Q9UPN6 SCAF8 0,0654751 11 8 14,2 140,52 0 16,238 1069600000 Protein SCAF8

Q6UB35 MTHFD1L 0,0654186 33 33 53,6 105,79 0 213,42 1,1232E+10 Monofunctional C1-tetrahydrofolate synthase, mitochondrial

Q16774 GUK1 0,0653823 5 5 43,1 21,725 0 24,461 501960000 Guanylate kinase

Q9UJX3 ANAPC7 0,0653259 14 14 35,6 66,855 0 46,957 1768400000 Anaphase-promoting complex subunit 7

P63162;P14678SNRPN;SNRPB0,0651471 8 8 24,6 24,614 0 42,066 8792900000 Small nuclear ribonucleoprotein-associated protein N;Small nuclear ribonucleoprotein-associated proteins B and B

Q9BQ69 MACROD1 0,065014 5 5 24,3 35,505 0 42,532 838430000 O-acetyl-ADP-ribose deacetylase MACROD1

Q7L8W6 DPH6 0,0649831 2 2 15,7 30,306 0,00021501 3,702 144650000 Diphthine--ammonia ligase

Q7Z7A4 PXK 0,0649449 6 6 19,7 64,949 0 17,449 259000000 PX domain-containing protein kinase-like protein

Q9BXJ9 NAA15 0,0649243 44 38 56,4 101,27 0 221,29 1,6304E+10 N-alpha-acetyltransferase 15, NatA auxiliary subunit

Q5JTV8 TOR1AIP1 0,0648802 7 7 17 66,248 0 20,389 818630000 Torsin-1A-interacting protein 1

Q13564 NAE1 0,0648175 15 15 47,8 60,246 0 108,07 2348000000 NEDD8-activating enzyme E1 regulatory subunit

O94906 PRPF6 0,064804 32 32 43,5 106,92 0 156,04 5308400000 Pre-mRNA-processing factor 6

Q92797 SYMPK 0,0647268 34 34 43,4 141,15 0 132,59 4459100000 Symplekin

Q9UKT9 IKZF3 0,064541 12 10 31,8 58,023 0 42,002 2178400000 Zinc finger protein Aiolos

Q96T58 SPEN 0,0644646 24 24 10,6 402,24 0 49,607 1109200000 Msx2-interacting protein

Q8NDC0 MAPK1IP1L 0,0644506 1 1 6,9 24,269 0 17,293 1659300000 MAPK-interacting and spindle-stabilizing protein-like

O43143 DHX15 0,0644 38 37 57,9 90,932 0 245,9 2,4892E+10 Pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15

P60983 GMFB 0,0643644 7 5 72,5 16,713 0 56,591 6205800000 Glia maturation factor beta

Q15645 TRIP13 0,0643564 13 13 34 48,55 0 53,649 1209200000 Pachytene checkpoint protein 2 homolog

Q9Y6A4 CFAP20 0,064306 2 2 24,4 22,774 0,0096408 1,4744 94509000 Cilia- and flagella-associated protein 20

Q9Y3B4 SF3B6 0,0642978 6 6 53,6 14,585 0 20,254 3423100000 Splicing factor 3B subunit 6

Q8TAE8 GADD45GIP1 0,0642664 8 8 52,3 25,384 0 17,004 365020000 Growth arrest and DNA damage-inducible proteins-interacting protein 1

Q9UKD2 MRTO4 0,0641268 15 15 54,8 27,56 0 54,359 5520900000 mRNA turnover protein 4 homolog

P40938 RFC3 0,0640975 22 22 68,3 40,556 0 158,46 4139400000 Replication factor C subunit 3

Q9NUQ8 ABCF3 0,0640562 19 19 39,2 79,744 0 159,58 2297000000 ATP-binding cassette sub-family F member 3

Q04446 GBE1 0,0639779 17 17 38,7 80,473 0 54,003 2588500000 1,4-alpha-glucan-branching enzyme

P30405 PPIF 0,0639421 10 9 61,4 22,04 0 75,805 6791700000 Peptidyl-prolyl cis-trans isomerase F, mitochondrial

Q96BH1 RNF25 0,0639327 4 4 11,8 51,218 0 8,9443 254520000 E3 ubiquitin-protein ligase RNF25

Q8WVM8 SCFD1 0,0638388 26 26 54 72,379 0 231,89 5215600000 Sec1 family domain-containing protein 1

P49815 TSC2 0,0633648 4 4 4,6 200,61 0 7,8251 73959000 Tuberin

O43318 MAP3K7 0,0633648 2 2 5,1 67,195 0 5,955 39136000 Mitogen-activated protein kinase kinase kinase 7

Q9BVJ6 UTP14A 0,0633622 27 27 48,2 87,977 0 188,51 3316200000 U3 small nucleolar RNA-associated protein 14 homolog A

P46940 IQGAP1 0,0633593 82 79 63,5 189,25 0 323,31 3,9306E+10 Ras GTPase-activating-like protein IQGAP1

Q9H3U1 UNC45A 0,0633247 23 23 35,5 103,08 0 106,01 2081400000 Protein unc-45 homolog A

Q9H5V9 CXorf56 0,0632878 3 3 20,7 25,624 0 6,8671 212300000 UPF0428 protein CXorf56

Q9Y6X9 MORC2 0,0631287 8 8 11,7 117,82 0 18,992 367050000 MORC family CW-type zinc finger protein 2

P22415 USF1 0,0630888 1 1 6,1 33,538 0,00021146 3,3761 74104000 Upstream stimulatory factor 1

P23526 AHCY 0,0630883 22 22 49,8 47,716 0 136,85 5,2379E+10 Adenosylhomocysteinase

Q86U42 PABPN1 0,0630509 12 12 31,4 32,749 0 135,16 8004600000 Polyadenylate-binding protein 2

O15504 NUPL2 0,0628794 3 3 12,3 44,871 0 4,3382 159440000 Nucleoporin-like protein 2

P04080 CSTB 0,0628666 5 5 77,6 11,139 0 38,166 6382000000 Cystatin-B

P52594 AGFG1 0,0628504 4 4 14,9 58,259 0 12,073 679120000 Arf-GAP domain and FG repeat-containing protein 1

P14868 DARS 0,0628458 33 33 72,3 57,136 0 216,1 3,2941E+10 Aspartate--tRNA ligase, cytoplasmic

Q9Y5T5 USP16 0,0628305 10 10 21,4 93,569 0 29,092 421820000 Ubiquitin carboxyl-terminal hydrolase 16

Q8N1F7 NUP93 0,0628207 33 33 52,5 93,487 0 164,83 8626200000 Nuclear pore complex protein Nup93

P05423 POLR3D 0,0627818 6 6 19,1 44,395 0 15,777 426710000 DNA-directed RNA polymerase III subunit RPC4

Q96K17 BTF3L4 0,0625398 6 6 65,2 17,27 0 34,581 2034100000 Transcription factor BTF3 homolog 4

Q9UNS2 COPS3 0,0625094 11 11 38,3 47,873 0 94,025 2282600000 COP9 signalosome complex subunit 3

P82675 MRPS5 0,0624938 12 12 31,4 48,006 0 33,785 1051100000 28S ribosomal protein S5, mitochondrial

Q96ST2 IWS1 0,0623308 6 6 10 91,954 0 17,783 614370000 Protein IWS1 homolog

Q99653 CHP1 0,0622668 3 3 19 22,456 0 5,3712 226950000 Calcineurin B homologous protein 1

Q9UBQ5 EIF3K 0,0622081 10 10 67,9 25,059 0 48,806 7539600000 Eukaryotic translation initiation factor 3 subunit K

Q9BZE1 MRPL37 0,0621965 16 16 55,6 48,117 0 34,259 1246100000 39S ribosomal protein L37, mitochondrial

Q9UBC2 EPS15L1 0,0620323 14 14 25,5 94,254 0 58,857 1177000000 Epidermal growth factor receptor substrate 15-like 1

Q9Y3E5 PTRH2 0,0619547 7 7 55,9 19,193 0 51,495 1980000000 Peptidyl-tRNA hydrolase 2, mitochondrial

Q9C0C9 UBE2O 0,0618755 31 31 33,6 141,29 0 151,88 4812000000 E2/E3 hybrid ubiquitin-protein ligase UBE2O

O00193 SMAP 0,0618321 4 4 22,4 20,332 0 24,823 1752800000 Small acidic protein

Q15029 EFTUD2 0,0617997 48 47 70,9 109,43 0 295,07 2,759E+10 116 kDa U5 small nuclear ribonucleoprotein component

Q01469 FABP5 0,0617943 12 12 76,3 15,164 0 270,53 5,9929E+10 Fatty acid-binding protein, epidermal

Q7KZI7 MARK2 0,0617666 9 6 16,8 87,91 0 24,045 471370000 Serine/threonine-protein kinase MARK2

Q6P1N9 TATDN1 0,0617519 9 9 37,7 33,601 0 37,106 1093800000 Putative deoxyribonuclease TATDN1

P62306 SNRPF 0,0617015 3 3 32,6 9,7251 0 18,596 2957800000 Small nuclear ribonucleoprotein F

Q9H2M9 RAB3GAP2 0,0616702 26 26 26,8 155,98 0 73,992 1661800000 Rab3 GTPase-activating protein non-catalytic subunit

Q9BW71 HIRIP3 0,0616336 5 5 11,9 61,956 0 16,163 299630000 HIRA-interacting protein 3

P31641 SLC6A6 0,0616048 2 2 4,2 69,829 0 10,445 167460000 Sodium- and chloride-dependent taurine transporter

Q13526 PIN1 0,0615433 8 8 66,3 18,243 0 72,994 3686100000 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1

Q9NQV6 PRDM10 0,0615089 4 4 5,2 130,13 0 6,4814 125950000 PR domain zinc finger protein 10

Q92783 STAM 0,0614305 3 2 6,7 59,179 0,0010073 2,4596 96207000 Signal transducing adapter molecule 1

P52565 ARHGDIA 0,0613617 10 10 54,9 23,207 0 95,173 1,0737E+10 Rho GDP-dissociation inhibitor 1

Q9Y3D3 MRPS16 0,0612275 5 5 50,4 15,345 0 11,447 3022400000 28S ribosomal protein S16, mitochondrial

O95248 SBF1 0,0610822 10 10 8,7 208,44 0 21,838 215530000 Myotubularin-related protein 5

P13716 ALAD 0,0610222 5 5 20,3 36,294 0 24,293 421390000 Delta-aminolevulinic acid dehydratase

O14647 CHD2 0,0608629 11 9 8,4 211,34 0 16,536 374310000 Chromodomain-helicase-DNA-binding protein 2

P33241 LSP1 0,0608477 16 16 66,1 37,191 0 263,11 2,4665E+10 Lymphocyte-specific protein 1

Q6FI81 CIAPIN1 0,0608097 16 16 62,8 33,582 0 83,815 3263200000 Anamorsin

Q02252 ALDH6A1 0,0607159 7 7 21,5 57,839 0 22,889 321650000 Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial

Q9NY93 DDX56 0,0606916 17 17 48,8 61,589 0 62,463 1798800000 Probable ATP-dependent RNA helicase DDX56

Q9BW19 KIFC1 0,0606499 18 18 40,6 73,747 0 69,605 5254400000 Kinesin-like protein KIFC1

Q9HBL8 NMRAL1 0,0605748 4 4 14,4 33,344 0 6,3367 96788000 NmrA-like family domain-containing protein 1

P08922 ROS1 0,0604624 2 2 0,8 263,91 0,0035184 1,9521 1643300000 Proto-oncogene tyrosine-protein kinase ROS

P40937 RFC5 0,060458 16 16 62,9 38,496 0 90,233 4350500000 Replication factor C subunit 5

P19174 PLCG1 0,0604426 20 20 25,5 148,53 0 59,641 1250100000 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-1

O95684 FGFR1OP 0,0604426 4 4 20,8 43,064 0 17,669 240260000 FGFR1 oncogene partner

Q32P28 LEPRE1 0,0603876 9 9 21,3 83,393 0 42,891 682830000 Prolyl 3-hydroxylase 1

P11182 DBT 0,0603862 6 6 21,2 53,486 0 13,564 488760000 Lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrial

Q14181 POLA2 0,0602679 11 11 29,9 65,947 0 41,82 1869500000 DNA polymerase alpha subunit B

P19784 CSNK2A2 0,0601895 15 15 53,4 41,213 0 90,486 3710100000 Casein kinase II subunit alpha

Q5HYJ1 TECRL 0,0600474 1 1 2,5 42,009 0,0035211 1,9629 139640000 Trans-2,3-enoyl-CoA reductase-like

Q9H497 TOR3A 0,0600262 3 3 8,8 46,198 0 7,5238 93945000 Torsin-3A

Q96PU8 QKI 0,0600123 6 6 24,3 37,67 0 40,504 1261200000 Protein quaking

Q13601 KRR1 0,059751 7 7 26,8 43,664 0 12,752 1098700000 KRR1 small subunit processome component homolog

O60216 RAD21 0,0596623 24 24 49,1 71,689 0 122,83 3360700000 Double-strand-break repair protein rad21 homolog

Q5T440 IBA57 0,0595828 4 4 21,3 38,155 0 12,933 184100000 Putative transferase CAF17, mitochondrial

Q15031 LARS2 0,059578 8 8 11,1 101,97 0 23,051 439970000 Probable leucine--tRNA ligase, mitochondrial

P60510 PPP4C 0,0595238 10 8 41,7 35,08 0 66,945 1760900000 Serine/threonine-protein phosphatase 4 catalytic subunit

P61981 YWHAG 0,0594913 15 10 72,5 28,302 0 192,49 2,6023E+10 14-3-3 protein gamma;14-3-3 protein gamma, N-terminally processed

O43169 CYB5B 0,0594787 6 6 61 16,332 0 79,947 8301100000 Cytochrome b5 type B

Q5T3J3 LRIF1 0,0592552 3 3 6,9 84,567 0 6,3958 147780000 Ligand-dependent nuclear receptor-interacting factor 1

P61964 WDR5 0,0592458 13 12 65,9 36,588 0 46,808 2152800000 WD repeat-containing protein 5

P20073 ANXA7 0,0591315 16 16 33,4 52,739 0 156,34 4537100000 Annexin A7

P31948 STIP1 0,0591249 46 46 63,7 62,639 0 176,62 5,9887E+10 Stress-induced-phosphoprotein 1

Q86TU7 SETD3 0,0590087 6 6 13,5 67,256 0 38,056 442400000 Histone-lysine N-methyltransferase setd3

Q9Y5Q9 GTF3C3 0,0587703 8 8 13,1 101,27 0 20,435 497530000 General transcription factor 3C polypeptide 3

Q15369 TCEB1 0,058764 6 6 58 12,473 0 27,822 4324600000 Transcription elongation factor B polypeptide 1

O15270 SPTLC2 0,0585677 13 13 37 62,924 0 66,767 1298300000 Serine palmitoyltransferase 2

Q99832 CCT7 0,0584462 39 39 78,8 59,366 0 323,31 7,3339E+10 T-complex protein 1 subunit eta

Q9NRX1 PNO1 0,0583493 10 10 50,8 27,924 0 135,72 1799400000 RNA-binding protein PNO1

P28482 MAPK1 0,0583483 16 12 67,8 41,389 0 70,918 3973100000 Mitogen-activated protein kinase 1

Q9H9Y2 RPF1 0,0583053 8 8 34,4 40,11 0 23,65 641490000 Ribosome production factor 1

Q9H583 HEATR1 0,0582921 63 63 37,2 242,37 0 269,88 9377100000 HEAT repeat-containing protein 1;HEAT repeat-containing protein 1, N-terminally processed

P82930 MRPS34 0,0582146 9 9 48,6 25,65 0 25,585 1580700000 28S ribosomal protein S34, mitochondrial

Q15435 PPP1R7 0,0581638 17 17 56,1 41,564 0 197,32 6809700000 Protein phosphatase 1 regulatory subunit 7

Q2M389 KIAA1033 0,0580874 13 13 17 136,4 0 22,482 885990000 WASH complex subunit 7

Q15691 MAPRE1 0,0580386 21 20 86,2 29,999 0 248,72 4,6485E+10 Microtubule-associated protein RP/EB family member 1

Q9NSV4 DIAPH3 0,0577474 17 17 18,6 136,92 0 35,371 703030000 Protein diaphanous homolog 3

Q9Y3D7 PAM16 0,0575533 2 2 24,8 13,825 0 10,093 503870000 Mitochondrial import inner membrane translocase subunit TIM16

O43617 TRAPPC3 0,0575014 8 8 48,9 20,274 0 26,921 1458900000 Trafficking protein particle complex subunit 3

Q8ND56 LSM14A 0,057419 8 8 24,8 50,529 0 76,185 2042200000 Protein LSM14 homolog A

Q92905 COPS5 0,0573944 9 9 35,9 37,578 0 34,857 1468000000 COP9 signalosome complex subunit 5

Q9Y4W2 LAS1L 0,0573539 15 15 29,6 83,064 0 60,886 1955100000 Ribosomal biogenesis protein LAS1L

P26358 DNMT1 0,0571978 56 56 46,1 183,16 0 217,12 1,705E+10 DNA (cytosine-5)-methyltransferase 1

Q14258 TRIM25 0,057181 7 7 18,6 70,973 0 26,137 710530000 E3 ubiquitin/ISG15 ligase TRIM25

P57737 CORO7 0,0570722 30 30 56,3 100,6 0 182,76 1,025E+10 Coronin-7

Q96E11 MRRF 0,0569282 4 4 21,4 29,277 0 15,855 596750000 Ribosome-recycling factor, mitochondrial

Q13356 PPIL2 0,0568236 12 12 41,2 58,823 0 35,697 1205200000 Peptidyl-prolyl cis-trans isomerase-like 2

P00374 DHFR 0,0567355 11 11 70,6 21,452 0 31,414 3327900000 Dihydrofolate reductase

O95801 TTC4 0,0566916 9 9 36,4 44,678 0 33,384 999260000 Tetratricopeptide repeat protein 4

P51610 HCFC1 0,0563749 43 43 32,8 208,73 0 196,8 8910000000 Host cell factor 1;HCF N-terminal chain 1;HCF N-terminal chain 2;HCF N-terminal chain 3;HCF N-terminal chain 4;HCF N-terminal chain 5;HCF N-terminal chain 6;HCF C-terminal chain 1;HCF C-terminal chain 2;HCF C-terminal chain 3;HCF C-terminal chain 4;HCF C-terminal chain 5;HCF C-terminal chain 6

Q86WJ1 CHD1L 0,0563626 5 5 7,1 101 0 12,149 100080000 Chromodomain-helicase-DNA-binding protein 1-like

Q96RU3 FNBP1 0,0563494 17 17 37,6 71,306 0 55,186 3081100000 Formin-binding protein 1

O95551 TDP2 0,0563285 9 9 35,6 40,929 0 48,597 538660000 Tyrosyl-DNA phosphodiesterase 2

Q9Y3P9 RABGAP1 0,0563136 8 8 11,2 121,74 0 33,457 395280000 Rab GTPase-activating protein 1

P40692 MLH1 0,0562907 17 17 34,8 84,6 0 85,538 831690000 DNA mismatch repair protein Mlh1

Q9BVI4 NOC4L 0,0562494 19 19 46,7 58,467 0 59,577 2105900000 Nucleolar complex protein 4 homolog

P55084 HADHB 0,0561719 21 21 49,2 51,294 0 79,668 8109500000 Trifunctional enzyme subunit beta, mitochondrial;3-ketoacyl-CoA thiolase

Q8IWZ3 ANKHD1 0,0561392 19 12 14,2 269,45 0 36,888 798860000 Ankyrin repeat and KH domain-containing protein 1

Q9P265 DIP2B 0,0560588 14 12 14,9 171,49 0 49,549 886580000 Disco-interacting protein 2 homolog B

Q9UHY7 ENOPH1 0,0560492 9 9 41,8 28,932 0 45,757 2965200000 Enolase-phosphatase E1

Q92995 USP13 0,0558883 19 17 32,2 97,326 0 54,952 1843300000 Ubiquitin carboxyl-terminal hydrolase 13

Q969Z0 TBRG4 0,0558815 15 15 40,9 70,737 0 129,59 3239900000 Protein TBRG4

P62879 GNB2 0,0558764 16 7 69,4 37,331 0 117,69 7778700000 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2

Q9NYF8 BCLAF1 0,0557605 13 13 19 106,12 0 76,422 6864700000 Bcl-2-associated transcription factor 1

P05455 SSB 0,0556121 34 34 63 46,836 0 231,06 3,6207E+10 Lupus La protein

Q8TC07 TBC1D15 0,0554736 13 13 27,2 79,49 0 34,696 1036600000 TBC1 domain family member 15

P50990 CCT8 0,0554434 39 39 73,4 59,62 0 254,97 1,0092E+11 T-complex protein 1 subunit theta

Q8WYP5 AHCTF1 0,055197 19 19 15,8 252,5 0 48,529 1030400000 Protein ELYS

Q8WWM7 ATXN2L 0,0551955 28 28 34,3 113,37 0 176,86 8158300000 Ataxin-2-like protein

P06730 EIF4E 0,0551313 5 5 33,6 25,097 0 45,137 3323700000 Eukaryotic translation initiation factor 4E

Q9Y277 VDAC3 0,0551258 11 11 53,4 30,658 0 55,47 5252500000 Voltage-dependent anion-selective channel protein 3

O75643 SNRNP200 0,0551117 108 108 62,5 244,5 0 323,31 3,5167E+10 U5 small nuclear ribonucleoprotein 200 kDa helicase

Q8N4V1 MMGT1 0,0550455 2 2 26,7 14,686 0 28,407 503880000 Membrane magnesium transporter 1

Q5TAQ9 DCAF8 0,0549938 4 4 10,7 66,851 0 12,284 150690000 DDB1- and CUL4-associated factor 8

P41240 CSK 0,054918 23 23 63,6 50,704 0 151,87 1,1255E+10 Tyrosine-protein kinase CSK

Q9P289 STK26 0,05483 11 5 33,4 46,528 0 39,703 1874900000 Serine/threonine-protein kinase 26

Q15042 RAB3GAP1 0,0547247 23 23 32,4 110,52 0 74,775 2193800000 Rab3 GTPase-activating protein catalytic subunit

P51570 GALK1 0,0546871 15 15 51,3 42,272 0 112,4 3509000000 Galactokinase

Q9BTC0 DIDO1 0,05461 23 23 20,3 243,87 0 66,101 1605700000 Death-inducer obliterator 1

Q92793 CREBBP 0,054593 6 3 2,8 265,35 0 12,647 143160000 CREB-binding protein

Q14790 CASP8 0,0545838 7 7 24,4 55,391 0 14,232 2489100000 Caspase-8;Caspase-8 subunit p18;Caspase-8 subunit p10

O00232 PSMD12 0,0545784 22 22 51,8 52,904 0 108,35 7318700000 26S proteasome non-ATPase regulatory subunit 12

Q9BTE7 DCUN1D5 0,0545659 7 7 31,6 27,508 0 13,183 482240000 DCN1-like protein 5

P55060 CSE1L 0,0545532 53 53 60,5 110,42 0 323,31 5,098E+10 Exportin-2

O95861 BPNT1 0,0545084 15 15 56,8 33,392 0 66,108 1,0123E+10 3(2),5-bisphosphate nucleotidase 1

Q12904 AIMP1 0,0545022 15 15 70,8 34,352 0 107,15 8641800000 Aminoacyl tRNA synthase complex-interacting multifunctional protein 1;Endothelial monocyte-activating polypeptide 2

Q15910 EZH2 0,0544195 13 11 27,3 85,362 0 46,295 1555900000 Histone-lysine N-methyltransferase EZH2

P61960 UFM1 0,0543081 5 5 68,2 9,1175 0 22,154 5566700000 Ubiquitin-fold modifier 1

Q9H0E9 BRD8 0,0543033 4 4 5,3 135,33 0 7,972 179690000 Bromodomain-containing protein 8

Q14653 IRF3 0,054252 6 6 23,9 47,219 0 24,824 259520000 Interferon regulatory factor 3

P53582 METAP1 0,0541096 16 16 67,6 43,215 0 184,25 6365800000 Methionine aminopeptidase 1

Q9NTZ6 RBM12 0,0540501 16 16 19,2 97,394 0 67,744 3946600000 RNA-binding protein 12

Q9GZZ1 NAA50 0,053853 14 14 67,5 19,398 0 61,751 5045700000 N-alpha-acetyltransferase 50

Q96S94 CCNL2 0,0537541 4 4 18,3 58,147 0 20,665 131140000 Cyclin-L2

P56537 EIF6 0,0537271 9 9 56,7 26,599 0 99,826 1,2587E+10 Eukaryotic translation initiation factor 6

P42166 TMPO 0,0537125 30 21 67,3 75,491 0 323,31 2,2148E+10 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin

Q9UHX1 PUF60 0,0536573 24 24 62,1 59,875 0 117,11 1,1874E+10 Poly(U)-binding-splicing factor PUF60

P62942 FKBP1A 0,0534552 4 4 41,7 11,951 0 100,04 6393700000 Peptidyl-prolyl cis-trans isomerase FKBP1A

Q9UH17 APOBEC3B 0,0534024 4 3 18,8 45,924 0 12,02 166460000 DNA dC->dU-editing enzyme APOBEC-3B

Q14761 PTPRCAP 0,053265 4 4 18,9 21,196 0 9,6085 285900000 Protein tyrosine phosphatase receptor type C-associated protein

P50748 KNTC1 0,0528711 16 16 10,4 250,75 0 22,96 1044900000 Kinetochore-associated protein 1

O94915 FRYL 0,0526376 17 16 8,4 339,59 0 34,619 799470000 Protein furry homolog-like

O15067 PFAS 0,0526191 49 49 56,6 144,73 0 323,31 2,5558E+10 Phosphoribosylformylglycinamidine synthase

Q15007 WTAP 0,0525609 6 6 22,5 44,243 0 157,43 937350000 Pre-mRNA-splicing regulator WTAP

Q96RS6 NUDCD1 0,0525375 15 15 40 66,755 0 59,413 2518600000 NudC domain-containing protein 1

Q96L92 SNX27 0,0524839 9 9 23,3 61,264 0 19,312 530800000 Sorting nexin-27

Q99996 AKAP9 0,0524768 28 28 10,3 452,98 0 73,698 865750000 A-kinase anchor protein 9

Q12768 KIAA0196 0,0524312 18 18 22,4 134,28 0 50,022 994300000 WASH complex subunit strumpellin

Q969Y2 GTPBP3 0,052276 6 6 14,2 52,058 0 17,029 205600000 tRNA modification GTPase GTPBP3, mitochondrial

Q15036 SNX17 0,0522353 2 2 7,9 52,901 0 4,6314 87495000 Sorting nexin-17

P62877 RBX1 0,0521762 3 3 25 12,274 0 24,157 1612300000 E3 ubiquitin-protein ligase RBX1;E3 ubiquitin-protein ligase RBX1, N-terminally processed

Q96QK1 VPS35 0,0521634 29 29 42,3 91,706 0 182,76 8637900000 Vacuolar protein sorting-associated protein 35

Q6P2Q9 PRPF8 0,0520968 86 86 46,5 273,6 0 323,31 2,8303E+10 Pre-mRNA-processing-splicing factor 8

Q96EY7 PTCD3 0,0519924 19 19 36,9 78,549 0 75,463 3652100000 Pentatricopeptide repeat domain-containing protein 3, mitochondrial

O43324 EEF1E1 0,0519393 10 10 63,2 19,81 0 57,681 4684400000 Eukaryotic translation elongation factor 1 epsilon-1

Q08209 PPP3CA 0,0518836 6 3 15,7 58,687 0 15,36 471440000 Serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform

Q99598 TSNAX 0,0518589 10 10 45,2 33,112 0 36,247 1946400000 Translin-associated protein X

Q8NB78 KDM1B 0,0518062 4 4 7,2 92,097 0 10,803 133850000 Lysine-specific histone demethylase 1B

Q9HCK8 CHD8 0,0517732 14 10 8 290,52 0 30,895 831460000 Chromodomain-helicase-DNA-binding protein 8

P68371;P04350TUBB4B;TUBB4A0,0516234 27 4 74,8 49,83 0 323,31 4,2805E+11 Tubulin beta-4B chain;Tubulin beta-4A chain

Q58FF8 HSP90AB2P 0,0515803 14 1 27,8 44,348 0 37,547 1,9928E+10 Putative heat shock protein HSP 90-beta 2

Q6UXN9 WDR82 0,051569 9 9 50,5 35,079 0 35,318 1502200000 WD repeat-containing protein 82

Q96P16 RPRD1A 0,0515621 13 11 50,3 35,719 0 29,403 832200000 Regulation of nuclear pre-mRNA domain-containing protein 1A

Q9NQ50 MRPL40 0,0515111 7 7 41,3 24,49 0 21,146 553900000 39S ribosomal protein L40, mitochondrial

Q6NT76 HMBOX1 0,0514362 3 3 12,9 47,278 0 9,2788 108760000 Homeobox-containing protein 1

Q14498 RBM39 0,0513631 19 16 45,1 59,379 0 203,94 1,3427E+10 RNA-binding protein 39

P62304 SNRPE 0,0512773 4 4 65,2 10,803 0 16,19 2292000000 Small nuclear ribonucleoprotein E

Q06210 GFPT1 0,0512418 36 36 63,1 78,806 0 210,31 1,6375E+10 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1

Q86W42 THOC6 0,0512081 13 13 63,3 37,535 0 67,472 1897200000 THO complex subunit 6 homolog

P28340 POLD1 0,0512008 47 47 62,6 123,63 0 241,1 8886300000 DNA polymerase delta catalytic subunit

P17987 TCP1 0,0511716 36 36 72,3 60,343 0 323,31 7,5092E+10 T-complex protein 1 subunit alpha

Q8TEQ6 GEMIN5 0,0511631 50 50 50,1 168,59 0 157,39 8344400000 Gem-associated protein 5

Q13685 AAMP 0,0511508 10 10 41 46,75 0 46,054 1653900000 Angio-associated migratory cell protein

O14737 PDCD5 0,0510889 8 8 51,2 14,285 0 60,997 6910200000 Programmed cell death protein 5

Q9Y2Z4 YARS2 0,0509636 12 12 36,5 53,198 0 59,22 2090900000 Tyrosine--tRNA ligase, mitochondrial

O75179 ANKRD17 0,0509438 21 14 13,1 274,25 0 79,576 2125900000 Ankyrin repeat domain-containing protein 17

O00244 ATOX1 0,0509144 5 5 69,1 7,4016 0 39,25 1942200000 Copper transport protein ATOX1

Q9P1F3 ABRACL 0,0508866 5 5 77,8 9,0564 0 49,757 1,8686E+10 Costars family protein ABRACL

O75175 CNOT3 0,0507985 6 6 10,6 81,871 0 8,1414 521370000 CCR4-NOT transcription complex subunit 3

P30508;Q07000;P30510;P30505;Q9TNN7;P30504;P30501;Q95604HLA-C 0,0506983 13 0 47,8 40,885 0 44,647 1199400000 HLA class I histocompatibility antigen, Cw-12 alpha chain;HLA class I histocompatibility antigen, Cw-15 alpha chain;HLA class I histocompatibility antigen, Cw-14 alpha chain;HLA class I histocompatibility antigen, Cw-8 alpha chain;HLA class I histocompatibility antigen, Cw-5 alpha chain;HLA class I histocompatibility antigen, Cw-4 alpha chain;HLA class I histocompatibility antigen, Cw-2 alpha chain;HLA class I histocompatibility antigen, Cw-17 alpha chain

Q15436 SEC23A 0,0506926 18 15 34,9 86,16 0 115,98 1803500000 Protein transport protein Sec23A

P50991 CCT4 0,0506625 30 30 61,6 57,924 0 323,31 6,2479E+10 T-complex protein 1 subunit delta

P22695 UQCRC2 0,050655 17 17 46,8 48,442 0 133,25 1,9114E+10 Cytochrome b-c1 complex subunit 2, mitochondrial

P45973 CBX5 0,0506375 12 11 62,3 22,225 0 69,344 1,6336E+10 Chromobox protein homolog 5

Q14554 PDIA5 0,0505271 6 6 18,7 59,594 0 9,4003 117970000 Protein disulfide-isomerase A5

P09234 SNRPC 0,050509 2 2 18,9 17,394 0 12,855 4720900000 U1 small nuclear ribonucleoprotein C

P47974 ZFP36L2 0,0504668 2 2 6,5 51,062 0,0006183 2,8891 42730000 Zinc finger protein 36, C3H1 type-like 2

Q92552 MRPS27 0,0502907 11 11 30,4 47,611 0 45,704 2392300000 28S ribosomal protein S27, mitochondrial

Q9UI12 ATP6V1H 0,0502594 9 9 29,6 55,882 0 40,663 1146000000 V-type proton ATPase subunit H

Q9C0J8 WDR33 0,0502343 15 15 19,8 145,89 0 48,801 904060000 pre-mRNA 3 end processing protein WDR33

O60232 SSSCA1 0,0502282 8 8 69,8 21,474 0 58,538 1583900000 Sjoegren syndrome/scleroderma autoantigen 1

Q9Y5A7 NUB1 0,050132 5 5 11,9 70,537 0 11,139 263090000 NEDD8 ultimate buster 1

Q01085 TIAL1 0,0501274 12 9 48 41,59 0 63,542 4706400000 Nucleolysin TIAR

Q9BVP2 GNL3 0,050075 20 20 43,2 61,992 0 159,38 4656800000 Guanine nucleotide-binding protein-like 3

P38646 HSPA9 0,0500424 44 43 60,1 73,68 0 323,31 1,2638E+11 Stress-70 protein, mitochondrial

P34896 SHMT1 0,0499278 16 15 45,5 53,082 0 80,305 1827600000 Serine hydroxymethyltransferase, cytosolic

P35249 RFC4 0,0497415 20 20 65,8 39,681 0 128,19 8145600000 Replication factor C subunit 4

P62861 FAU 0,0497355 3 3 20,3 6,6478 0 10,973 5717700000 40S ribosomal protein S30

Q9NPJ3 ACOT13 0,0496649 5 5 62,1 14,96 0 43,041 1358200000 Acyl-coenzyme A thioesterase 13;Acyl-coenzyme A thioesterase 13, N-terminally processed

Q9BV57 ADI1 0,0496096 8 8 63,7 21,498 0 33,044 2559600000 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase

P33240 CSTF2 0,049561 14 9 38,3 60,959 0 90,929 3290600000 Cleavage stimulation factor subunit 2

P42285 SKIV2L2 0,0494481 38 38 43,4 117,8 0 134,14 8970100000 Superkiller viralicidic activity 2-like 2

O75934 BCAS2 0,0493804 11 11 59,1 26,131 0 195,68 2605800000 Pre-mRNA-splicing factor SPF27

Q13330 MTA1 0,0493334 12 8 22 80,785 0 19,167 553980000 Metastasis-associated protein MTA1

Q8N201 INTS1 0,0492524 18 18 12,7 244,29 0 49,651 760800000 Integrator complex subunit 1

Q14839 CHD4 0,0492273 74 55 47,7 218 0 323,31 2,255E+10 Chromodomain-helicase-DNA-binding protein 4

Q8WXW3 PIBF1 0,0492126 3 3 4,2 89,804 0 6,4058 54482000 Progesterone-induced-blocking factor 1

Q8IWX8 CHERP 0,0492028 21 21 28,5 103,7 0 76,058 4269500000 Calcium homeostasis endoplasmic reticulum protein

Q96T51 RUFY1 0,049178 9 9 21,9 79,817 0 29,971 511420000 RUN and FYVE domain-containing protein 1

Q15393 SF3B3 0,0490588 43 43 49,1 135,58 0 323,31 2,7601E+10 Splicing factor 3B subunit 3

Q96JM3 CHAMP1 0,048901 21 21 31,7 89,098 0 44,814 1411900000 Chromosome alignment-maintaining phosphoprotein 1

Q9BYG3 NIFK 0,0485526 12 12 50,9 34,222 0 124,15 2785800000 MKI67 FHA domain-interacting nucleolar phosphoprotein

Q6P2E9 EDC4 0,0485351 34 34 40,7 151,66 0 204 5676000000 Enhancer of mRNA-decapping protein 4

Q9H0J9 PARP12 0,0484436 3 2 6,4 79,063 0,0023871 2,234 65078000 Poly [ADP-ribose] polymerase 12

Q02543 RPL18A 0,0484155 9 9 40,9 20,762 0 40,618 1,9674E+10 60S ribosomal protein L18a

Q9UBI1 COMMD3 0,0483796 7 7 47,7 22,151 0 28,196 887150000 COMM domain-containing protein 3

Q96C90 PPP1R14B 0,0482974 5 5 49,7 15,911 0 59,552 2677300000 Protein phosphatase 1 regulatory subunit 14B

O14979 HNRNPDL 0,0482517 13 12 27,4 46,437 0 54,429 1,5181E+10 Heterogeneous nuclear ribonucleoprotein D-like

O95273 CCNDBP1 0,0482362 1 1 3,6 40,262 0,0014059 2,3977 52010000 Cyclin-D1-binding protein 1

Q9NZT2 OGFR 0,0481766 13 13 29,1 73,324 0 94,761 2480700000 Opioid growth factor receptor

Q99873 PRMT1 0,0481518 23 23 63,3 42,461 0 156,18 2,1262E+10 Protein arginine N-methyltransferase 1

P62888 RPL30 0,0480957 8 8 59,1 12,784 0 84,006 3,1861E+10 60S ribosomal protein L30

Q86YV5 SGK223 0,0480089 5 5 5,8 149,62 0 14,281 119610000 Tyrosine-protein kinase SgK223



Q96EY1 DNAJA3 0,0480068 12 12 29,8 52,488 0 56,114 2733800000 DnaJ homolog subfamily A member 3, mitochondrial

Q9H1Z4 WDR13 0,0478175 2 2 9,1 53,695 0,00021455 3,6447 33089000 WD repeat-containing protein 13

P51531 SMARCA2 0,0477055 16 6 14 181,28 0 13,014 227330000 Probable global transcription activator SNF2L2

P48643 CCT5 0,0476649 41 41 75,4 59,67 0 323,31 7,8874E+10 T-complex protein 1 subunit epsilon

Q9UNI6 DUSP12 0,0476184 6 6 23,8 37,687 0 15,397 321610000 Dual specificity protein phosphatase 12

Q53QZ3 ARHGAP15 0,0473996 4 4 11,6 54,544 0 9,1676 213900000 Rho GTPase-activating protein 15

Q13868 EXOSC2 0,0472058 8 8 40,3 32,789 0 38,98 1099700000 Exosome complex component RRP4

Q9ULW3 ABT1 0,0471344 6 6 28,7 31,079 0 16,426 466420000 Activator of basal transcription 1

P49770 EIF2B2 0,0470708 10 10 39,9 38,989 0 33,449 2298400000 Translation initiation factor eIF-2B subunit beta

P08238 HSP90AB1 0,0469087 58 32 65,5 83,263 0 323,31 5,8899E+11 Heat shock protein HSP 90-beta

Q92608 DOCK2 0,0468832 56 56 41,7 211,95 0 215,6 8366200000 Dedicator of cytokinesis protein 2

Q15785 TOMM34 0,0468828 15 15 59,9 34,559 0 100,73 4325000000 Mitochondrial import receptor subunit TOM34

Q9NX55 HYPK 0,0468571 6 6 43,4 14,665 0 116,94 1537500000 Huntingtin-interacting protein K

O15164 TRIM24 0,0468121 12 12 20,1 116,83 0 26,316 490860000 Transcription intermediary factor 1-alpha

O60884 DNAJA2 0,0467684 21 21 59,7 45,745 0 102,33 1,1471E+10 DnaJ homolog subfamily A member 2

Q9NTX5 ECHDC1 0,0466874 12 12 59,3 33,698 0 63,208 1960200000 Ethylmalonyl-CoA decarboxylase

Q9NX24 NHP2 0,0466155 6 6 68,6 17,201 0 88,741 3119500000 H/ACA ribonucleoprotein complex subunit 2

A5YKK6 CNOT1 0,0465584 59 59 34,7 266,94 0 233,72 7331200000 CCR4-NOT transcription complex subunit 1

Q15257 PPP2R4 0,0464906 11 11 49,2 40,667 0 35,787 1726100000 Serine/threonine-protein phosphatase 2A activator

P26583 HMGB2 0,046419 17 15 46,4 24,033 0 62,822 2,7229E+10 High mobility group protein B2

O00629 KPNA4 0,0463016 12 8 36,9 57,886 0 61,081 4522500000 Importin subunit alpha-3

Q96RP9 GFM1 0,0462184 26 26 45,5 83,471 0 62,533 3265900000 Elongation factor G, mitochondrial

O75223 GGCT 0,0462137 10 10 72,9 21,007 0 34,946 3012000000 Gamma-glutamylcyclotransferase

Q9BVC4 MLST8 0,0461418 4 4 16,6 35,876 0 11,722 98611000 Target of rapamycin complex subunit LST8

Q00577 PURA 0,0461382 8 8 32,3 34,91 0 72,847 2237200000 Transcriptional activator protein Pur-alpha

Q12849 GRSF1 0,046052 13 13 45,2 53,126 0 56,708 3119100000 G-rich sequence factor 1

Q99417 MYCBP 0,0460471 6 6 71,8 11,967 0 18,386 2248400000 C-Myc-binding protein

P61088;Q5JXB2UBE2N;UBE2NL0,0460355 9 9 53,3 17,138 0 46,357 1,3737E+10 Ubiquitin-conjugating enzyme E2 N;Putative ubiquitin-conjugating enzyme E2 N-like

P32519 ELF1 0,0460292 15 14 38,6 67,497 0 176,4 6814900000 ETS-related transcription factor Elf-1

Q15427 SF3B4 0,0460162 7 7 25,5 44,385 0 39,882 4930900000 Splicing factor 3B subunit 4

Q15459 SF3A1 0,0460007 38 38 51,7 88,885 0 191,06 1,8757E+10 Splicing factor 3A subunit 1

Q14683 SMC1A 0,0459335 55 55 53,2 143,23 0 204,45 8793100000 Structural maintenance of chromosomes protein 1A

Q9P0M9 MRPL27 0,0459039 4 4 35,1 16,073 0 17,269 238830000 39S ribosomal protein L27, mitochondrial

P40227 CCT6A 0,0458613 32 26 72,1 58,024 0 269,13 7,1374E+10 T-complex protein 1 subunit zeta

O95232 LUC7L3 0,0457534 10 10 32,9 51,466 0 49,946 3308500000 Luc7-like protein 3

P62318 SNRPD3 0,0456287 5 5 53,2 13,916 0 100,31 1,7812E+10 Small nuclear ribonucleoprotein Sm D3

Q7Z6K3 PTAR1 0,0455827 2 2 5,7 46,405 0 8,2335 44664000 Protein prenyltransferase alpha subunit repeat-containing protein 1

Q9UPN9 TRIM33 0,0455093 10 10 12,5 122,53 0 26,719 590270000 E3 ubiquitin-protein ligase TRIM33

O75607 NPM3 0,0454294 7 7 60,1 19,343 0 323,31 9091200000 Nucleoplasmin-3

Q9UQR0 SCML2 0,0454234 15 15 34,9 77,256 0 62,072 1447300000 Sex comb on midleg-like protein 2

Q9GZS3 WDR61 0,0453978 9 9 47,5 33,58 0 59,122 2704500000 WD repeat-containing protein 61;WD repeat-containing protein 61, N-terminally processed

P12004 PCNA 0,0453683 15 15 83,1 28,768 0 184,68 5,7755E+10 Proliferating cell nuclear antigen

Q66K74 MAP1S 0,0452909 14 14 21,2 112,21 0 52,397 1059800000 Microtubule-associated protein 1S;MAP1S heavy chain;MAP1S light chain

P17844 DDX5 0,0451633 39 30 66,6 69,147 0 323,31 8,3838E+10 Probable ATP-dependent RNA helicase DDX5

Q16531 DDB1 0,0451568 40 40 45,9 126,97 0 170,28 1,1299E+10 DNA damage-binding protein 1

P30519 HMOX2 0,0450753 14 14 62,7 36,032 0 108,15 4242400000 Heme oxygenase 2

Q96FX7 TRMT61A 0,0450516 9 9 53,6 31,381 0 31,332 1108000000 tRNA (adenine(58)-N(1))-methyltransferase catalytic subunit TRMT61A

Q9H223 EHD4 0,045007 24 20 52,1 61,174 0 104,48 4158800000 EH domain-containing protein 4

P23634 ATP2B4 0,0450065 9 7 10,5 137,92 0 12,644 352530000 Plasma membrane calcium-transporting ATPase 4

Q71UI9;P0C0S5H2AFV;H2AFZ 0,0450037 5 3 31,2 13,509 0 25,482 2,4399E+10 Histone H2A.V;Histone H2A.Z

Q96AP0 ACD 0,0447438 2 2 10,1 57,733 0,0049885 1,7299 66178000 Adrenocortical dysplasia protein homolog

Q9H1A4 ANAPC1 0,0446663 19 19 14,2 216,5 0 44,403 1059700000 Anaphase-promoting complex subunit 1

Q9H089 LSG1 0,0444866 19 19 35,3 75,225 0 80,964 1811700000 Large subunit GTPase 1 homolog

P50395 GDI2 0,044383 37 26 77,8 50,663 0 323,31 6,1468E+10 Rab GDP dissociation inhibitor beta

Q13885 TUBB2A 0,0443668 26 1 69 49,906 0 30,901 5,0212E+10 Tubulin beta-2A chain

P47755 CAPZA2 0,0443166 12 10 67,5 32,949 0 51,242 2806800000 F-actin-capping protein subunit alpha-2

Q9BQ52 ELAC2 0,0442909 29 29 58,5 92,218 0 180,87 7443100000 Zinc phosphodiesterase ELAC protein 2

Q8NFH4 NUP37 0,0440934 9 9 49,7 36,707 0 37,154 1578300000 Nucleoporin Nup37

P62316 SNRPD2 0,0440434 11 11 67,8 13,527 0 125,84 1,7257E+10 Small nuclear ribonucleoprotein Sm D2

O75150 RNF40 0,0439271 15 13 23,7 113,68 0 39,432 1216700000 E3 ubiquitin-protein ligase BRE1B

Q15382 RHEB 0,0438667 5 5 24,5 20,497 0 14,819 579430000 GTP-binding protein Rheb

P55199 ELL 0,0437644 5 5 10,8 68,264 0 6,5406 97388000 RNA polymerase II elongation factor ELL

Q96C57 C12orf43 0,043704 6 6 34 28,17 0 18,551 368370000 Uncharacterized protein C12orf43

Q5BKZ1 ZNF326 0,0436978 14 14 33,8 65,653 0 42,743 4099700000 DBIRD complex subunit ZNF326

Q9UBP0 SPAST 0,0436008 10 9 25,6 67,196 0 48,033 705360000 Spastin

A2A288 ZC3H12D 0,0434852 8 8 20,1 58,077 0 17,931 267980000 Probable ribonuclease ZC3H12D

Q14353 GAMT 0,0434844 6 6 50,4 26,318 0 30,887 1355200000 Guanidinoacetate N-methyltransferase

P13984 GTF2F2 0,0434706 11 11 61,4 28,38 0 110,6 3065900000 General transcription factor IIF subunit 2

Q8WUM4 PDCD6IP 0,0434145 39 39 52,9 96,022 0 254,11 2,0603E+10 Programmed cell death 6-interacting protein

O75533 SF3B1 0,0434111 60 60 56,1 145,83 0 323,31 3,2487E+10 Splicing factor 3B subunit 1

P05556 ITGB1 0,0432669 14 14 26,2 88,414 0 49,254 2479700000 Integrin beta-1

P58546 MTPN 0,0432393 7 7 80,5 12,895 0 78,242 1,4641E+10 Myotrophin

Q9Y3Y2 CHTOP 0,0431989 6 6 29,8 26,396 0 48,733 2053900000 Chromatin target of PRMT1 protein

Q96Q11 TRNT1 0,0431773 9 9 24,4 50,127 0 35,639 1465600000 CCA tRNA nucleotidyltransferase 1, mitochondrial

Q8IWZ8 SUGP1 0,0431191 4 4 9,9 72,47 0 13,544 153370000 SURP and G-patch domain-containing protein 1

O60573 EIF4E2 0,0431008 5 5 38 28,362 0 14,506 544480000 Eukaryotic translation initiation factor 4E type 2

Q9H8H0 NOL11 0,0430781 18 18 38,4 81,123 0 83,634 2370200000 Nucleolar protein 11

O60885 BRD4 0,0430382 12 9 12,5 152,22 0 42,066 1264100000 Bromodomain-containing protein 4

P50570 DNM2 0,0430035 38 29 52,1 98,063 0 170,86 5342800000 Dynamin-2

P49773 HINT1 0,0429765 10 10 79,4 13,802 0 87,285 3,5342E+10 Histidine triad nucleotide-binding protein 1

P78318 IGBP1 0,0429225 12 12 45,1 39,221 0 74,371 2630800000 Immunoglobulin-binding protein 1

Q99567 NUP88 0,042918 16 16 36,4 83,541 0 155,75 2912300000 Nuclear pore complex protein Nup88

P46060 RANGAP1 0,0428766 35 35 66,6 63,541 0 206,38 1,4264E+10 Ran GTPase-activating protein 1

Q13432 UNC119 0,0428652 5 5 30 26,962 0 10,217 221390000 Protein unc-119 homolog A

Q9NTM9 CUTC 0,0428558 3 3 16,5 29,341 0 12,281 596960000 Copper homeostasis protein cutC homolog

Q9UID3 VPS51 0,0428343 11 11 22,5 86,041 0 45,419 574400000 Vacuolar protein sorting-associated protein 51 homolog

P55786 NPEPPS 0,0428171 32 32 47,6 103,28 0 187,77 1,1425E+10 Puromycin-sensitive aminopeptidase

Q5T200 ZC3H13 0,0428071 12 12 8,9 196,63 0 38,593 683080000 Zinc finger CCCH domain-containing protein 13

Q7L2J0 MEPCE 0,0427189 15 15 42,2 74,354 0 99,015 2012300000 7SK snRNA methylphosphate capping enzyme

P11172 UMPS 0,0426434 21 21 58,3 52,221 0 68,252 4666200000 Uridine 5-monophosphate synthase;Orotate phosphoribosyltransferase;Orotidine 5-phosphate decarboxylase

O60832 DKC1 0,0425549 24 24 56 57,673 0 109,42 1,0028E+10 H/ACA ribonucleoprotein complex subunit 4

Q32MZ4 LRRFIP1 0,0425197 32 31 51,9 89,252 0 323,31 8241500000 Leucine-rich repeat flightless-interacting protein 1

Q9BQ48 MRPL34 0,0425042 1 1 13 10,165 0,00042185 3,3154 119130000 39S ribosomal protein L34, mitochondrial

P09661 SNRPA1 0,0424502 16 16 58,8 28,415 0 113,53 1,0582E+10 U2 small nuclear ribonucleoprotein A

P06400 RB1 0,0423805 22 22 27,6 106,16 0 69,724 4419000000 Retinoblastoma-associated protein

Q7RTR2 NLRC3 0,0423662 9 9 11,5 114,66 0 29,476 237390000 Protein NLRC3

O43684 BUB3 0,0423269 13 13 55,5 37,154 0 85,58 1,4737E+10 Mitotic checkpoint protein BUB3

Q8IYB8 SUPV3L1 0,0423162 8 8 12,3 87,99 0 19,881 597680000 ATP-dependent RNA helicase SUPV3L1, mitochondrial

Q9NWS6 FAM118A 0,0423099 4 4 21,3 40,269 0 9,8278 104930000 Protein FAM118A

P30048 PRDX3 0,0422833 10 10 55,1 27,692 0 106,58 1,7818E+10 Thioredoxin-dependent peroxide reductase, mitochondrial

P30041 PRDX6 0,0420769 21 21 83,5 25,035 0 186,22 2,2852E+10 Peroxiredoxin-6

Q3V6T2 CCDC88A 0,042008 6 6 4,4 216,04 0 16,672 238550000 Girdin

O43747 AP1G1 0,0419765 25 25 41,1 91,35 0 91,036 5058200000 AP-1 complex subunit gamma-1

Q8TDP1 RNASEH2C 0,0419247 8 8 64 17,84 0 60,142 2055700000 Ribonuclease H2 subunit C

Q9NQP4 PFDN4 0,041799 5 5 29,9 15,314 0 37,988 2077000000 Prefoldin subunit 4

Q8WW59 SPRYD4 0,0417921 3 3 19,8 23,128 0 10,082 330270000 SPRY domain-containing protein 4

Q8WTT2 NOC3L 0,0415421 18 18 36,9 92,547 0 61,212 2353100000 Nucleolar complex protein 3 homolog

P61018 RAB4B 0,0415233 2 2 12,2 23,586 0 5,8647 104620000 Ras-related protein Rab-4B

Q93008 USP9X 0,0415149 31 31 15,9 292,28 0 95,463 1774600000 Probable ubiquitin carboxyl-terminal hydrolase FAF-X

Q9BRP1 PDCD2L 0,0414706 8 8 34,1 39,416 0 29,888 692440000 Programmed cell death protein 2-like

Q8IWS0 PHF6 0,041247 14 14 54,2 41,29 0 38,756 4344200000 PHD finger protein 6

Q76FK4 NOL8 0,0411999 8 8 11,1 131,61 0 19,361 400830000 Nucleolar protein 8

P19838 NFKB1 0,0411701 13 13 20,2 105,35 0 69,301 2450000000 Nuclear factor NF-kappa-B p105 subunit;Nuclear factor NF-kappa-B p50 subunit

P60660 MYL6 0,0411287 8 6 55,6 16,93 0 64,706 2,7188E+10 Myosin light polypeptide 6

Q9UNQ2 DIMT1 0,0411247 11 11 44,7 35,236 0 30,828 1626800000 Probable dimethyladenosine transferase

P62081 RPS7 0,041102 14 14 64,9 22,127 0 79,081 3,2275E+10 40S ribosomal protein S7

Q9P2W9 STX18 0,0410943 3 3 10,1 38,673 0 6,9 75950000 Syntaxin-18

O75165 DNAJC13 0,0410486 47 47 28,2 254,41 0 158,32 2950600000 DnaJ homolog subfamily C member 13

Q9BZV1 UBXN6 0,0410369 4 4 19 49,753 0 6,5919 185000000 UBX domain-containing protein 6

Q92667 AKAP1 0,0409626 5 5 9,7 97,34 0 7,4361 194950000 A-kinase anchor protein 1, mitochondrial

Q9C0B7 TANGO6 0,0409561 3 3 3,9 120,75 0 4,3892 78587000 Transport and Golgi organization protein 6 homolog

P27348 YWHAQ 0,040956 19 13 69 27,764 0 247,75 2,1041E+10 14-3-3 protein theta

O95758 PTBP3 0,040802 15 13 46,7 59,689 0 124,02 2849000000 Polypyrimidine tract-binding protein 3

P19404 NDUFV2 0,0406362 5 5 28,5 27,391 0 21,456 1234600000 NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial

Q96JZ2 HSH2D 0,0406141 3 3 17,9 39,002 0 10,997 136920000 Hematopoietic SH2 domain-containing protein

Q03701 CEBPZ 0,0404649 30 30 36,9 120,97 0 121,3 4879900000 CCAAT/enhancer-binding protein zeta

P47813;O14602EIF1AX;EIF1AY0,0403638 7 7 43,8 16,46 0 50,133 6374300000 Eukaryotic translation initiation factor 1A, X-chromosomal;Eukaryotic translation initiation factor 1A, Y-chromosomal

Q9BQ70 TCF25 0,0403572 5 5 12,3 76,666 0 12,861 231460000 Transcription factor 25

O00743 PPP6C 0,0403387 9 9 39,7 35,144 0 27,973 1858500000 Serine/threonine-protein phosphatase 6 catalytic subunit;Serine/threonine-protein phosphatase 6 catalytic subunit, N-terminally processed

Q7LBC6 KDM3B 0,0403367 23 23 24 191,58 0 80,535 1764400000 Lysine-specific demethylase 3B

Q9BYT8 NLN 0,0402477 11 11 22,4 80,651 0 33,975 952960000 Neurolysin, mitochondrial

Q14966 ZNF638 0,0402457 21 21 16,7 220,62 0 57,513 1615500000 Zinc finger protein 638

Q14C86 GAPVD1 0,040241 21 21 22,3 164,98 0 84,388 2221900000 GTPase-activating protein and VPS9 domain-containing protein 1

Q96GA3 LTV1 0,0402024 11 11 25,1 54,854 0 33,639 1201200000 Protein LTV1 homolog

Q99878;Q96KK5;Q9BTM1;Q16777;Q6FI13;P20671;P0C0S8HIST1H2AJ;HIST1H2AH;H2AFJ;HIST2H2AC;HIST2H2AA3;HIST1H2AD;HIST1H2AG0,0401982 5 1 35,9 13,936 0 45,562 1,5995E+11 Histone H2A type 1-J;Histone H2A type 1-H;Histone H2A.J;Histone H2A type 2-C;Histone H2A type 2-A;Histone H2A type 1-D;Histone H2A type 1

Q9Y508 RNF114 0,0401627 6 6 51,8 25,694 0 8,7353 598430000 E3 ubiquitin-protein ligase RNF114

Q9Y2W2 WBP11 0,0401423 15 15 31,8 69,997 0 49,197 2729300000 WW domain-binding protein 11

Q9H3P2 NELFA 0,0401061 9 9 32,4 57,276 0 55,047 862660000 Negative elongation factor A

P09429;B2RPK0HMGB1;HMGB1P10,0400668 21 15 54,9 24,893 0 216,98 8,2856E+10 High mobility group protein B1;Putative high mobility group protein B1-like 1

Q9BZD3;P0CAP2GCOM2;POLR2M0,0400448 3 3 11,4 41,712 0 5,662 109930000 Putative GRINL1B complex locus protein 2;DNA-directed RNA polymerase II subunit GRINL1A

P42704 LRPPRC 0,0399636 81 80 64,9 157,9 0 323,31 3,8355E+10 Leucine-rich PPR motif-containing protein, mitochondrial

P68363 TUBA1B 0,0399584 31 0 82,5 50,151 0 323,31 4,8833E+11 Tubulin alpha-1B chain

Q8WUX2 CHAC2 0,0399514 4 4 30,4 20,874 0 10,546 163120000 Putative glutathione-specific gamma-glutamylcyclotransferase 2

O15382 BCAT2 0,0399023 8 8 33,9 44,287 0 25,019 388360000 Branched-chain-amino-acid aminotransferase, mitochondrial

Q2NKX8 ERCC6L 0,0397237 14 14 18,7 141,1 0 48,279 828950000 DNA excision repair protein ERCC-6-like

O15355 PPM1G 0,0396952 16 16 40,1 59,271 0 175,15 7622600000 Protein phosphatase 1G

Q9UNP9 PPIE 0,0396741 7 6 44,9 33,43 0 24,714 973620000 Peptidyl-prolyl cis-trans isomerase E

P08754 GNAI3 0,039516 17 11 59 40,532 0 100,1 7728000000 Guanine nucleotide-binding protein G(k) subunit alpha

Q15800 MSMO1 0,0394221 4 4 16,7 35,215 0 19,653 414050000 Methylsterol monooxygenase 1

Q1KMD3 HNRNPUL2 0,0393522 28 28 46,1 85,104 0 189,86 1,3359E+10 Heterogeneous nuclear ribonucleoprotein U-like protein 2

P29084 GTF2E2 0,0393222 10 10 41,6 33,043 0 40,453 1319800000 Transcription initiation factor IIE subunit beta

Q9Y3E7 CHMP3 0,0392626 3 3 13,1 25,073 0 4,8779 123240000 Charged multivesicular body protein 3

Q96DI7 SNRNP40 0,0391754 14 14 57,4 39,31 0 137,85 5413100000 U5 small nuclear ribonucleoprotein 40 kDa protein

Q9H5X1 FAM96A 0,0390926 6 6 46,9 18,355 0 37,828 691280000 MIP18 family protein FAM96A

O75663 TIPRL 0,0390901 12 12 59,9 31,444 0 40,978 3029700000 TIP41-like protein

Q6P1L8 MRPL14 0,0390256 5 5 44,1 15,947 0 15,094 325910000 39S ribosomal protein L14, mitochondrial

Q9NWV4 C1orf123 0,0388832 4 4 40 18,048 0 27,026 1464000000 UPF0587 protein C1orf123

Q9HCC0 MCCC2 0,0388399 23 23 60 61,332 0 132,23 4830400000 Methylcrotonoyl-CoA carboxylase beta chain, mitochondrial

Q9HCN4 GPN1 0,0386936 4 4 21,4 41,74 0 133,74 769960000 GPN-loop GTPase 1

P49406 MRPL19 0,038459 9 9 31,5 33,535 0 12,97 1085300000 39S ribosomal protein L19, mitochondrial

Q9Y2V7 COG6 0,0384556 8 8 19 73,278 0 23,234 428500000 Conserved oligomeric Golgi complex subunit 6

O00571;O15523DDX3X;DDX3Y0,0384464 38 37 65,4 73,243 0 323,31 2,8105E+10 ATP-dependent RNA helicase DDX3X;ATP-dependent RNA helicase DDX3Y

Q9BSJ2 TUBGCP2 0,0382976 15 15 25,5 102,53 0 59,915 1261700000 Gamma-tubulin complex component 2

Q9Y6X8 ZHX2 0,0382427 7 7 11,1 92,306 0 17,204 992910000 Zinc fingers and homeoboxes protein 2

P82650 MRPS22 0,0382158 14 14 46,9 41,28 0 71,524 3771100000 28S ribosomal protein S22, mitochondrial

Q9NTJ5 SACM1L 0,0381272 21 21 42,9 66,966 0 61,218 3096700000 Phosphatidylinositide phosphatase SAC1

Q99848 EBNA1BP2 0,0380358 13 13 46,1 34,852 0 52,421 3957000000 Probable rRNA-processing protein EBP2

Q01196 RUNX1 0,0380353 5 5 15,9 48,736 0 9,1379 179640000 Runt-related transcription factor 1

Q13415 ORC1 0,0377336 2 2 3,4 97,349 0 6,0443 90662000 Origin recognition complex subunit 1

P48507 GCLM 0,037665 7 7 35 30,727 0 22,316 1749600000 Glutamate--cysteine ligase regulatory subunit

P78346 RPP30 0,0376437 10 10 59 29,321 0 34,715 1052400000 Ribonuclease P protein subunit p30

P53365 ARFIP2 0,0376387 8 8 36,4 37,855 0 40,549 925570000 Arfaptin-2

O75794 CDC123 0,0376296 7 7 31,5 39,134 0 33,247 721730000 Cell division cycle protein 123 homolog

Q96GX9 APIP 0,0376002 5 5 27,3 27,125 0 15,83 857670000 Methylthioribulose-1-phosphate dehydratase

Q9NVV4 MTPAP 0,0375989 8 8 18,6 66,171 0 34,802 710600000 Poly(A) RNA polymerase, mitochondrial

Q13043 STK4 0,037521 16 12 39,6 55,63 0 59,187 3349100000 Serine/threonine-protein kinase 4;Serine/threonine-protein kinase 4 37kDa subunit;Serine/threonine-protein kinase 4 18kDa subunit

O94973 AP2A2 0,0373845 24 16 37,7 103,96 0 63,513 1568800000 AP-2 complex subunit alpha-2

P33991 MCM4 0,0373822 47 46 63,6 96,557 0 323,31 3,7873E+10 DNA replication licensing factor MCM4

P60228 EIF3E 0,0373815 24 24 58 52,22 0 150,69 1,5423E+10 Eukaryotic translation initiation factor 3 subunit E

P78371 CCT2 0,0373781 39 39 79,3 57,488 0 323,31 1,1918E+11 T-complex protein 1 subunit beta

P11586 MTHFD1 0,0373115 46 46 67,3 101,56 0 323,31 4,0209E+10 C-1-tetrahydrofolate synthase, cytoplasmic;Methylenetetrahydrofolate dehydrogenase;Methenyltetrahydrofolate cyclohydrolase;Formyltetrahydrofolate synthetase;C-1-tetrahydrofolate synthase, cytoplasmic, N-terminally processed

P62244 RPS15A 0,0372897 8 8 57,7 14,839 0 48,068 2,624E+10 40S ribosomal protein S15a

O14980 XPO1 0,0372298 42 42 49,1 123,38 0 305,9 2,801E+10 Exportin-1

Q8IXQ4 GPALPP1 0,0372156 6 6 22,4 38,141 0 9,9417 423620000 GPALPP motifs-containing protein 1

P51648 ALDH3A2 0,0371714 5 5 12,4 54,847 0 7,7997 302550000 Fatty aldehyde dehydrogenase

O75347 TBCA 0,0371625 13 13 63,9 12,855 0 71,437 1,3292E+10 Tubulin-specific chaperone A

O60749 SNX2 0,0371494 14 12 31,4 58,47 0 53,488 1608500000 Sorting nexin-2

P11912 CD79A 0,0371366 6 6 42,5 25,038 0 27,975 2350800000 B-cell antigen receptor complex-associated protein alpha chain

Q9Y263 PLAA 0,0370849 25 25 47,4 87,156 0 106,72 4150100000 Phospholipase A-2-activating protein

Q86YP4 GATAD2A 0,0370836 16 15 35,4 68,062 0 57,192 1816200000 Transcriptional repressor p66-alpha

Q16666 IFI16 0,0370437 31 31 54,6 88,255 0 131,52 8735000000 Gamma-interferon-inducible protein 16

Q8WU90 ZC3H15 0,0370031 18 18 43 48,602 0 106,94 3897700000 Zinc finger CCCH domain-containing protein 15

Q9UIQ6 LNPEP 0,0369787 22 22 29,2 117,35 0 121,74 3261400000 Leucyl-cystinyl aminopeptidase;Leucyl-cystinyl aminopeptidase, pregnancy serum form

P38606 ATP6V1A 0,0368116 28 28 68,6 68,303 0 294,83 1,1908E+10 V-type proton ATPase catalytic subunit A

P84095 RHOG 0,0366283 10 9 69,6 21,308 0 64,538 3403600000 Rho-related GTP-binding protein RhoG

O60271 SPAG9 0,0366208 27 25 33,3 146,2 0 82,769 2192700000 C-Jun-amino-terminal kinase-interacting protein 4

Q9BS16 CENPK 0,0366165 2 2 14,1 31,655 0 7,1478 174140000 Centromere protein K

A8CG34 POM121C 0,0365923 9 2 10,9 125,09 0 32,871 714420000 Nuclear envelope pore membrane protein POM 121C

Q9Y4R8 TELO2 0,036399 9 9 13,4 91,746 0 23,55 430830000 Telomere length regulation protein TEL2 homolog

Q96HS1 PGAM5 0,0363215 18 18 59,9 32,004 0 70,531 4673800000 Serine/threonine-protein phosphatase PGAM5, mitochondrial

Q7L5N1 COPS6 0,0362833 8 8 39,4 36,163 0 20,908 765810000 COP9 signalosome complex subunit 6

Q9UBB4 ATXN10 0,0362558 21 21 55,8 53,488 0 249,34 6815800000 Ataxin-10

O95336 PGLS 0,0362311 13 13 65,9 27,547 0 82,829 9488300000 6-phosphogluconolactonase

O75351 VPS4B 0,0362139 13 9 34,2 49,301 0 41,725 2340700000 Vacuolar protein sorting-associated protein 4B

P09651;Q32P51HNRNPA1;HNRNPA1L20,0361835 23 22 52,2 38,746 0 313,23 2,2005E+11 Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processed;Heterogeneous nuclear ribonucleoprotein A1-like 2

P49848 TAF6 0,0359753 6 6 13,9 72,668 0 26,291 279070000 Transcription initiation factor TFIID subunit 6

O94804 STK10 0,0359631 20 19 26,8 112,13 0 99,717 2769500000 Serine/threonine-protein kinase 10

P54619 PRKAG1 0,0359431 5 4 20,2 37,579 0 7,144 321610000 5-AMP-activated protein kinase subunit gamma-1

Q2NL82 TSR1 0,0358708 20 20 33,2 91,809 0 127,21 4803100000 Pre-rRNA-processing protein TSR1 homolog

Q13151 HNRNPA0 0,035775 13 13 50,5 30,84 0 139,48 2,8043E+10 Heterogeneous nuclear ribonucleoprotein A0

Q99700 ATXN2 0,035767 10 10 13,3 140,28 0 43,484 932850000 Ataxin-2

O43414 ERI3 0,0356501 1 1 5,6 37,238 0,0012072 2,4386 185980000 ERI1 exoribonuclease 3

P0DN76;Q01081;Q8WU68U2AF1;U2AF1L40,0355387 10 10 45 27,872 0 59,367 9458100000 Splicing factor U2AF 35 kDa subunit;Splicing factor U2AF 26 kDa subunit

Q9UGU0 TCF20 0,0355182 7 7 6,2 211,77 0 14,973 209510000 Transcription factor 20

Q9NZI8 IGF2BP1 0,0354947 24 21 45,9 63,48 0 177,41 1,2674E+10 Insulin-like growth factor 2 mRNA-binding protein 1

Q969P0 IGSF8 0,0354705 5 5 15,2 65,033 0 27,757 521250000 Immunoglobulin superfamily member 8

Q04637 EIF4G1 0,0353649 60 55 42,1 175,49 0 323,31 3,9617E+10 Eukaryotic translation initiation factor 4 gamma 1

Q9UIC8 LCMT1 0,0353623 3 3 11,4 38,379 0 4,6291 81164000 Leucine carboxyl methyltransferase 1

Q96ST3 SIN3A 0,0353422 24 24 29,3 145,17 0 73,105 2057400000 Paired amphipathic helix protein Sin3a

P08575 PTPRC 0,0352986 45 45 39,1 147,48 0 193,88 1,6382E+10 Receptor-type tyrosine-protein phosphatase C

Q8IY17 PNPLA6 0,0351758 4 4 5,2 150,95 0 31,829 148530000 Neuropathy target esterase

Q13155 AIMP2 0,0349848 13 13 56,6 35,348 0 107,79 6460000000 Aminoacyl tRNA synthase complex-interacting multifunctional protein 2

Q9UPT8 ZC3H4 0,0349244 10 10 14,7 140,26 0 48,982 992340000 Zinc finger CCCH domain-containing protein 4

P55010 EIF5 0,034911 16 16 41,5 49,222 0 66,802 1,0562E+10 Eukaryotic translation initiation factor 5

Q9Y5B0 CTDP1 0,0348485 14 14 23,3 104,4 0 42,104 921150000 RNA polymerase II subunit A C-terminal domain phosphatase

Q8TAT6 NPLOC4 0,0347435 11 11 32,7 68,119 0 23,509 1496000000 Nuclear protein localization protein 4 homolog

Q9H0L4 CSTF2T 0,0347221 12 7 36,4 64,436 0 18,472 874550000 Cleavage stimulation factor subunit 2 tau variant

P57740 NUP107 0,0346926 21 21 34,5 106,37 0 96,278 2773800000 Nuclear pore complex protein Nup107

Q15649 ZNHIT3 0,0346483 2 2 12,3 17,607 0 4,7302 68628000 Zinc finger HIT domain-containing protein 3

P14927 UQCRB 0,034627 8 8 54,1 13,53 0 73,829 3343600000 Cytochrome b-c1 complex subunit 7

Q9NUU7 DDX19A 0,0346183 20 3 54,8 53,974 0 166,43 7190400000 ATP-dependent RNA helicase DDX19A

Q6PD62 CTR9 0,0346163 11 11 13,5 133,5 0 44,257 1156800000 RNA polymerase-associated protein CTR9 homolog

P20674 COX5A 0,0344958 8 8 58 16,762 0 34,35 9562900000 Cytochrome c oxidase subunit 5A, mitochondrial

P61081 UBE2M 0,034473 6 6 35,5 20,9 0 24,969 4233000000 NEDD8-conjugating enzyme Ubc12

Q99613;B5ME19EIF3C;EIF3CL 0,0343682 32 32 38,3 105,34 0 219,02 1,8943E+10 Eukaryotic translation initiation factor 3 subunit C;Eukaryotic translation initiation factor 3 subunit C-like protein

Q9BQA9 C17orf62 0,0342158 2 2 17,1 20,774 0 3,7682 57041000 Uncharacterized protein C17orf62

O43709 WBSCR22 0,0341404 7 7 33,5 31,88 0 37,033 1162000000 Probable 18S rRNA (guanine-N(7))-methyltransferase

Q9Y6I3 EPN1 0,0340519 8 8 26,4 60,293 0 24,707 791450000 Epsin-1

Q99549 MPHOSPH8 0,033934 8 8 14,5 97,181 0 17,252 732300000 M-phase phosphoprotein 8

Q9UBE0 SAE1 0,0339193 19 19 70,2 38,449 0 117,58 9597200000 SUMO-activating enzyme subunit 1;SUMO-activating enzyme subunit 1, N-terminally processed

Q9UKZ1 CNOT11 0,0337895 8 8 26,1 55,215 0 30,857 461180000 CCR4-NOT transcription complex subunit 11

Q96I15 SCLY 0,0337794 13 13 48,8 48,148 0 31,315 505570000 Selenocysteine lyase

Q9ULX3 NOB1 0,0337508 13 13 46,1 46,674 0 66,039 4125600000 RNA-binding protein NOB1

O96000 NDUFB10 0,0337193 7 7 57 20,776 0 27,34 3162600000 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 10

P49459 UBE2A 0,0336841 3 2 30,9 17,315 0 24,644 664680000 Ubiquitin-conjugating enzyme E2 A

Q86WB0 ZC3HC1 0,0336768 12 12 31,7 55,261 0 33,191 929630000 Nuclear-interacting partner of ALK

Q12912 LRMP 0,0336712 26 26 52,8 62,121 0 207,01 6446100000 Lymphoid-restricted membrane protein;Processed lymphoid-restricted membrane protein

P12270 TPR 0,0336431 77 77 39 267,29 0 323,31 1,6447E+10 Nucleoprotein TPR

P22694 PRKACB 0,0336346 10 3 34,8 40,622 0 25,2 925040000 cAMP-dependent protein kinase catalytic subunit beta

Q8IXT5 RBM12B 0,0336211 14 14 19,9 118,1 0 27,508 862610000 RNA-binding protein 12B

Q7Z7K6 CENPV 0,0335508 4 4 20,4 29,946 0 10,349 230890000 Centromere protein V

O43290 SART1 0,0335045 22 22 42,6 90,254 0 141,51 3257500000 U4/U6.U5 tri-snRNP-associated protein 1

Q9Y3L3 SH3BP1 0,0334867 15 2 31,7 75,712 0 126,39 2063700000 SH3 domain-binding protein 1

P28288 ABCD3 0,0333227 9 9 16,2 75,475 0 44,604 1907900000 ATP-binding cassette sub-family D member 3

Q92922 SMARCC1 0,0332834 29 22 43,4 122,87 0 175,72 6804400000 SWI/SNF complex subunit SMARCC1

Q13523 PRPF4B 0,0331494 12 12 15,3 116,99 0 37,145 1934300000 Serine/threonine-protein kinase PRP4 homolog

Q86YN1 DOLPP1 0,0331138 2 2 13,4 27,03 0 6,5166 101000000 Dolichyldiphosphatase 1

P40926 MDH2 0,033068 18 18 63,6 35,503 0 199,84 1,3494E+11 Malate dehydrogenase, mitochondrial

O14579 COPE 0,0330063 12 12 67,2 34,482 0 128,58 6796000000 Coatomer subunit epsilon

P62253 UBE2G1 0,0328678 8 8 58,2 19,509 0 41,997 1878900000 Ubiquitin-conjugating enzyme E2 G1;Ubiquitin-conjugating enzyme E2 G1, N-terminally processed

P55957 BID 0,032848 7 7 47,7 21,994 0 67,763 2599900000 BH3-interacting domain death agonist;BH3-interacting domain death agonist p15;BH3-interacting domain death agonist p13;BH3-interacting domain death agonist p11

Q8N6T3 ARFGAP1 0,0328099 9 9 35,2 44,667 0 20,397 682050000 ADP-ribosylation factor GTPase-activating protein 1

Q9Y262 EIF3L 0,0328037 28 28 55 66,726 0 195,11 1,623E+10 Eukaryotic translation initiation factor 3 subunit L

Q9NVP2 ASF1B 0,0327629 4 4 33,7 22,433 0 25,993 1080500000 Histone chaperone ASF1B

Q9UBT2 UBA2 0,032762 31 31 58,9 71,223 0 180,62 1,111E+10 SUMO-activating enzyme subunit 2

Q02127 DHODH 0,0327596 10 10 35,7 42,867 0 27,607 767140000 Dihydroorotate dehydrogenase (quinone), mitochondrial

Q9Y2X3 NOP58 0,0326931 22 22 48,8 59,578 0 180,15 1,5963E+10 Nucleolar protein 58

Q96PM5 RCHY1 0,0326196 5 5 24,9 30,11 0 15,603 88017000 RING finger and CHY zinc finger domain-containing protein 1

Q9BXP5 SRRT 0,0325906 28 28 36,1 100,67 0 151,5 1,1473E+10 Serrate RNA effector molecule homolog

Q7Z739 YTHDF3 0,0325751 7 2 13,3 63,86 0 11,863 719140000 YTH domain-containing family protein 3

P01111 NRAS 0,0324853 7 1 50,8 21,229 0 21,744 892170000 GTPase NRas

O95166;Q9H0R8GABARAP;GABARAPL10,0324667 4 2 33,3 13,918 0 6,6857 365820000 Gamma-aminobutyric acid receptor-associated protein;Gamma-aminobutyric acid receptor-associated protein-like 1

Q9Y5K5 UCHL5 0,0323893 13 13 56,5 37,606 0 50,45 3203500000 Ubiquitin carboxyl-terminal hydrolase isozyme L5

Q99798 ACO2 0,0323463 41 41 63,7 85,424 0 323,31 3,4941E+10 Aconitate hydratase, mitochondrial

Q6P1X6 C8orf82 0,0323289 7 7 42,1 23,889 0 18,261 313110000 UPF0598 protein C8orf82



P11940 PABPC1 0,0317606 31 21 51,3 70,67 0 298,16 5,3749E+10 Polyadenylate-binding protein 1

Q96EY8 MMAB 0,0317421 6 6 32,4 27,388 0 38,723 1220600000 Cob(I)yrinic acid a,c-diamide adenosyltransferase, mitochondrial

Q9BYN0 SRXN1 0,0316775 2 2 17,5 14,259 0 5,7806 89442000 Sulfiredoxin-1

O60879 DIAPH2 0,031651 11 11 16,2 125,57 0 23,305 397440000 Protein diaphanous homolog 2

Q96GC5 MRPL48 0,0315907 2 2 11,3 23,934 0 23,443 408850000 39S ribosomal protein L48, mitochondrial

P25789 PSMA4 0,0314918 15 15 62,8 29,483 0 109,71 1,7436E+10 Proteasome subunit alpha type-4

P27695 APEX1 0,0314766 20 20 61,3 35,554 0 154,41 1,9564E+10 DNA-(apurinic or apyrimidinic site) lyase;DNA-(apurinic or apyrimidinic site) lyase, mitochondrial

Q13111 CHAF1A 0,0314049 10 10 19,8 106,91 0 41,409 635350000 Chromatin assembly factor 1 subunit A

P48736 PIK3CG 0,0313242 11 11 14,7 126,45 0 20,319 382540000 Phosphatidylinositol 4,5-bisphosphate 3-kinase catalytic subunit gamma isoform

Q16629 SRSF7 0,0312705 10 9 33,2 27,366 0 32,039 1,8681E+10 Serine/arginine-rich splicing factor 7

Q13901 C1D 0,0311993 1 1 7,1 16,019 0,00041841 3,1608 34353000 Nuclear nucleic acid-binding protein C1D

P26599 PTBP1 0,0310675 22 20 59,9 57,221 0 289,61 4,9911E+10 Polypyrimidine tract-binding protein 1

P25942 CD40 0,0309569 4 4 27,1 30,619 0 41,826 1135400000 Tumor necrosis factor receptor superfamily member 5

P30520 ADSS 0,0308937 17 17 43 50,097 0 69,719 9110300000 Adenylosuccinate synthetase isozyme 2

Q9BPX5 ARPC5L 0,030888 8 7 68 16,941 0 93,444 5130100000 Actin-related protein 2/3 complex subunit 5-like protein

P09917 ALOX5 0,0308304 2 2 4 77,982 0 7,64 56604000 Arachidonate 5-lipoxygenase

Q8TCF1 ZFAND1 0,0308027 2 2 15,3 30,787 0 6,8827 149230000 AN1-type zinc finger protein 1

Q8WUA4 GTF3C2 0,0307793 8 8 16 100,68 0 19,15 415440000 General transcription factor 3C polypeptide 2

Q9HAV7 GRPEL1 0,0306155 11 11 53,9 24,279 0 54,292 4146900000 GrpE protein homolog 1, mitochondrial

O75390 CS 0,0305692 20 20 53 51,712 0 153,46 3,2367E+10 Citrate synthase, mitochondrial

Q9UK59 DBR1 0,0304908 11 11 32,4 61,554 0 37,953 660680000 Lariat debranching enzyme

Q9NPA0 EMC7 0,0304589 5 5 30,6 26,47 0 19,309 803200000 ER membrane protein complex subunit 7

P26842 CD27 0,0304334 4 4 24,2 29,137 0 9,3275 581800000 CD27 antigen

Q96I99 SUCLG2 0,0303853 14 14 43,3 46,51 0 61,368 2336500000 Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial

P78347 GTF2I 0,0301929 51 51 58,7 112,42 0 323,31 4,129E+10 General transcription factor II-I

Q99856 ARID3A 0,0301762 8 8 26,5 62,888 0 36,282 428510000 AT-rich interactive domain-containing protein 3A

Q9BW27 NUP85 0,0301477 17 17 36,3 75,019 0 83,845 1955400000 Nuclear pore complex protein Nup85

Q5U5X0 LYRM7 0,0301279 6 6 48,1 11,955 0 23,298 1995400000 Complex III assembly factor LYRM7

Q13620 CUL4B 0,0301206 25 14 29 103,98 0 82,802 3111400000 Cullin-4B

O15347 HMGB3 0,0300528 3 3 17 22,98 0 8,0361 1875800000 High mobility group protein B3

Q86UP2 KTN1 0,0300521 40 39 38 156,27 0 162,03 6167500000 Kinectin

O75083 WDR1 0,030047 27 27 64,9 66,193 0 215,32 3,17E+10 WD repeat-containing protein 1

Q15750 TAB1 0,0300039 4 4 18,8 54,643 0 14,331 420730000 TGF-beta-activated kinase 1 and MAP3K7-binding protein 1

Q9NW64 RBM22 0,0300011 13 13 39 46,895 0 42,406 2043800000 Pre-mRNA-splicing factor RBM22

Q06265 EXOSC9 0,0299037 6 6 21,2 48,948 0 57,127 1003300000 Exosome complex component RRP45

P19338 NCL 0,0297833 35 35 34,9 76,613 0 322,61 2,2618E+11 Nucleolin

P22392 NME2 0,0296833 12 2 75 17,298 0 108,86 7,9193E+10 Nucleoside diphosphate kinase B

Q9H9P8 L2HGDH 0,0295156 6 6 14,9 50,315 0 19,751 328000000 L-2-hydroxyglutarate dehydrogenase, mitochondrial

Q9UPQ9 TNRC6B 0,0294175 3 3 3,7 194 0 4,5945 95265000 Trinucleotide repeat-containing gene 6B protein

P04637 TP53 0,029359 5 5 17 43,653 0 13,054 416450000 Cellular tumor antigen p53

Q07812 BAX 0,0292854 7 7 42,2 21,184 0 71,713 2785600000 Apoptosis regulator BAX

O14976 GAK 0,0292446 13 13 15 143,19 0 41,963 659720000 Cyclin-G-associated kinase

Q8WU79 SMAP2 0,0292432 7 7 26,6 46,785 0 21,418 831680000 Stromal membrane-associated protein 2

Q92688 ANP32B 0,0290895 8 6 32,3 28,787 0 49,516 1,1882E+10 Acidic leucine-rich nuclear phosphoprotein 32 family member B

Q9NYK5 MRPL39 0,0290761 7 7 31,1 38,711 0 23,32 623360000 39S ribosomal protein L39, mitochondrial

O14777 NDC80 0,0290737 15 15 32,6 73,912 0 74,122 1143400000 Kinetochore protein NDC80 homolog

P10809 HSPD1 0,0289914 50 50 80,6 61,054 0 323,31 3,3472E+11 60 kDa heat shock protein, mitochondrial

Q8WVV9 HNRNPLL 0,0289399 5 4 12,7 60,082 0 14,551 139010000 Heterogeneous nuclear ribonucleoprotein L-like

Q8TAF3 WDR48 0,0288482 7 7 15,7 76,21 0 16,936 452510000 WD repeat-containing protein 48

Q9BRD0 BUD13 0,0288224 3 3 7,4 70,52 0 15,015 225440000 BUD13 homolog

Q69YN4 KIAA1429 0,0288029 23 23 17,6 202,02 0 66,315 1122900000 Protein virilizer homolog

Q99797 MIPEP 0,0287767 7 7 14,3 80,64 0 13,301 274300000 Mitochondrial intermediate peptidase

Q9UJA5 TRMT6 0,0285896 14 14 35,8 55,799 0 68,079 1264200000 tRNA (adenine(58)-N(1))-methyltransferase non-catalytic subunit TRM6

Q5T6F2 UBAP2 0,0285428 13 13 23,7 117,11 0 40,908 2946400000 Ubiquitin-associated protein 2

Q8WZA0 LZIC 0,0285351 4 4 28,9 21,494 0 11,981 481830000 Protein LZIC

Q9BRX5 GINS3 0,0284649 6 6 50 24,534 0 79,954 555930000 DNA replication complex GINS protein PSF3

P49756 RBM25 0,0284231 22 22 28,8 100,18 0 111,57 7549300000 RNA-binding protein 25

P32969 RPL9 0,0283611 12 12 69,8 21,863 0 197,36 2,8961E+10 60S ribosomal protein L9

P85037 FOXK1 0,0282824 9 9 21,7 75,456 0 47,654 789980000 Forkhead box protein K1

Q03252 LMNB2 0,0282131 29 25 46,5 69,948 0 98,024 5215900000 Lamin-B2

P53597 SUCLG1 0,0281897 11 11 39,9 36,249 0 41,142 3348000000 Succinyl-CoA ligase [ADP/GDP-forming] subunit alpha, mitochondrial

P36954 POLR2I 0,028163 4 4 54,4 14,523 0 64,583 858750000 DNA-directed RNA polymerase II subunit RPB9

P46734 MAP2K3 0,0280463 9 9 34 39,318 0 27,881 1385100000 Dual specificity mitogen-activated protein kinase kinase 3

Q9UBP6 METTL1 0,0280053 9 9 52,5 31,471 0 53,774 1460500000 tRNA (guanine-N(7)-)-methyltransferase

Q9UPU7 TBC1D2B 0,0279323 9 9 12,7 109,88 0 22,196 304600000 TBC1 domain family member 2B

Q9UHR5 SAP30BP 0,0278584 5 5 21,4 33,87 0 12,824 595680000 SAP30-binding protein

Q9Y4C1 KDM3A 0,027845 3 3 3,7 147,34 0 5,2643 159220000 Lysine-specific demethylase 3A

Q14692 BMS1 0,0278017 19 19 26,4 145,81 0 100,75 2207300000 Ribosome biogenesis protein BMS1 homolog

P52298 NCBP2 0,0277836 3 3 20,5 18,001 0 26,103 852180000 Nuclear cap-binding protein subunit 2

Q12769 NUP160 0,02767 28 28 29,5 162,12 0 98,04 2396900000 Nuclear pore complex protein Nup160

O95563 MPC2 0,0275821 4 4 40,2 14,279 0 7,5607 207740000 Mitochondrial pyruvate carrier 2

Q10713 PMPCA 0,0275641 19 19 45,7 58,252 0 103,77 3674300000 Mitochondrial-processing peptidase subunit alpha

P62841 RPS15 0,0275387 6 6 54,5 17,04 0 34,383 1,4163E+10 40S ribosomal protein S15

P41743 PRKCI 0,0274629 13 13 39,1 68,262 0 69,279 1492700000 Protein kinase C iota type

P11387 TOP1 0,0274524 39 39 48,1 90,725 0 245,3 3,515E+10 DNA topoisomerase 1

Q13190 STX5 0,0274164 8 8 34,6 39,672 0 46,344 2447500000 Syntaxin-5

Q9BQP7 MGME1 0,0273594 7 7 29,1 39,42 0 18,909 860290000 Mitochondrial genome maintenance exonuclease 1

P57764 GSDMD 0,0273592 8 8 33,3 52,8 0 34,101 1065900000 Gasdermin-D

Q15397 KIAA0020 0,0273587 19 19 36,4 73,584 0 73,723 4132100000 Pumilio domain-containing protein KIAA0020

O95819 MAP4K4 0,0272939 12 12 16,4 142,1 0 33,72 831340000 Mitogen-activated protein kinase kinase kinase kinase 4

Q96QV6;P16104HIST1H2AA;H2AFX0,0272452 5 0 35,1 14,233 0 37,121 1,1303E+10 Histone H2A type 1-A;Histone H2AX

Q92973 TNPO1 0,0272098 31 25 44,5 102,35 0 158,71 1,2493E+10 Transportin-1

Q92900 UPF1 0,0270935 51 51 56,7 124,34 0 291,22 1,6126E+10 Regulator of nonsense transcripts 1

Q9UNX4 WDR3 0,02709 32 32 50,5 106,1 0 172,18 3905900000 WD repeat-containing protein 3

Q9Y265 RUVBL1 0,0269963 26 26 67,3 50,227 0 249,04 3,023E+10 RuvB-like 1

Q08J23 NSUN2 0,0268614 37 37 72,1 86,47 0 252,88 1,4045E+10 tRNA (cytosine(34)-C(5))-methyltransferase

Q2T9J0 TYSND1 0,0267691 3 3 10,6 59,308 0 17,463 120020000 Peroxisomal leader peptide-processing protease;Peroxisomal leader peptide-processing protease, 15 kDa form;Peroxisomal leader peptide-processing protease, 45 kDa form

Q16342 PDCD2 0,0266397 6 6 21,5 38,592 0 13,725 258720000 Programmed cell death protein 2

P54920 NAPA 0,0265956 22 22 85,1 33,232 0 171,05 6855500000 Alpha-soluble NSF attachment protein

P51148 RAB5C 0,0265876 9 6 66,2 23,482 0 64,75 3487900000 Ras-related protein Rab-5C

P30050 RPL12 0,026573 9 9 69,1 17,818 0 167,84 4,3187E+10 60S ribosomal protein L12

Q13895 BYSL 0,0265275 22 22 60,9 49,601 0 172,78 6363100000 Bystin

Q9Y375 NDUFAF1 0,0265219 5 5 19,6 37,763 0 18,517 563180000 Complex I intermediate-associated protein 30, mitochondrial

Q9UMR2 DDX19B 0,0263846 19 2 54,5 53,926 0 15,447 353250000 ATP-dependent RNA helicase DDX19B

Q8IXH7 NELFCD 0,0263559 11 11 33,6 66,246 0 38,447 936970000 Negative elongation factor C/D

Q13573 SNW1 0,0263556 23 23 46,3 61,494 0 162,75 4900900000 SNW domain-containing protein 1

P02786 TFRC 0,0263235 32 32 49,2 84,87 0 240,98 3,0782E+10 Transferrin receptor protein 1;Transferrin receptor protein 1, serum form

Q9HAB8 PPCS 0,0262349 6 6 22,8 34,005 0 26,098 670690000 Phosphopantothenate--cysteine ligase

P06748 NPM1 0,0262314 15 15 59,5 32,575 0 230,58 2,2333E+11 Nucleophosmin

P49674;P48730CSNK1E;CSNK1D0,0261627 5 5 13,9 47,315 0 9,2763 91030000 Casein kinase I isoform epsilon;Casein kinase I isoform delta

Q15075 EEA1 0,0261509 15 15 16 162,46 0 32,494 780040000 Early endosome antigen 1

P13674 P4HA1 0,0261407 10 10 28,7 61,049 0 25,644 918490000 Prolyl 4-hydroxylase subunit alpha-1

Q92925 SMARCD2 0,0260746 14 13 41,2 58,92 0 70,801 1777400000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily D member 2

Q93052 LPP 0,0260739 5 5 10,6 65,746 0 9,505 268890000 Lipoma-preferred partner

Q9HB71 CACYBP 0,026021 18 18 71,5 26,21 0 152,87 3,6559E+10 Calcyclin-binding protein

Q9Y5B9 SUPT16H 0,0260208 43 43 45,1 119,91 0 264,52 2,5805E+10 FACT complex subunit SPT16

Q9UQ80 PA2G4 0,0259718 28 28 70,1 43,786 0 228,18 7,9781E+10 Proliferation-associated protein 2G4

Q86U38 NOP9 0,0259435 15 15 39,8 69,437 0 90,041 1766000000 Nucleolar protein 9

P31153 MAT2A 0,0259203 18 18 50,6 43,66 0 135,98 1,9026E+10 S-adenosylmethionine synthase isoform type-2

Q9Y6V7 DDX49 0,0258224 11 11 36,6 54,226 0 62,423 814900000 Probable ATP-dependent RNA helicase DDX49

P11310 ACADM 0,0257598 21 21 56,1 46,588 0 229,56 2,121E+10 Medium-chain specific acyl-CoA dehydrogenase, mitochondrial

Q96D53 ADCK4 0,0256933 5 5 15,8 60,069 0 19,589 258970000 AarF domain-containing protein kinase 4

Q6PCB5 RSBN1L 0,0256823 13 13 23,6 94,868 0 54,187 1463400000 Round spermatid basic protein 1-like protein

P82979 SARNP 0,0256629 8 8 39 23,671 0 121,06 6369900000 SAP domain-containing ribonucleoprotein

Q15428 SF3A2 0,0256598 10 10 30 49,255 0 31,243 3708900000 Splicing factor 3A subunit 2

Q9HC38 GLOD4 0,0256355 15 15 59,4 34,793 0 102,37 5794800000 Glyoxalase domain-containing protein 4

Q8TCC3 MRPL30 0,0255958 2 2 17,4 18,546 0,0002145 3,6409 92216000 39S ribosomal protein L30, mitochondrial

O60921 HUS1 0,0254894 3 3 13,9 31,691 0 5,8464 99008000 Checkpoint protein HUS1

Q8NFH5 NUP35 0,0254745 9 9 44,2 34,773 0 41,644 2066800000 Nucleoporin NUP53

Q9NW08 POLR3B 0,0254029 8 8 8,2 127,78 0 11,331 228050000 DNA-directed RNA polymerase III subunit RPC2

O60341 KDM1A 0,0251625 23 23 50,5 92,902 0 141,13 3307600000 Lysine-specific histone demethylase 1A

Q15233 NONO 0,0250967 28 26 59,4 54,231 0 202,24 3,9096E+10 Non-POU domain-containing octamer-binding protein

P00492 HPRT1 0,0250904 14 14 79,4 24,579 0 98,577 1,0334E+10 Hypoxanthine-guanine phosphoribosyltransferase

P00395 MT-CO1 0,0250289 1 1 6 57,041 0,0040658 1,869 99927000 Cytochrome c oxidase subunit 1

P32119 PRDX2 0,0249481 12 11 70,2 21,892 0 91,273 2,1657E+10 Peroxiredoxin-2

P16383 GCFC2 0,0249044 5 5 7,7 89,384 0,0004199 3,2236 121550000 GC-rich sequence DNA-binding factor 2

Q9ULC4 MCTS1 0,0248802 9 9 64,6 20,555 0 35,355 5447100000 Malignant T-cell-amplified sequence 1

O75995 SASH3 0,0248417 10 10 46,6 41,595 0 71,767 3311200000 SAM and SH3 domain-containing protein 3

Q86W92 PPFIBP1 0,02483 4 3 6,2 114,02 0 14,027 82572000 Liprin-beta-1

Q9UJX6 ANAPC2 0,0248117 11 11 15,2 93,827 0 26,87 568390000 Anaphase-promoting complex subunit 2

P49760 CLK2 0,0247195 3 3 8,6 60,089 0 6,9819 147180000 Dual specificity protein kinase CLK2

P09874 PARP1 0,0246665 59 59 56 113,08 0 323,31 1,0056E+11 Poly [ADP-ribose] polymerase 1

P49903 SEPHS1 0,0246094 12 12 56,1 42,91 0 73,949 4403500000 Selenide, water dikinase 1

Q96DA6 DNAJC19 0,0245336 5 5 42,2 12,498 0 9,2325 574620000 Mitochondrial import inner membrane translocase subunit TIM14

P61225 RAP2B 0,0245066 7 4 51,9 20,504 0 21,318 739670000 Ras-related protein Rap-2b

O00399 DCTN6 0,0244633 5 5 45,3 20,747 0 14,272 738650000 Dynactin subunit 6

P61604 HSPE1 0,0244474 12 12 79,4 10,932 0 62,652 4,7642E+10 10 kDa heat shock protein, mitochondrial

Q9NV70 EXOC1 0,0244112 9 9 17,4 101,98 0 21,826 509290000 Exocyst complex component 1

Q9UQE7 SMC3 0,0243192 46 46 42,8 141,54 0 280,68 9201900000 Structural maintenance of chromosomes protein 3

Q709C8 VPS13C 0,0242999 46 46 18,7 422,39 0 144 3302400000 Vacuolar protein sorting-associated protein 13C

O95777 LSM8 0,0242773 6 6 91,7 10,403 0 53,893 3324100000 U6 snRNA-associated Sm-like protein LSm8

P60709 ACTB 0,0242151 28 1 79,5 41,736 0 24,457 2,4173E+10 Actin, cytoplasmic 1;Actin, cytoplasmic 1, N-terminally processed

Q13310 PABPC4 0,0241052 26 16 46,4 70,782 0 73,559 8247100000 Polyadenylate-binding protein 4

P46778 RPL21 0,0240453 11 11 48,1 18,565 0 53,387 2,6923E+10 60S ribosomal protein L21

Q96PK6 RBM14 0,0240171 26 26 44,4 69,491 0 172,65 1,6637E+10 RNA-binding protein 14

P09012 SNRPA 0,0239757 10 8 41,8 31,279 0 87,12 6602300000 U1 small nuclear ribonucleoprotein A

Q4ZIN3 TMEM259 0,0238941 3 3 7,3 67,888 0 6,9961 100390000 Membralin

Q9UKU7 ACAD8 0,0238941 2 2 9,2 45,069 0,00061996 2,9567 79366000 Isobutyryl-CoA dehydrogenase, mitochondrial

Q9Y520 PRRC2C 0,0238861 38 36 19,3 316,91 0 172,76 6295900000 Protein PRRC2C

P50552 VASP 0,0238779 9 9 32,6 39,829 0 36,492 960100000 Vasodilator-stimulated phosphoprotein

P35579 MYH9 0,0238196 141 119 61 226,53 0 323,31 1,82E+11 Myosin-9

Q14690 PDCD11 0,0237415 62 62 45,8 208,7 0 234,63 1,1997E+10 Protein RRP5 homolog

O94979 SEC31A 0,0237038 32 32 32,1 133,01 0 136,94 8288100000 Protein transport protein Sec31A

P56270 MAZ 0,0236095 5 4 14,3 48,607 0 16,196 278240000 Myc-associated zinc finger protein

P30084 ECHS1 0,0235816 11 11 49 31,387 0 46,463 4113000000 Enoyl-CoA hydratase, mitochondrial

Q13616 CUL1 0,0235354 28 28 48,2 89,677 0 139,9 5168600000 Cullin-1

Q9NTK5 OLA1 0,023534 29 29 79 44,743 0 130,02 1,5765E+10 Obg-like ATPase 1

O15027 SEC16A 0,0234952 22 22 16,1 251,89 0 103,51 1812900000 Protein transport protein Sec16A

O95155 UBE4B 0,0234768 21 21 25,8 146,18 0 65,38 1270200000 Ubiquitin conjugation factor E4 B

Q8IZH2 XRN1 0,0233895 13 13 12,1 194,1 0 18,87 442980000 5-3 exoribonuclease 1

Q9BY32 ITPA 0,0233606 8 8 76,8 21,445 0 32,959 2821800000 Inosine triphosphate pyrophosphatase

Q92598 HSPH1 0,0233238 51 47 71,6 96,864 0 323,31 5,5887E+10 Heat shock protein 105 kDa

Q00535 CDK5 0,0231685 10 9 42,1 33,304 0 18,164 984670000 Cyclin-dependent-like kinase 5

Q9NX63 CHCHD3 0,0231134 8 8 35,2 26,152 0 40,241 5026000000 MICOS complex subunit MIC19

Q9UKX7 NUP50 0,0230756 15 15 49,6 50,144 0 57,168 2512400000 Nuclear pore complex protein Nup50

P60520 GABARAPL2 0,0230269 8 6 47 13,667 0 12,635 1755200000 Gamma-aminobutyric acid receptor-associated protein-like 2

Q9H910 HN1L 0,0230101 9 9 65,3 20,063 0 60,542 3128100000 Hematological and neurological expressed 1-like protein

P62873 GNB1 0,0228965 15 9 60,3 37,377 0 51,464 4131900000 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1

Q9BSQ5 CCM2 0,0228909 5 5 14,9 48,836 0 9,6345 222870000 Cerebral cavernous malformations 2 protein

O95163 IKBKAP 0,0228785 31 31 34,2 150,25 0 111,85 3442400000 Elongator complex protein 1

Q7L2E3 DHX30 0,0228275 42 42 48,2 133,94 0 190,19 5494700000 Putative ATP-dependent RNA helicase DHX30

Q9Y3L5 RAP2C 0,022671 6 3 40,4 20,745 0 7,1848 219550000 Ras-related protein Rap-2c

P61923 COPZ1 0,0226627 7 7 44,1 20,198 0 54,239 4272800000 Coatomer subunit zeta-1

Q92841 DDX17 0,0225791 34 25 53,4 80,272 0 209,6 2,3634E+10 Probable ATP-dependent RNA helicase DDX17

Q92541 RTF1 0,022519 13 13 19,3 80,313 0 39,743 1689800000 RNA polymerase-associated protein RTF1 homolog

Q14151 SAFB2 0,0224662 32 19 41,8 107,47 0 138,73 1,2648E+10 Scaffold attachment factor B2

Q9NZ09 UBAP1 0,0224543 7 7 27,1 55,083 0 19,452 290590000 Ubiquitin-associated protein 1

Q92499 DDX1 0,0223868 38 38 60,4 82,431 0 243,07 1,8239E+10 ATP-dependent RNA helicase DDX1

P52788 SMS 0,0223676 13 13 56 41,268 0 43,359 1603700000 Spermine synthase

Q7Z2E3 APTX 0,0223323 4 4 15,7 40,74 0 10,231 158550000 Aprataxin

Q14005 IL16 0,0222607 12 12 16,5 141,75 0 33,708 1526400000 Pro-interleukin-16;Interleukin-16

Q96CB9 NSUN4 0,0221848 3 3 16,1 43,088 0 11,656 342420000 5-methylcytosine rRNA methyltransferase NSUN4

O15446 CD3EAP 0,0221355 12 12 49 54,985 0 47,787 1601600000 DNA-directed RNA polymerase I subunit RPA34

P11766 ADH5 0,0221323 12 12 44,4 39,724 0 46,433 5813700000 Alcohol dehydrogenase class-3

Q14152 EIF3A 0,0221146 74 74 49 166,57 0 323,31 3,2151E+10 Eukaryotic translation initiation factor 3 subunit A

Q96C01 FAM136A 0,0220375 7 7 52,9 15,641 0 13,292 1357900000 Protein FAM136A

Q9Y5B6 PAXBP1 0,0218865 12 12 20,4 104,8 0 51,568 698240000 PAX3- and PAX7-binding protein 1

Q01658 DR1 0,0217427 4 4 43,2 19,443 0 19,044 1757000000 Protein Dr1

O00425 IGF2BP3 0,0217297 22 19 46,6 63,704 0 101,15 4079400000 Insulin-like growth factor 2 mRNA-binding protein 3

Q96J01 THOC3 0,0217048 7 7 29,9 38,771 0 33,285 1304200000 THO complex subunit 3

P54136 RARS 0,0216744 39 39 64,4 75,378 0 147,21 2,0284E+10 Arginine--tRNA ligase, cytoplasmic

P48729;Q8N752CSNK1A1;CSNK1A1L0,0216603 9 9 34,4 38,914 0 31,669 557800000 Casein kinase I isoform alpha;Casein kinase I isoform alpha-like

P46109 CRKL 0,0216212 14 14 46,9 33,777 0 51,155 3951500000 Crk-like protein

Q15057 ACAP2 0,0215499 17 17 30,2 88,028 0 95,314 2747300000 Arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 2

Q13085 ACACA 0,0215 47 42 32,8 265,55 0 173,77 5274800000 Acetyl-CoA carboxylase 1;Biotin carboxylase

O75475 PSIP1 0,0214081 14 13 31,5 60,103 0 54,271 5355500000 PC4 and SFRS1-interacting protein

Q13247 SRSF6 0,0214025 14 9 32,6 39,586 0 71,752 1,1777E+10 Serine/arginine-rich splicing factor 6

O60287 URB1 0,0213351 27 27 17 254,39 0 82,005 1831100000 Nucleolar pre-ribosomal-associated protein 1

Q96DF8 DGCR14 0,0211745 4 4 13,9 52,567 0 10,633 171840000 Protein DGCR14

O60493 SNX3 0,0211012 9 8 48,8 18,762 0 20,037 1748400000 Sorting nexin-3

P62820 RAB1A 0,0210532 11 5 68,3 22,677 0 27,04 2290200000 Ras-related protein Rab-1A

P53985 SLC16A1 0,0209592 2 2 6,4 53,944 0 62,247 1691100000 Monocarboxylate transporter 1

P08237 PFKM 0,0209345 33 30 55,6 85,182 0 236,72 1,5226E+10 ATP-dependent 6-phosphofructokinase, muscle type

Q13131 PRKAA1 0,0208619 9 9 22,4 64,009 0 39,758 790570000 5-AMP-activated protein kinase catalytic subunit alpha-1

O00161 SNAP23 0,0208267 9 9 58,8 23,354 0 53,986 2434300000 Synaptosomal-associated protein 23

Q07021 C1QBP 0,0207383 9 9 42,9 31,362 0 136,22 4,2611E+10 Complement component 1 Q subcomponent-binding protein, mitochondrial

Q9Y237 PIN4 0,0206833 4 4 42 13,81 0 12,97 782210000 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 4

P63173 RPL38 0,0206265 6 6 50 8,2178 0 39,903 1,6852E+10 60S ribosomal protein L38

Q9H0R4 HDHD2 0,0206264 6 6 44 28,536 0 38,908 576880000 Haloacid dehalogenase-like hydrolase domain-containing protein 2

Q9NQR4 NIT2 0,0205723 15 15 71,7 30,608 0 95,266 5511600000 Omega-amidase NIT2

Q6NXE6 ARMC6 0,0204807 11 11 37,5 54,141 0 60,901 1921400000 Armadillo repeat-containing protein 6

Q9NWH9 SLTM 0,0204805 14 14 16,4 117,15 0 123,94 1835400000 SAFB-like transcription modulator

Q9NP79 VTA1 0,0204189 9 9 36,5 33,879 0 30,809 2310800000 Vacuolar protein sorting-associated protein VTA1 homolog

Q99575 POP1 0,0204154 24 24 36,5 114,71 0 111,82 2566900000 Ribonucleases P/MRP protein subunit POP1

Q9UL46 PSME2 0,0203841 15 15 71,1 27,401 0 134,02 2,54E+10 Proteasome activator complex subunit 2

Q9BPZ3 PAIP2 0,0203506 2 2 26 14,984 0 14,117 294620000 Polyadenylate-binding protein-interacting protein 2

Q8IYB3 SRRM1 0,0200754 8 8 13,3 102,33 0 57,605 4625400000 Serine/arginine repetitive matrix protein 1

Q15046 KARS 0,0200627 28 28 48,1 68,047 0 155,1 1,865E+10 Lysine--tRNA ligase

O43707 ACTN4 0,0200556 54 47 69,7 104,85 0 323,31 5,4079E+10 Alpha-actinin-4

Q96EL2 MRPS24 0,0199368 5 5 33,5 19,015 0 6,8618 421110000 28S ribosomal protein S24, mitochondrial

Q7Z406 MYH14 0,0197944 11 3 5 227,87 0 3,7689 2756000000 Myosin-14

O60488 ACSL4 0,0197289 24 23 54,4 79,187 0 101,12 5274700000 Long-chain-fatty-acid--CoA ligase 4

O75534 CSDE1 0,0196954 42 42 55,8 88,884 0 269,43 1,8038E+10 Cold shock domain-containing protein E1

P62263 RPS14 0,0196897 9 9 66,9 16,273 0 181,75 3,688E+10 40S ribosomal protein S14

Q6F5E8 RLTPR 0,0196395 15 15 16,9 154,69 0 48,604 652690000 Leucine-rich repeat-containing protein 16C

Q9Y2Q9 MRPS28 0,0196088 6 6 42,8 20,843 0 31,952 1586000000 28S ribosomal protein S28, mitochondrial

P16333 NCK1 0,0196023 4 4 17 42,864 0 4,72 305410000 Cytoplasmic protein NCK1

Q14746 COG2 0,0195983 16 16 31 83,207 0 42,22 1060200000 Conserved oligomeric Golgi complex subunit 2

P20042 EIF2S2 0,0195944 24 24 66,1 38,388 0 133,57 1,4378E+10 Eukaryotic translation initiation factor 2 subunit 2

P31323 PRKAR2B 0,0195596 17 14 55,5 46,302 0 108,52 4812800000 cAMP-dependent protein kinase type II-beta regulatory subunit

Q96CS3 FAF2 0,0194723 13 13 44,5 52,623 0 72,156 2853400000 FAS-associated factor 2

Q9BV68 RNF126 0,0194582 6 6 30,2 33,861 0 80,105 1410400000 E3 ubiquitin-protein ligase RNF126

Q02218 OGDH 0,0193455 32 32 42,3 115,93 0 170,37 4744200000 2-oxoglutarate dehydrogenase, mitochondrial

P52306 RAP1GDS1 0,0192732 21 21 51,7 66,316 0 108,87 4215800000 Rap1 GTPase-GDP dissociation stimulator 1

O00329 PIK3CD 0,019219 8 8 12,3 119,48 0 12,231 247330000 Phosphatidylinositol 4,5-bisphosphate 3-kinase catalytic subunit delta isoform

P29083 GTF2E1 0,0191302 10 10 36,2 49,452 0 126,82 1244600000 General transcription factor IIE subunit 1

P67809 YBX1 0,0191256 17 11 52,8 35,924 0 265 2,9952E+10 Nuclease-sensitive element-binding protein 1

Q9UKV3 ACIN1 0,0190602 39 39 38,9 151,86 0 236,22 1,3875E+10 Apoptotic chromatin condensation inducer in the nucleus

O75822 EIF3J 0,0190591 18 18 60,9 29,062 0 99,796 9102500000 Eukaryotic translation initiation factor 3 subunit J

Q12906 ILF3 0,0190517 40 37 61 95,337 0 323,31 5,5097E+10 Interleukin enhancer-binding factor 3

P0DP25;P0DP24;P0DP23 0,0188473 11 11 61,1 16,837 0 194,7 5,939E+10

Q9BY43 CHMP4A 0,0188466 8 8 52,3 25,098 0 44,964 1489400000 Charged multivesicular body protein 4a

Q9Y5U2 TSSC4 0,0187049 2 2 7,3 34,325 0 6,0479 324210000 Protein TSSC4

P84090 ERH 0,0186429 6 6 49 12,259 0 71,245 1,8385E+10 Enhancer of rudimentary homolog

P13693 TPT1 0,0186227 10 10 62,8 19,595 0 118,27 1,9175E+10 Translationally-controlled tumor protein

O94842 TOX4 0,0185647 7 4 17,1 66,194 0 26,481 424350000 TOX high mobility group box family member 4

Q9Y5J7 TIMM9 0,018497 5 5 68,5 10,378 0 15,206 2636200000 Mitochondrial import inner membrane translocase subunit Tim9

P52434 POLR2H 0,01843 5 5 52,7 17,143 0 30,082 1514300000 DNA-directed RNA polymerases I, II, and III subunit RPABC3

Q9UL45 BLOC1S6 0,0184079 2 2 24,4 19,743 0 13,378 152030000 Biogenesis of lysosome-related organelles complex 1 subunit 6

Q96BW5 PTER 0,0182865 10 10 47,9 39,017 0 36,32 857530000 Phosphotriesterase-related protein

O75400 PRPF40A 0,0181211 18 18 23,7 108,8 0 57,514 4339800000 Pre-mRNA-processing factor 40 homolog A

Q2VPK5 CTU2 0,0180044 4 4 9,9 56,107 0 4,8597 98840000 Cytoplasmic tRNA 2-thiolation protein 2

P48147 PREP 0,0179714 20 20 40,3 80,699 0 100,38 3178200000 Prolyl endopeptidase

Q14566 MCM6 0,0179551 45 45 57,7 92,888 0 323,31 4,5492E+10 DNA replication licensing factor MCM6

Q15813 TBCE 0,0178481 15 14 41,9 59,345 0 57,961 1442000000 Tubulin-specific chaperone E

Q96D70 R3HDM4 0,0177795 3 3 17,9 30,349 0 6,9131 34352000 R3H domain-containing protein 4

A0FGR8 ESYT2 0,0176974 11 11 17,3 102,36 0 13,761 346840000 Extended synaptotagmin-2

P67812 SEC11A 0,0176296 4 4 16,2 20,625 0 16,815 723850000 Signal peptidase complex catalytic subunit SEC11A

O00505 KPNA3 0,0176235 18 14 49,3 57,81 0 123,94 7270600000 Importin subunit alpha-4

O95149 SNUPN 0,0176175 5 5 16,7 41,142 0 17,959 353650000 Snurportin-1

Q9H4A6 GOLPH3 0,0175081 4 3 21,1 33,81 0 9,4109 377250000 Golgi phosphoprotein 3

Q9UH99 SUN2 0,0174521 9 9 24,1 80,31 0 23,061 443730000 SUN domain-containing protein 2

Q86VX2 COMMD7 0,0174389 1 1 10 22,54 0,00042114 3,2779 109530000 COMM domain-containing protein 7

Q9UJX2 CDC23 0,0171691 7 7 16,1 68,833 0 17,81 277450000 Cell division cycle protein 23 homolog

O15084 ANKRD28 0,0171168 14 13 22,7 112,96 0 44,011 919460000 Serine/threonine-protein phosphatase 6 regulatory ankyrin repeat subunit A

Q96EL3 MRPL53 0,017052 4 4 50 12,107 0 22,826 682710000 39S ribosomal protein L53, mitochondrial

O75937 DNAJC8 0,016935 13 13 56,1 29,841 0 63,704 5432600000 DnaJ homolog subfamily C member 8

Q9Y6C9 MTCH2 0,0169155 8 8 36,6 33,331 0 37,732 3127500000 Mitochondrial carrier homolog 2

Q15631 TSN 0,0169063 13 13 46,1 26,183 0 128,35 8133700000 Translin

Q13867 BLMH 0,0168586 20 20 58 52,562 0 110,69 1,0579E+10 Bleomycin hydrolase

P10515 DLAT 0,0168482 19 19 45,6 68,996 0 136,69 1,0805E+10 Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial

Q68E01 INTS3 0,0167909 19 19 26,7 118,07 0 65,657 1485800000 Integrator complex subunit 3

Q9UG63 ABCF2 0,0167886 30 30 51,5 71,289 0 116,62 1,0879E+10 ATP-binding cassette sub-family F member 2

O15042 U2SURP 0,0167184 30 30 34,2 118,29 0 205,35 7360200000 U2 snRNP-associated SURP motif-containing protein

Q13435 SF3B2 0,0166724 39 39 48,5 100,23 0 252,93 2,1667E+10 Splicing factor 3B subunit 2



P07437 TUBB 0,0166293 25 5 70,7 49,67 0 78,95 1,4526E+11 Tubulin beta chain

P00338 LDHA 0,0165459 26 25 75 36,688 0 286,21 2,1002E+11 L-lactate dehydrogenase A chain

Q8WVB6 CHTF18 0,0164963 9 8 13,3 107,38 0 20,823 156760000 Chromosome transmission fidelity protein 18 homolog

P49005 POLD2 0,0164863 16 16 53,7 51,289 0 122,98 2951500000 DNA polymerase delta subunit 2

Q8TCS8 PNPT1 0,0164758 34 34 52,1 85,95 0 107,28 6348900000 Polyribonucleotide nucleotidyltransferase 1, mitochondrial

Q8TD19 NEK9 0,0164405 20 20 28,9 107,17 0 48,702 1757900000 Serine/threonine-protein kinase Nek9

Q9H2D1 SLC25A32 0,0163942 4 4 20,3 35,407 0 10,103 207640000 Mitochondrial folate transporter/carrier

P63208 SKP1 0,0163619 10 10 65,6 18,658 0 37,607 5016000000 S-phase kinase-associated protein 1

Q9BSJ5 C17orf80 0,0163537 2 2 3,8 67,314 0,00021164 3,3894 165680000 Uncharacterized protein C17orf80

Q9NV88 INTS9 0,0163425 5 5 14,9 73,814 0 15,436 385360000 Integrator complex subunit 9

Q96BK5 PINX1 0,0163229 5 5 25,6 37,034 0 6,5872 418400000 PIN2/TERF1-interacting telomerase inhibitor 1

O75592 MYCBP2 0,0163175 42 42 14,6 513,63 0 79,308 2044400000 E3 ubiquitin-protein ligase MYCBP2

P49792 RANBP2 0,0163063 101 72 47,1 358,2 0 323,31 1,5231E+10 E3 SUMO-protein ligase RanBP2

P35251 RFC1 0,0162648 27 27 35,3 128,25 0 188,83 4394300000 Replication factor C subunit 1

Q02338 BDH1 0,0161948 10 10 46,4 38,157 0 33,658 987950000 D-beta-hydroxybutyrate dehydrogenase, mitochondrial

Q641Q2 FAM21A 0,0161321 19 4 27,3 147,18 0 63,882 1044300000 WASH complex subunit FAM21A

Q9UK76 HN1 0,0160754 6 6 64,9 16,014 0 93,375 3009100000 Hematological and neurological expressed 1 protein;Hematological and neurological expressed 1 protein, N-terminally processed

O15145 ARPC3 0,0160597 8 8 42,7 20,546 0 28,852 4712300000 Actin-related protein 2/3 complex subunit 3

P00491 PNP 0,0160444 19 19 77,5 32,118 0 194,21 2,1071E+10 Purine nucleoside phosphorylase

Q9BZJ0 CRNKL1 0,0160103 11 11 15,6 100,45 0 30,299 832410000 Crooked neck-like protein 1

P31939 ATIC 0,0159668 41 41 82,6 64,615 0 323,31 5,6903E+10 Bifunctional purine biosynthesis protein PURH;Phosphoribosylaminoimidazolecarboxamide formyltransferase;IMP cyclohydrolase

Q8NC51 SERBP1 0,0158516 23 23 51,5 44,965 0 207,89 3,5837E+10 Plasminogen activator inhibitor 1 RNA-binding protein

P06753 TPM3 0,0157922 18 11 42,1 32,95 0 203,8 2,6899E+10 Tropomyosin alpha-3 chain

P33993 MCM7 0,0157687 41 41 60,8 81,307 0 323,31 3,3742E+10 DNA replication licensing factor MCM7

P21796 VDAC1 0,0157685 18 18 80,6 30,772 0 217,4 2,8746E+10 Voltage-dependent anion-selective channel protein 1

P09622 DLD 0,0155985 20 20 50,1 54,177 0 130,78 1,9729E+10 Dihydrolipoyl dehydrogenase, mitochondrial

Q9UHB9 SRP68 0,0155846 24 24 45,8 70,729 0 194,96 4740500000 Signal recognition particle subunit SRP68

Q9NYB0 TERF2IP 0,015571 13 13 53,4 44,259 0 67,008 2183100000 Telomeric repeat-binding factor 2-interacting protein 1

O60888 CUTA 0,015543 6 6 48,6 19,116 0 68,85 3855000000 Protein CutA

P43487 RANBP1 0,0154965 7 7 42,8 23,31 0 53,646 2,9829E+10 Ran-specific GTPase-activating protein

P27708 CAD 0,0154243 100 98 67,8 242,98 0 323,31 4,7924E+10 CAD protein;Glutamine-dependent carbamoyl-phosphate synthase;Aspartate carbamoyltransferase;Dihydroorotase

O60231 DHX16 0,0153734 19 18 24,8 119,26 0 58,974 1282500000 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16

P11177 PDHB 0,0151939 15 15 57,4 39,233 0 78,652 6971500000 Pyruvate dehydrogenase E1 component subunit beta, mitochondrial

Q8N0V3 RBFA 0,0149266 2 2 9,9 38,359 0 4,4751 72082000 Putative ribosome-binding factor A, mitochondrial

P68402 PAFAH1B2 0,0149077 6 6 37,1 25,569 0 50,062 3304100000 Platelet-activating factor acetylhydrolase IB subunit beta

P28838 LAP3 0,0148301 30 30 72,4 56,166 0 210,97 2,9389E+10 Cytosol aminopeptidase

P49790 NUP153 0,0148094 34 34 38,8 153,94 0 105,95 4194300000 Nuclear pore complex protein Nup153

P15170 GSPT1 0,0147693 22 10 52,5 55,755 0 123,75 1,128E+10 Eukaryotic peptide chain release factor GTP-binding subunit ERF3A

Q96FJ0 STAMBPL1 0,0147578 9 9 24,8 49,783 0 21,386 529070000 AMSH-like protease

Q9NWZ3 IRAK4 0,0146695 8 8 24,1 51,529 0 16,478 358290000 Interleukin-1 receptor-associated kinase 4

Q59GN2;P62891RPL39P5;RPL390,0146308 2 2 19,6 6,3225 0,00021441 3,6379 391520000 Putative 60S ribosomal protein L39-like 5;60S ribosomal protein L39

P49593 PPM1F 0,0143326 6 6 25,3 49,83 0 23,82 472130000 Protein phosphatase 1F

P48739 PITPNB 0,0141244 19 17 72,3 31,54 0 92,872 8753800000 Phosphatidylinositol transfer protein beta isoform

O15127 SCAMP2 0,0141138 2 2 9,7 36,648 0 9,9683 506570000 Secretory carrier-associated membrane protein 2

O95466 FMNL1 0,0140995 15 15 19,9 121,85 0 47,94 1617300000 Formin-like protein 1

Q86XR2 FAM129C 0,0140652 7 7 9,6 77,412 0 15,372 280480000 Niban-like protein 2

P00367;P49448GLUD1;GLUD20,0139887 24 24 53,6 61,397 0 141,01 2,0509E+10 Glutamate dehydrogenase 1, mitochondrial;Glutamate dehydrogenase 2, mitochondrial

Q9BZF1 OSBPL8 0,013938 8 8 14,6 101,19 0 18,978 455030000 Oxysterol-binding protein-related protein 8

Q3SXM5 HSDL1 0,0139266 3 3 10 37,001 0 8,3731 41801000 Inactive hydroxysteroid dehydrogenase-like protein 1

P35269 GTF2F1 0,0139086 14 14 37,7 58,24 0 131,32 2886600000 General transcription factor IIF subunit 1

Q9GZU8 FAM192A 0,0138628 8 8 39,8 28,912 0 50,723 1484800000 Protein FAM192A

Q9NXH9 TRMT1 0,0137856 14 14 29,9 72,233 0 48,816 1664600000 tRNA (guanine(26)-N(2))-dimethyltransferase

Q7Z460 CLASP1 0,0137265 28 25 25,3 169,45 0 101,32 2086300000 CLIP-associating protein 1

O14787 TNPO2 0,0136964 16 10 26,2 101,39 0 15,819 581050000 Transportin-2

Q13347 EIF3I 0,0136864 21 21 84,9 36,501 0 151,63 1,7575E+10 Eukaryotic translation initiation factor 3 subunit I

Q9BTD8 RBM42 0,0136739 7 7 22,7 50,413 0 39,609 1034700000 RNA-binding protein 42

Q86VP6 CAND1 0,0136049 58 58 56,3 136,37 0 323,31 3,776E+10 Cullin-associated NEDD8-dissociated protein 1

P25398 RPS12 0,0135355 10 10 75 14,515 0 113,14 4,962E+10 40S ribosomal protein S12

P62854;Q5JNZ5RPS26;RPS26P110,013497 4 4 37,4 13,015 0 12,481 1,9766E+10 40S ribosomal protein S26;Putative 40S ribosomal protein S26-like 1

Q8IZL8 PELP1 0,0134643 26 26 41,9 119,7 0 217,52 5099400000 Proline-, glutamic acid- and leucine-rich protein 1

Q9Y6Y8 SEC23IP 0,0133824 23 23 33,8 111,08 0 90,981 4350600000 SEC23-interacting protein

Q92979 EMG1 0,0133669 11 11 59 26,72 0 34,769 1910100000 Ribosomal RNA small subunit methyltransferase NEP1

P62136 PPP1CA 0,0133448 23 7 76,4 37,512 0 260,99 2,3989E+10 Serine/threonine-protein phosphatase PP1-alpha catalytic subunit

P18669 PGAM1 0,0133115 16 16 70,9 28,804 0 164,67 5,8288E+10 Phosphoglycerate mutase 1

Q02080 MEF2B 0,0131891 10 10 40,3 38,639 0 40,997 3036000000 Myocyte-specific enhancer factor 2B

P37198 NUP62 0,0131431 12 12 30,3 53,254 0 76,292 2315500000 Nuclear pore glycoprotein p62

O15213 WDR46 0,013068 12 12 26,2 68,07 0 45,23 1535100000 WD repeat-containing protein 46

Q6P9B6 TLDC1 0,0128277 2 2 7,9 50,993 0 8,9439 158520000 TLD domain-containing protein 1

Q9Y5L0 TNPO3 0,0126794 29 29 40,3 104,2 0 120,02 8220900000 Transportin-3

O00220 TNFRSF10A 0,0126402 3 3 10,3 50,089 0 5,3244 118730000 Tumor necrosis factor receptor superfamily member 10A

Q9NV56 MRGBP 0,0124922 4 4 31,4 22,417 0 15,301 313470000 MRG/MORF4L-binding protein

Q9GZT3 SLIRP 0,0122768 8 8 78 12,349 0 74,988 3851600000 SRA stem-loop-interacting RNA-binding protein, mitochondrial

Q8TB45 DEPTOR 0,0122079 10 10 24,4 46,293 0 59,646 2032100000 DEP domain-containing mTOR-interacting protein

P19387 POLR2C 0,0121182 10 10 56,7 31,441 0 71,984 2048100000 DNA-directed RNA polymerase II subunit RPB3

Q8IV48 ERI1 0,0120935 6 6 18,6 40,063 0 14,874 544350000 3-5 exoribonuclease 1

P28062 PSMB8 0,0120681 11 11 58 30,354 0 56,52 6445300000 Proteasome subunit beta type-8

Q99836 MYD88 0,0119249 4 4 20,3 33,233 0 14,238 143930000 Myeloid differentiation primary response protein MyD88

P09086 POU2F2 0,0119169 7 4 25,3 51,208 0 26,8 388340000 POU domain, class 2, transcription factor 2

O15511 ARPC5 0,0119003 6 5 57,6 16,32 0 57,459 4938100000 Actin-related protein 2/3 complex subunit 5

Q9NVR2 INTS10 0,0118945 6 6 13,7 82,235 0 28,025 329220000 Integrator complex subunit 10

P22234 PAICS 0,0118268 25 25 64 47,079 0 206,29 4,6443E+10 Multifunctional protein ADE2;Phosphoribosylaminoimidazole-succinocarboxamide synthase;Phosphoribosylaminoimidazole carboxylase

P15391 CD19 0,0118065 8 8 21,2 61,128 0 19,338 709820000 B-lymphocyte antigen CD19

P04406 GAPDH 0,011775 21 21 76,1 36,053 0 323,31 5,9932E+11 Glyceraldehyde-3-phosphate dehydrogenase

Q14CX7 NAA25 0,0117667 19 19 26 112,29 0 66,645 1663100000 N-alpha-acetyltransferase 25, NatB auxiliary subunit

O95169 NDUFB8 0,0117387 5 5 36 21,766 0 13,334 628430000 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 8, mitochondrial

Q9P035 HACD3 0,0116795 7 7 26,8 43,159 0 19,199 1729000000 Very-long-chain (3R)-3-hydroxyacyl-CoA dehydratase 3

P22059 OSBP 0,0116347 19 19 31,7 89,42 0 126,62 5422100000 Oxysterol-binding protein 1

O00139 KIF2A 0,0116232 20 19 38,8 79,954 0 59,104 2584600000 Kinesin-like protein KIF2A

Q9BRG1 VPS25 0,0115835 6 6 48,3 20,747 0 12,272 368670000 Vacuolar protein-sorting-associated protein 25

P52597 HNRNPF 0,0115498 17 15 65,8 45,671 0 323,31 3,5104E+10 Heterogeneous nuclear ribonucleoprotein F;Heterogeneous nuclear ribonucleoprotein F, N-terminally processed

P63151 PPP2R2A 0,0113632 18 13 61,7 51,691 0 103,41 6697100000 Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform

Q16836 HADH 0,0113388 13 13 69,4 34,293 0 56,222 7137400000 Hydroxyacyl-coenzyme A dehydrogenase, mitochondrial

Q15370 TCEB2 0,0113299 10 10 58,5 13,133 0 96,929 6298900000 Transcription elongation factor B polypeptide 2

Q6PKG0 LARP1 0,011144 41 37 52,5 123,51 0 191,68 1,1974E+10 La-related protein 1

Q96HY7 DHTKD1 0,0110795 5 5 11,9 103,08 0 4,455 359810000 Probable 2-oxoglutarate dehydrogenase E1 component DHKTD1, mitochondrial

Q9Y316 MEMO1 0,0109541 9 9 51,9 33,733 0 27,233 1706900000 Protein MEMO1

O00148 DDX39A 0,0108669 25 14 56,9 49,129 0 223,35 4,0256E+10 ATP-dependent RNA helicase DDX39A

O15031 PLXNB2 0,0108185 22 22 19 205,12 0 49,624 1049400000 Plexin-B2

Q9Y399 MRPS2 0,010809 7 7 33,1 33,249 0 10,544 830940000 28S ribosomal protein S2, mitochondrial

Q9NX20 MRPL16 0,010792 4 4 21,5 28,449 0 10,945 168480000 39S ribosomal protein L16, mitochondrial

Q8N3C0 ASCC3 0,0107364 28 28 18,6 251,46 0 60,709 1325700000 Activating signal cointegrator 1 complex subunit 3

Q96GM5 SMARCD1 0,0106939 10 9 28,9 58,232 0 19,787 470680000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily D member 1

Q9Y3F4 STRAP 0,0106365 22 22 73,4 38,438 0 150,42 2,0117E+10 Serine-threonine kinase receptor-associated protein

Q9Y490 TLN1 0,0105649 107 96 59,5 269,76 0 323,31 5,2518E+10 Talin-1

Q9Y487 ATP6V0A2 0,0105476 6 6 10,6 98,081 0 19,151 268850000 V-type proton ATPase 116 kDa subunit a isoform 2

Q96A65 EXOC4 0,0105028 14 14 18,9 110,5 0 41,265 836410000 Exocyst complex component 4

Q01844 EWSR1 0,0104741 8 8 16 68,477 0 140,8 7280900000 RNA-binding protein EWS

Q7Z589 EMSY 0,0103502 2 2 3,6 141,47 0,00021358 3,5446 39543000 Protein EMSY

Q9BV86 NTMT1 0,0103316 8 8 57 25,387 0 52,852 1845200000 N-terminal Xaa-Pro-Lys N-methyltransferase 1;N-terminal Xaa-Pro-Lys N-methyltransferase 1, N-terminally processed

Q9BUJ2 HNRNPUL1 0,0102795 25 25 39,6 95,737 0 167,29 8959900000 Heterogeneous nuclear ribonucleoprotein U-like protein 1

P51665 PSMD7 0,0102794 14 14 63 37,025 0 141,84 1,0957E+10 26S proteasome non-ATPase regulatory subunit 7

Q9UBQ7 GRHPR 0,010249 16 16 54,9 35,668 0 113,69 7218100000 Glyoxylate reductase/hydroxypyruvate reductase

Q9H0Z9;Q9BX46RBM38;RBM240,0102143 4 4 19,7 25,498 0 19,936 940200000 RNA-binding protein 38;RNA-binding protein 24

O15155 BET1 0,0102077 2 2 24,6 13,289 0 20,892 1098200000 BET1 homolog

P36578 RPL4 0,010192 26 26 51,1 47,697 0 194,67 9,6206E+10 60S ribosomal protein L4

P62847 RPS24 0,010142 7 7 36,1 15,423 0 24,492 1,547E+10 40S ribosomal protein S24

P17980 PSMC3 0,0100539 29 29 70,8 49,203 0 119,5 1,578E+10 26S protease regulatory subunit 6A

P10109 FDX1 0,0100103 4 4 25,5 19,393 0 9,8637 434750000 Adrenodoxin, mitochondrial

Q6NYC8 PPP1R18 0,00990888 11 11 29 67,942 0 94 1420700000 Phostensin

Q92558 WASF1 0,00983744 4 4 10 61,651 0 15,788 404510000 Wiskott-Aldrich syndrome protein family member 1

Q9P258 RCC2 0,00968802 27 27 64,8 56,084 0 257,59 3,6399E+10 Protein RCC2

Q12972 PPP1R8 0,0096758 10 10 40,2 38,478 0 92,803 2973300000 Nuclear inhibitor of protein phosphatase 1;Activator of RNA decay

Q14974 KPNB1 0,00963248 40 40 56,6 97,169 0 323,31 6,3953E+10 Importin subunit beta-1

Q12905 ILF2 0,00962604 23 23 79,7 43,062 0 283,38 3,1837E+10 Interleukin enhancer-binding factor 2

Q96CN7 ISOC1 0,0095907 9 9 46 32,236 0 31,699 1292300000 Isochorismatase domain-containing protein 1

Q96AT9 RPE 0,00956231 5 5 42,5 24,927 0 66,481 2272900000 Ribulose-phosphate 3-epimerase

P56211 ARPP19 0,0094027 3 2 46,4 12,323 0 4,4725 570460000 cAMP-regulated phosphoprotein 19

O43264 ZW10 0,00934191 21 21 42,5 88,828 0 110,83 2911000000 Centromere/kinetochore protein zw10 homolog

Q8IUW5 RELL1 0,00931138 2 2 11,8 29,34 0 8,1718 98881000 RELT-like protein 1

Q8N4Q1 CHCHD4 0,00929151 4 4 45,8 15,996 0 14,916 1013200000 Mitochondrial intermembrane space import and assembly protein 40

Q53HC9 TSSC1 0,00927726 11 11 43,9 43,603 0 63,319 1167100000 Protein TSSC1

P22087 FBL 0,00924761 17 15 54,5 33,784 0 120,67 2,0605E+10 rRNA 2-O-methyltransferase fibrillarin

Q96DU3 SLAMF6 0,00921141 5 5 19 37,345 0 30,848 937920000 SLAM family member 6

Q9NVQ4 FAIM 0,00918002 3 3 31,3 20,215 0 10,575 435520000 Fas apoptotic inhibitory molecule 1

Q9BTE6 AARSD1 0,00906624 14 14 48,3 45,479 0 63,611 2014000000 Alanyl-tRNA editing protein Aarsd1

Q9BUK6 MSTO1 0,00892317 10 10 26,3 61,835 0 29,808 796070000 Protein misato homolog 1

P55735 SEC13 0,00889314 10 10 59 35,54 0 75,623 4765800000 Protein SEC13 homolog

Q96II8 LRCH3 0,00884617 15 13 33,5 86,082 0 60,089 1015500000 Leucine-rich repeat and calponin homology domain-containing protein 3

Q8TBC3 SHKBP1 0,00881728 4 4 9,3 76,343 0 22,454 245250000 SH3KBP1-binding protein 1

Q14677 CLINT1 0,00875055 18 18 30,1 68,259 0 100,99 6276600000 Clathrin interactor 1

P48637 GSS 0,00874814 14 14 40,7 52,384 0 41,694 1704200000 Glutathione synthetase

Q6VMQ6 ATF7IP 0,00863037 2 2 3,4 136,39 0 3,7736 64188000 Activating transcription factor 7-interacting protein 1

Q9NUQ7 UFSP2 0,00863002 5 5 17,9 53,261 0 10,404 207680000 Ufm1-specific protease 2

Q96G21 IMP4 0,00856765 9 9 35,7 33,756 0 36,668 1006400000 U3 small nucleolar ribonucleoprotein protein IMP4

Q92610 ZNF592 0,00854513 9 9 14,3 137,53 0 10,82 470540000 Zinc finger protein 592

P26440 IVD 0,0085425 6 6 17,6 46,65 0 21,414 487030000 Isovaleryl-CoA dehydrogenase, mitochondrial

P55160 NCKAP1L 0,00841743 26 26 32,7 128,15 0 106,88 5467900000 Nck-associated protein 1-like

Q13951 CBFB 0,00837528 8 8 52,2 21,508 0 105,38 3836900000 Core-binding factor subunit beta

P63010 AP2B1 0,00832013 35 20 48,7 104,55 0 62,974 1962700000 AP-2 complex subunit beta

Q92615 LARP4B 0,00831242 14 13 25,6 80,551 0 92,12 1381900000 La-related protein 4B

Q9Y5K6 CD2AP 0,00820432 21 21 45,4 71,45 0 62,516 3678300000 CD2-associated protein

P61764 STXBP1 0,00816342 6 6 15 67,568 0 20,023 406790000 Syntaxin-binding protein 1

P62380 TBPL1 0,00812127 5 5 35,5 20,886 0 27,584 340380000 TATA box-binding protein-like protein 1

Q9UMS4 PRPF19 0,00800932 19 19 70,4 55,18 0 195,81 2,6152E+10 Pre-mRNA-processing factor 19

Q9NV31 IMP3 0,00788862 5 5 38 21,85 0 28,79 577060000 U3 small nucleolar ribonucleoprotein protein IMP3

Q9BXW7 CECR5 0,00787231 10 10 33,1 46,321 0 41,29 1683300000 Cat eye syndrome critical region protein 5

P62266 RPS23 0,0077939 9 9 49,7 15,807 0 46,511 2,5144E+10 40S ribosomal protein S23

Q15005 SPCS2 0,00774059 10 10 39,4 25,003 0 46,795 2188900000 Signal peptidase complex subunit 2

Q13098 GPS1 0,00768828 10 10 29,3 55,536 0 57,748 2121700000 COP9 signalosome complex subunit 1

O00303 EIF3F 0,00758218 15 15 55,5 37,563 0 134,02 1,1977E+10 Eukaryotic translation initiation factor 3 subunit F

Q8NFU3 TSTD1 0,00748262 3 3 30,4 12,53 0 5,7745 113980000 Thiosulfate sulfurtransferase/rhodanese-like domain-containing protein 1

P33908 MAN1A1 0,00743418 6 6 16,1 72,968 0 18,162 361280000 Mannosyl-oligosaccharide 1,2-alpha-mannosidase IA

P61421 ATP6V0D1 0,00735263 7 7 28,5 40,329 0 23,987 628480000 V-type proton ATPase subunit d 1

Q9UH65 SWAP70 0,00732666 29 29 49,6 68,997 0 169,86 1,357E+10 Switch-associated protein 70

Q5GLZ8 HERC4 0,00725965 14 14 23,7 118,56 0 48,944 1004600000 Probable E3 ubiquitin-protein ligase HERC4

Q6IN85 SMEK1 0,00721057 13 10 17,5 95,367 0 47,206 1445100000 Serine/threonine-protein phosphatase 4 regulatory subunit 3A

O95159 ZFPL1 0,00716127 5 5 18,1 34,114 0 12,195 316920000 Zinc finger protein-like 1

Q96HE7 ERO1L 0,00712767 20 19 62,8 54,392 0 127,23 4585900000 ERO1-like protein alpha

Q147X3 NAA30 0,00703558 2 2 8,8 39,319 0 8,0686 93651000 N-alpha-acetyltransferase 30

P51991 HNRNPA3 0,00703083 26 26 50,5 39,594 0 201,7 6,4467E+10 Heterogeneous nuclear ribonucleoprotein A3

O76021 RSL1D1 0,00700126 29 29 51,8 54,972 0 187,39 1,5342E+10 Ribosomal L1 domain-containing protein 1

Q96D46 NMD3 0,00693017 15 15 48,1 57,603 0 62,305 1589700000 60S ribosomal export protein NMD3

Q9Y3C8 UFC1 0,00690516 6 6 34,1 19,458 0 13,286 1866700000 Ubiquitin-fold modifier-conjugating enzyme 1

O95716 RAB3D 0,00689671 4 1 22,8 24,267 0 4,3939 340330000 Ras-related protein Rab-3D

Q7Z569 BRAP 0,00684518 6 6 14,9 67,304 0 12,616 279200000 BRCA1-associated protein

P06733 ENO1 0,00675701 33 29 75,3 47,168 0 323,31 4,0821E+11 Alpha-enolase

Q9Y2R5 MRPS17 0,00672301 5 5 60 14,502 0 30,145 1269000000 28S ribosomal protein S17, mitochondrial

P62249 RPS16 0,00669186 9 9 54,1 16,445 0 40,783 2,6222E+10 40S ribosomal protein S16

Q07666 KHDRBS1 0,00665872 10 10 27,3 48,227 0 59,664 1,4176E+10 KH domain-containing, RNA-binding, signal transduction-associated protein 1

Q6UXH1 CRELD2 0,00661827 4 4 13,9 38,191 0 11,864 466810000 Cysteine-rich with EGF-like domain protein 2

P46087 NOP2 0,00661272 23 23 39 89,301 0 76,825 9424800000 Probable 28S rRNA (cytosine(4447)-C(5))-methyltransferase

Q15366 PCBP2 0,00661029 17 12 66,8 38,58 0 117,39 2,703E+10 Poly(rC)-binding protein 2

Q9Y383 LUC7L2 0,0064386 18 13 45,9 46,513 0 197,42 1,6272E+10 Putative RNA-binding protein Luc7-like 2

Q96EZ8 MCRS1 0,00633396 2 2 9,3 51,803 0 5,1163 137890000 Microspherule protein 1

Q9UFC0 LRWD1 0,00626172 14 14 32,1 70,86 0 76,921 1822400000 Leucine-rich repeat and WD repeat-containing protein 1

Q9NR50 EIF2B3 0,00621142 20 20 58,6 50,24 0 79,673 3361800000 Translation initiation factor eIF-2B subunit gamma

O60266 ADCY3 0,00619029 2 2 2,6 128,96 0 3,8473 59425000 Adenylate cyclase type 3

Q06187 BTK 0,00613746 28 27 49,6 76,28 0 118,1 5817600000 Tyrosine-protein kinase BTK

P07814 EPRS 0,00608236 77 77 67,7 170,59 0 323,31 6,8481E+10 Bifunctional glutamate/proline--tRNA ligase;Glutamate--tRNA ligase;Proline--tRNA ligase

O43809 NUDT21 0,00604185 15 15 55,9 26,227 0 54,024 9360100000 Cleavage and polyadenylation specificity factor subunit 5

P20701 ITGAL 0,0059647 12 12 15,1 128,77 0 37,358 1075400000 Integrin alpha-L

Q14573 ITPR3 0,0059261 11 9 7,2 304,1 0 32,543 423680000 Inositol 1,4,5-trisphosphate receptor type 3

Q96FW1 OTUB1 0,00591306 12 12 56,8 31,284 0 110,6 8321900000 Ubiquitin thioesterase OTUB1

Q2TAY7 SMU1 0,00587477 17 17 46,4 57,543 0 135,24 6889200000 WD40 repeat-containing protein SMU1;WD40 repeat-containing protein SMU1, N-terminally processed

Q9H307 PNN 0,00582975 19 19 26,6 81,627 0 79,68 5368800000 Pinin

Q15008 PSMD6 0,00577155 25 25 57,6 45,531 0 181,57 9416500000 26S proteasome non-ATPase regulatory subunit 6

P28072 PSMB6 0,00575696 8 8 40,6 25,357 0 34,208 5473200000 Proteasome subunit beta type-6

P13010 XRCC5 0,00571903 42 42 67,9 82,704 0 323,31 6,4151E+10 X-ray repair cross-complementing protein 5

P04040 CAT 0,00570765 27 27 60 59,755 0 162,81 9923000000 Catalase

P41252 IARS 0,00568612 62 62 56,1 144,5 0 323,31 5,421E+10 Isoleucine--tRNA ligase, cytoplasmic

P16989 YBX3 0,00566225 19 13 75 40,089 0 136,79 2,4903E+10 Y-box-binding protein 3

Q9UII2 ATPIF1 0,00550403 3 3 17,9 12,249 0,00041485 3,0131 2673300000 ATPase inhibitor, mitochondrial

P61978 HNRNPK 0,00545947 28 28 64,8 50,976 0 323,31 1,5894E+11 Heterogeneous nuclear ribonucleoprotein K

P42765 ACAA2 0,00539238 23 23 80,1 41,924 0 162,89 1,2494E+10 3-ketoacyl-CoA thiolase, mitochondrial

Q9Y244 POMP 0,00539173 5 5 47,5 15,789 0 27,904 623420000 Proteasome maturation protein

P50579 METAP2 0,00539007 17 17 51,5 52,891 0 163,12 4408000000 Methionine aminopeptidase 2

Q8WXI9 GATAD2B 0,00524533 16 15 36,8 65,26 0 72,256 2787700000 Transcriptional repressor p66-beta

P43405 SYK 0,00521214 15 15 40,6 72,065 0 45,748 2458100000 Tyrosine-protein kinase SYK

P31040 SDHA 0,0051318 27 27 62,2 72,691 0 202,13 1,5355E+10 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial

O15037 KHNYN 0,00504059 2 2 4,3 74,533 0 6,4814 60858000 Protein KHNYN

P37802 TAGLN2 0,00499593 14 14 74,9 22,391 0 110,66 3,2725E+10 Transgelin-2

Q16186 ADRM1 0,00497893 9 9 22,6 42,153 0 73,512 3508500000 Proteasomal ubiquitin receptor ADRM1

Q9HA77 CARS2 0,00492875 8 8 17,9 62,223 0 23,733 596480000 Probable cysteine--tRNA ligase, mitochondrial

P28799 GRN 0,0048012 5 5 16,4 63,544 0 8,1363 319200000 Granulins;Acrogranin;Paragranulin;Granulin-1;Granulin-2;Granulin-3;Granulin-4;Granulin-5;Granulin-6;Granulin-7

Q96P48 ARAP1 0,00473052 13 13 13,6 162,19 0 44,885 696550000 Arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing protein 1

P60981 DSTN 0,00460838 12 11 78,8 18,506 0 110,76 4631100000 Destrin

Q9P253 VPS18 0,00457434 9 9 15,1 110,18 0 18,937 438190000 Vacuolar protein sorting-associated protein 18 homolog

Q9HB58 SP110 0,00446549 2 2 7,5 78,395 0 5,9397 59336000 Sp110 nuclear body protein

P61221 ABCE1 0,0044111 32 32 58,8 67,314 0 161,69 1,6259E+10 ATP-binding cassette sub-family E member 1

Q9H814 PHAX 0,00425965 6 6 21,1 44,402 0 15,362 446990000 Phosphorylated adapter RNA export protein

P19105;O14950;P24844MYL12A;MYL12B;MYL90,00424388 9 9 62,6 19,794 0 134,63 1,9212E+10 Myosin regulatory light chain 12A;Myosin regulatory light chain 12B;Myosin regulatory light polypeptide 9

P40222 TXLNA 0,00423541 14 13 39 61,89 0 108,37 3361400000 Alpha-taxilin

Q07020 RPL18 0,00423067 9 9 43,1 21,634 0 134,9 5,0904E+10 60S ribosomal protein L18

Q14160 SCRIB 0,00421851 11 11 14 174,88 0 29,876 505760000 Protein scribble homolog

P61513 RPL37A 0,00409931 4 4 51,1 10,275 0 16,921 9908500000 60S ribosomal protein L37a

P20340 RAB6A 0,00407663 9 9 53,4 23,593 0 42,959 6464500000 Ras-related protein Rab-6A

Q86VN1 VPS36 0,00373264 4 4 14,5 43,816 0 6,5008 170990000 Vacuolar protein-sorting-associated protein 36

P31946 YWHAB 0,00359798 17 10 72,4 28,082 0 205,27 2,9688E+10 14-3-3 protein beta/alpha;14-3-3 protein beta/alpha, N-terminally processed

O14562 UBFD1 0,00356968 7 7 35 33,382 0 17,588 739150000 Ubiquitin domain-containing protein UBFD1

P61353 RPL27 0,00355884 7 7 45,6 15,798 0 81,605 3,2911E+10 60S ribosomal protein L27

Q14146 URB2 0,00331515 20 20 18,8 170,54 0 65,534 908670000 Unhealthy ribosome biogenesis protein 2 homolog

Q8N8J7 C4orf32 0,00331442 2 2 30,3 14,652 0 6,5332 262650000 Uncharacterized protein C4orf32

Q08211 DHX9 0,00331427 62 62 57,8 140,96 0 323,31 8,821E+10 ATP-dependent RNA helicase A

Q8N7H5 PAF1 0,0032988 13 13 30,7 59,975 0 37,442 1403900000 RNA polymerase II-associated factor 1 homolog

Q9ULC5 ACSL5 0,0032787 8 7 15,5 75,99 0 14,308 246040000 Long-chain-fatty-acid--CoA ligase 5

P82932 MRPS6 0,00324237 6 6 45,6 14,226 0 10,282 816500000 28S ribosomal protein S6, mitochondrial

Q14166 TTLL12 0,00323159 30 30 69,9 74,403 0 193,39 1,1512E+10 Tubulin--tyrosine ligase-like protein 12

Q13428 TCOF1 0,00318004 22 22 21,4 152,1 0 92,202 4519600000 Treacle protein

O76031 CLPX 0,00285829 18 18 40,1 69,223 0 47,294 2724900000 ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial

Q02878 RPL6 0,00281306 18 18 48,3 32,728 0 154,24 6,8287E+10 60S ribosomal protein L6

Q86WR0 CCDC25 0,00280551 8 8 38 24,479 0 13,346 1121900000 Coiled-coil domain-containing protein 25

P34932 HSPA4 0,00271158 53 49 75,8 94,33 0 323,31 5,3704E+10 Heat shock 70 kDa protein 4

Q13617 CUL2 0,00270081 24 24 41,2 86,982 0 113,45 3610400000 Cullin-2

O14925;Q5SRD1TIMM23;TIMM23B0,00269635 3 3 37,3 21,943 0 9,1335 933560000 Mitochondrial import inner membrane translocase subunit Tim23;Putative mitochondrial import inner membrane translocase subunit Tim23B

O95487 SEC24B 0,00249213 11 10 12,9 137,42 0 28,781 533870000 Protein transport protein Sec24B

Q05519 SRSF11 0,00245304 8 8 20,7 53,542 0 53,921 4959000000 Serine/arginine-rich splicing factor 11

Q9UL03 INTS6 0,00244416 6 6 8,5 100,39 0 15,689 165850000 Integrator complex subunit 6

O75494 SRSF10 0,00239436 9 9 24 31,3 0 82,803 5659600000 Serine/arginine-rich splicing factor 10

Q14558 PRPSAP1 0,00236016 10 9 42,4 39,393 0 51,261 1766800000 Phosphoribosyl pyrophosphate synthase-associated protein 1

Q16795 NDUFA9 0,0023223 13 13 42,7 42,509 0 61,206 2461200000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 9, mitochondrial

Q5SSJ5 HP1BP3 0,00223394 12 12 25,3 61,206 0 36,286 2554200000 Heterochromatin protein 1-binding protein 3

P49189 ALDH9A1 0,00219816 19 19 50 53,801 0 116,04 4942500000 4-trimethylaminobutyraldehyde dehydrogenase

Q16881 TXNRD1 0,00216185 23 22 56,5 70,905 0 195,4 1,237E+10 Thioredoxin reductase 1, cytoplasmic

P05387 RPLP2 0,00214681 10 9 95,7 11,665 0 112,32 1,1656E+11 60S acidic ribosomal protein P2

P46777 RPL5 0,00212255 15 15 53,2 34,362 0 105,39 5,9628E+10 60S ribosomal protein L5

Q5VYK3 ECM29 0,0021065 45 45 36 204,29 0 154,05 4667600000 Proteasome-associated protein ECM29 homolog

P49821 NDUFV1 0,00205021 19 19 53 50,817 0 70,264 3481900000 NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial

Q13362 PPP2R5C 0,00203711 14 8 39,5 61,06 0 49,933 2305500000 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit gamma isoform

O43670 ZNF207 0,00187918 9 9 19 50,75 0 61,819 3481200000 BUB3-interacting and GLEBS motif-containing protein ZNF207

O00422 SAP18 0,00185409 8 8 54,2 17,561 0 42,805 3246800000 Histone deacetylase complex subunit SAP18

P25705 ATP5A1 0,0018235 32 32 63,1 59,75 0 323,31 1,8355E+11 ATP synthase subunit alpha, mitochondrial

Q7Z3K3 POGZ 0,00170057 22 22 26,6 155,34 0 66,022 1934300000 Pogo transposable element with ZNF domain

Q9UHY1 NRBP1 0,00168011 8 8 26 59,844 0 18,298 817830000 Nuclear receptor-binding protein

P20810 CAST 0,00163384 17 17 39,7 76,572 0 79,774 3095500000 Calpastatin

A6NCE7;Q9GZQ8;Q9H492MAP1LC3B2;MAP1LC3B;MAP1LC3A0,00160534 2 2 16,8 14,628 0 4,5154 973030000 Microtubule-associated proteins 1A/1B light chain 3 beta 2;Microtubule-associated proteins 1A/1B light chain 3B;Microtubule-associated proteins 1A/1B light chain 3A

O75489 NDUFS3 0,00158312 9 9 40,5 30,241 0 46,82 3271100000 NADH dehydrogenase [ubiquinone] iron-sulfur protein 3, mitochondrial

Q8IUI8 CRLF3 0,00156629 8 8 33 49,765 0 39,076 973280000 Cytokine receptor-like factor 3

Q13561 DCTN2 0,00150227 19 19 63,6 44,23 0 121,9 8907400000 Dynactin subunit 2

Q9BTY7 HGH1 0,00137412 14 14 53,6 42,129 0 64,805 1834800000 Protein HGH1 homolog

Q13838 DDX39B 0,00137256 24 13 56,8 48,991 0 85,777 1,1676E+10 Spliceosome RNA helicase DDX39B

O95834 EML2 0,00125784 14 14 32,5 70,678 0 76,299 2269100000 Echinoderm microtubule-associated protein-like 2

Q4V328 GRIPAP1 0,00111533 20 20 35,2 96,004 0 85,73 1609300000 GRIP1-associated protein 1

Q9ULZ2 STAP1 0,00100032 11 11 52,5 34,291 0 58,861 742990000 Signal-transducing adaptor protein 1

Q2TBE0 CWF19L2 0,00096931 2 2 3,5 103,79 0 6,8284 80972000 CWF19-like protein 2

Q9HAU5 UPF2 0,00096726 14 14 18,8 147,81 0 49,69 1172000000 Regulator of nonsense transcripts 2



Q13907 IDI1 0,00089283 14 14 68,3 26,319 0 119,35 9448300000 Isopentenyl-diphosphate Delta-isomerase 1

P33992 MCM5 0,00078361 43 43 65,7 82,285 0 323,31 2,8213E+10 DNA replication licensing factor MCM5

Q99497 PARK7 0,00070173 18 18 89,9 19,891 0 127,35 3,4468E+10 Protein deglycase DJ-1

P25685 DNAJB1 0,00067393 15 14 50,9 38,044 0 58,812 3018200000 DnaJ homolog subfamily B member 1

Q9NR30 DDX21 0,00059795 45 43 59,8 87,343 0 323,31 5,4237E+10 Nucleolar RNA helicase 2

Q5T1M5 FKBP15 0,00058347 21 21 28,8 133,63 0 133,67 2998700000 FK506-binding protein 15

P46782 RPS5 0,00056235 14 14 55,4 22,876 0 67,754 5,3619E+10 40S ribosomal protein S5;40S ribosomal protein S5, N-terminally processed

O43865 AHCYL1 0,00053498 8 3 19,4 58,951 0 15,952 299400000 Putative adenosylhomocysteinase 2

P38159 RBMX 0,00048975 20 6 41,4 42,331 0 150,88 2,0784E+10 RNA-binding motif protein, X chromosome;RNA-binding motif protein, X chromosome, N-terminally processed

Q13136;O75145PPFIA1;PPFIA30,00043425 5 5 5,2 135,78 0 13,14 182940000 Liprin-alpha-1;Liprin-alpha-3

Q09028 RBBP4 0,00037147 19 13 61,6 47,655 0 248,66 3,3742E+10 Histone-binding protein RBBP4

P14735 IDE 0,00033763 44 44 52,6 117,97 0 146,26 1,1036E+10 Insulin-degrading enzyme

Q69YN2 CWF19L1 0,00033633 16 16 41,1 60,618 0 50,623 1852500000 CWF19-like protein 1

Q15181 PPA1 0,00023949 24 24 85,8 32,66 0 246,66 6,3184E+10 Inorganic pyrophosphatase

P63220 RPS21 0,00022317 7 7 63,9 9,1113 0 153,78 2,5606E+10 40S ribosomal protein S21

Q6IA86 ELP2 0,00017697 13 13 25,9 92,499 0 29,834 971460000 Elongator complex protein 2

P23434 GCSH 0,00017424 3 3 38,7 18,884 0 4,72 664630000 Glycine cleavage system H protein, mitochondrial

Q86XP3 DDX42 1,43E-05 32 32 48,7 102,97 0 179,61 6274800000 ATP-dependent RNA helicase DDX42

Q96F07 CYFIP2 1,94E-06 37 24 34 148,4 0 171,98 6251100000 Cytoplasmic FMR1-interacting protein 2

P19525 EIF2AK2 -5,65E-05 11 11 26,7 62,094 0 41,493 1507400000 Interferon-induced, double-stranded RNA-activated protein kinase

Q9UBF2 COPG2 -0,00011446 26 22 51,1 97,621 0 73,873 2130800000 Coatomer subunit gamma-2

P61106 RAB14 -0,00012101 11 11 68,8 23,897 0 99,335 5255500000 Ras-related protein Rab-14

Q13148 TARDBP -0,00014465 14 14 45,9 44,739 0 166,16 8207200000 TAR DNA-binding protein 43

Q68CJ6 NUGGC -0,00019162 7 7 11,1 91,131 0 12,551 160360000 Nuclear GTPase SLIP-GC

P52789 HK2 -0,00029281 39 35 50,3 102,38 0 157,8 5417200000 Hexokinase-2

Q13492 PICALM -0,00034044 12 12 33,4 70,754 0 51,438 1349500000 Phosphatidylinositol-binding clathrin assembly protein

P46100 ATRX -0,00037886 6 6 3,4 282,58 0 20,251 405960000 Transcriptional regulator ATRX

P42677 RPS27 -0,00041323 6 3 73,8 9,461 0 28,311 2,3527E+10 40S ribosomal protein S27

P10398 ARAF -0,00052533 12 10 28,1 67,585 0 43,793 943240000 Serine/threonine-protein kinase A-Raf

O95478 NSA2 -0,00056869 7 7 31,5 30,065 0 20,453 895950000 Ribosome biogenesis protein NSA2 homolog

P84077;P61204ARF1;ARF3 -0,00058651 14 8 79,6 20,697 0 149,54 3,7679E+10 ADP-ribosylation factor 1;ADP-ribosylation factor 3

P13929 ENO3 -0,00069265 5 1 16,4 46,986 0,0010181 2,6502 398700000 Beta-enolase

P08559 PDHA1 -0,00069797 20 20 61,3 43,295 0 93,942 7935600000 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial

Q92878 RAD50 -0,00070741 26 26 26,3 153,89 0 65,564 2445200000 DNA repair protein RAD50

Q9BWF3 RBM4 -0,00085645 12 4 47,8 40,313 0 246,06 3422600000 RNA-binding protein 4

Q8WX92 NELFB -0,00097494 13 13 34,3 65,697 0 45,061 1261100000 Negative elongation factor B

Q9Y2W1 THRAP3 -0,00110037 24 24 30,4 108,66 0 213,64 1,3227E+10 Thyroid hormone receptor-associated protein 3

P62633 CNBP -0,00111678 6 6 43,5 19,463 0 53,382 6975400000 Cellular nucleic acid-binding protein

P16278 GLB1 -0,0011288 3 3 6,6 76,074 0 7,9451 456610000 Beta-galactosidase

Q5SQN1 SNAP47 -0,00118347 2 2 8,6 52,562 0 3,9948 100120000 Synaptosomal-associated protein 47

O60701 UGDH -0,00132949 20 20 61,1 55,023 0 109,78 4528700000 UDP-glucose 6-dehydrogenase

Q9NY33 DPP3 -0,00135402 29 29 56,4 82,588 0 232,3 9530000000 Dipeptidyl peptidase 3

Q9Y5J1 UTP18 -0,00141518 20 20 50,2 62,003 0 82,076 3238800000 U3 small nucleolar RNA-associated protein 18 homolog

Q15365 PCBP1 -0,00142188 18 14 84,8 37,497 0 303,53 8,2366E+10 Poly(rC)-binding protein 1

Q8TF01 PNISR -0,00154559 2 2 2,2 92,576 0,0023857 2,2248 147140000 Arginine/serine-rich protein PNISR

Q8WVJ2 NUDCD2 -0,00160143 7 7 56,7 17,676 0 33,07 1424000000 NudC domain-containing protein 2

Q9BSH4 TACO1 -0,00160332 9 9 38,7 32,477 0 36,486 2196900000 Translational activator of cytochrome c oxidase 1

P24534 EEF1B2 -0,0016315 8 6 45,3 24,763 0 130,11 4,0241E+10 Elongation factor 1-beta

P50542 PEX5 -0,00170044 4 4 8,8 70,864 0 8,4706 88058000 Peroxisomal targeting signal 1 receptor

P43490 NAMPT -0,00175209 28 28 70,1 55,52 0 199,01 2,041E+10 Nicotinamide phosphoribosyltransferase

O95453 PARN -0,00175829 18 18 34,7 73,45 0 63,946 1870300000 Poly(A)-specific ribonuclease PARN

P61086 UBE2K -0,00183265 12 12 74 22,406 0 70,138 7704200000 Ubiquitin-conjugating enzyme E2 K

P46459 NSF -0,00185803 28 28 47,2 82,593 0 82,786 4267400000 Vesicle-fusing ATPase

Q96S19 C16orf13 -0,00186231 3 3 20,1 22,578 0 7,0691 122490000 UPF0585 protein C16orf13

Q9Y6X5 ENPP4 -0,00192009 3 3 10,8 51,641 0 4,1991 69981000 Bis(5-adenosyl)-triphosphatase ENPP4

Q8N4C6 NIN -0,00193782 8 7 6,7 243,25 0 14,775 675720000 Ninein

Q96JH7 VCPIP1 -0,00193997 27 27 32,7 134,32 0 84,202 1863700000 Deubiquitinating protein VCIP135

P78332 RBM6 -0,00196286 5 4 6,5 128,64 0 10,286 136420000 RNA-binding protein 6

Q92835 INPP5D -0,00197934 28 26 39,9 133,29 0 77,518 2770200000 Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1

P26641 EEF1G -0,00200156 25 25 60,6 50,118 0 245,1 6,7852E+10 Elongation factor 1-gamma

O75380 NDUFS6 -0,00208757 4 4 43,5 13,711 0 22,729 627850000 NADH dehydrogenase [ubiquinone] iron-sulfur protein 6, mitochondrial

P62701 RPS4X -0,00212538 20 20 60,8 29,597 0 161,66 6,6771E+10 40S ribosomal protein S4, X isoform

O43660 PLRG1 -0,00212738 11 11 34,8 57,193 0 63,832 1508500000 Pleiotropic regulator 1

P26368 U2AF2 -0,00224266 18 18 49,7 53,5 0 99,447 2,1136E+10 Splicing factor U2AF 65 kDa subunit

O75935 DCTN3 -0,0023564 6 6 33,3 21,119 0 13,155 465010000 Dynactin subunit 3

Q16543 CDC37 -0,00236955 18 18 43,9 44,468 0 108,63 3,0607E+10 Hsp90 co-chaperone Cdc37;Hsp90 co-chaperone Cdc37, N-terminally processed

P49915 GMPS -0,00239457 42 42 73,4 76,715 0 236,91 2,3946E+10 GMP synthase [glutamine-hydrolyzing]

Q9NWX5 ASB6 -0,00248359 2 2 7,6 47,135 0,00021345 3,5395 80888000 Ankyrin repeat and SOCS box protein 6

P00813 ADA -0,00272782 20 20 74,4 40,764 0 73,496 4951700000 Adenosine deaminase

P59998 ARPC4 -0,00275538 8 8 59,5 19,667 0 139,24 1,0037E+10 Actin-related protein 2/3 complex subunit 4

Q9H0D6 XRN2 -0,00275667 32 32 50,7 108,58 0 143,92 6800200000 5-3 exoribonuclease 2

P61224;A6NIZ1RAP1B -0,00281476 13 5 76,1 20,825 0 111,59 2115600000 Ras-related protein Rap-1b;Ras-related protein Rap-1b-like protein

O43447 PPIH -0,00283661 10 10 65 19,208 0 39,772 3014900000 Peptidyl-prolyl cis-trans isomerase H

Q00059 TFAM -0,00283948 10 10 35,8 29,096 0 24,52 8011000000 Transcription factor A, mitochondrial

P46199 MTIF2 -0,00291776 9 9 18,7 81,316 0 32,338 911620000 Translation initiation factor IF-2, mitochondrial

Q15269 PWP2 -0,00296834 19 19 27 102,45 0 134,99 2482700000 Periodic tryptophan protein 2 homolog

P39748 FEN1 -0,00297403 13 13 44,7 42,592 0 96,573 1,5094E+10 Flap endonuclease 1

Q9BVS4 RIOK2 -0,00299566 6 6 18,5 63,282 0 23,505 752890000 Serine/threonine-protein kinase RIO2

P84098 RPL19 -0,00299872 7 7 26,5 23,466 0 100,33 2,4224E+10 60S ribosomal protein L19

O95630 STAMBP -0,00301332 11 11 32,8 48,076 0 31,45 1787100000 STAM-binding protein

P14625 HSP90B1 -0,00305349 52 50 63,5 92,468 0 323,31 7,53E+10 Endoplasmin

P15374 UCHL3 -0,00309545 14 14 80,9 26,182 0 114,01 1,0547E+10 Ubiquitin carboxyl-terminal hydrolase isozyme L3

O00233 PSMD9 -0,00319155 8 8 41,3 24,682 0 86,371 4220100000 26S proteasome non-ATPase regulatory subunit 9

P67775 PPP2CA -0,00319903 14 1 60,8 35,594 0 113,97 9620300000 Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform

P01704 -0,00320034 1 1 13,3 12,597 0 5,0945 7885300000 Ig lambda chain V-II region TOG

P20839 IMPDH1 -0,00322069 19 16 40,7 55,405 0 65,749 3440400000 Inosine-5-monophosphate dehydrogenase 1

Q9BQC3 DPH2 -0,003232 4 4 14,7 52,082 0 12,766 241410000 Diphthamide biosynthesis protein 2

P61009 SPCS3 -0,00329864 2 2 11,7 20,313 0 4,739 880280000 Signal peptidase complex subunit 3

Q92665 MRPS31 -0,00333279 12 12 39,5 45,318 0 51,754 1734400000 28S ribosomal protein S31, mitochondrial

Q71DI3 HIST2H3A -0,00333645 6 1 48,5 15,388 0 8,5883 720450000 Histone H3.2

Q9Y3C4 TPRKB -0,00334062 5 5 48,6 19,661 0 21,04 1004500000 EKC/KEOPS complex subunit TPRKB

Q9GZZ9 UBA5 -0,00337797 8 8 32,4 44,863 0 76,471 3832200000 Ubiquitin-like modifier-activating enzyme 5

Q13185 CBX3 -0,00340159 7 5 36,6 20,811 0 37,563 1,3212E+10 Chromobox protein homolog 3

Q13724 MOGS -0,00343761 19 19 35,1 91,916 0 65,061 1720300000 Mannosyl-oligosaccharide glucosidase

Q01518 CAP1 -0,00351598 25 25 59,2 51,901 0 152,68 2,3524E+10 Adenylyl cyclase-associated protein 1

Q14137 BOP1 -0,00363281 18 18 38,1 83,629 0 134,96 2735700000 Ribosome biogenesis protein BOP1

Q9Y224 C14orf166 -0,00373644 14 14 63,5 28,068 0 123,83 8927100000 UPF0568 protein C14orf166

Q9H074 PAIP1 -0,00380604 7 7 18,2 53,524 0 15,724 507050000 Polyadenylate-binding protein-interacting protein 1

Q9Y285 FARSA -0,00384845 21 21 54,3 57,563 0 289,78 1,1957E+10 Phenylalanine--tRNA ligase alpha subunit

Q15052 ARHGEF6 -0,0039425 22 19 38,9 87,498 0 94,177 2623800000 Rho guanine nucleotide exchange factor 6

P62750 RPL23A -0,00403081 11 11 51,3 17,695 0 95,035 2,9944E+10 60S ribosomal protein L23a

Q99504 EYA3 -0,00408129 3 3 7,5 62,662 0 14,72 83463000 Eyes absent homolog 3

Q6PJF5 RHBDF2 -0,00414719 4 4 9,5 96,685 0 8,2151 228070000 Inactive rhomboid protein 2

P51784 USP11 -0,00427491 18 16 24,7 109,82 0 47,128 2018300000 Ubiquitin carboxyl-terminal hydrolase 11

Q6L8Q7 PDE12 -0,00454368 9 9 23,3 67,351 0 38,407 1034400000 2,5-phosphodiesterase 12

Q13200 PSMD2 -0,00454446 40 40 57,8 100,2 0 302,5 2,6456E+10 26S proteasome non-ATPase regulatory subunit 2

P56192 MARS -0,00455671 39 39 54,9 101,11 0 323,31 2,4991E+10 Methionine--tRNA ligase, cytoplasmic

Q96JB2 COG3 -0,00464686 12 12 18,8 94,095 0 40,559 984400000 Conserved oligomeric Golgi complex subunit 3

Q7L2H7 EIF3M -0,00465652 17 17 55,3 42,502 0 139,41 6735900000 Eukaryotic translation initiation factor 3 subunit M

Q9UIA9 XPO7 -0,00472275 30 30 39,8 123,91 0 135,95 4818100000 Exportin-7

Q15773 MLF2 -0,00498587 2 2 12,1 28,147 0 6,5115 108090000 Myeloid leukemia factor 2

O75843 AP1G2 -0,00501696 11 11 17,2 87,116 0 22,164 309420000 AP-1 complex subunit gamma-like 2

Q01543 FLI1 -0,00511606 5 5 20,8 50,981 0 17,989 489480000 Friend leukemia integration 1 transcription factor

Q92945 KHSRP -0,00512384 34 32 62,3 73,114 0 292,46 2,8739E+10 Far upstream element-binding protein 2

Q96M27 PRRC1 -0,00512602 6 6 19,3 46,701 0 16,717 958650000 Protein PRRC1

Q8NI08 NCOA7 -0,00518503 16 16 27,1 106,16 0 32,855 787490000 Nuclear receptor coactivator 7

Q9NVZ3 NECAP2 -0,00520988 5 5 32,7 28,338 0 38,87 799530000 Adaptin ear-binding coat-associated protein 2

P35914 HMGCL -0,00524786 5 5 23,4 34,36 0 20,734 397030000 Hydroxymethylglutaryl-CoA lyase, mitochondrial

P35573 AGL -0,0053707 28 28 26,5 174,76 0 84,432 4216400000 Glycogen debranching enzyme;4-alpha-glucanotransferase;Amylo-alpha-1,6-glucosidase

O15212 PFDN6 -0,00538862 7 7 45 14,582 0 100,34 2050300000 Prefoldin subunit 6

Q5T4S7 UBR4 -0,00546507 77 77 23,9 573,83 0 323,31 7417300000 E3 ubiquitin-protein ligase UBR4

Q9Y2S7 POLDIP2 -0,00549874 13 13 50,8 42,033 0 70,941 2702600000 Polymerase delta-interacting protein 2

Q92888 ARHGEF1 -0,0055386 38 38 45,6 102,43 0 216,94 7391400000 Rho guanine nucleotide exchange factor 1

P24539 ATP5F1 -0,00560265 12 12 42,6 28,908 0 116,9 1,0646E+10 ATP synthase F(0) complex subunit B1, mitochondrial

Q9Y4K4 MAP4K5 -0,00564931 4 4 7,2 95,023 0 9,2942 335310000 Mitogen-activated protein kinase kinase kinase kinase 5

Q92547 TOPBP1 -0,00567372 8 8 11,2 170,68 0 20,936 368390000 DNA topoisomerase 2-binding protein 1

Q9NSE4 IARS2 -0,00572909 25 25 34,5 113,79 0 90,061 4111800000 Isoleucine--tRNA ligase, mitochondrial

Q09161 NCBP1 -0,00579257 26 26 48,9 91,838 0 122,18 5991200000 Nuclear cap-binding protein subunit 1

Q8N983 MRPL43 -0,0059217 3 3 20,5 23,431 0 4,4569 204480000 39S ribosomal protein L43, mitochondrial

Q13177 PAK2 -0,00592414 32 32 69,5 58,042 0 252,83 2,6461E+10 Serine/threonine-protein kinase PAK 2;PAK-2p27;PAK-2p34

P62241 RPS8 -0,0059287 13 13 58,7 24,205 0 241,32 6,9913E+10 40S ribosomal protein S8

Q06124 PTPN11 -0,00598896 20 20 47,9 68,436 0 73,699 3280300000 Tyrosine-protein phosphatase non-receptor type 11

P61247 RPS3A -0,00603079 21 21 63,6 29,945 0 119,12 6,9039E+10 40S ribosomal protein S3a

P17066;P48741HSPA6;HSPA7-0,00606047 10 1 14,6 71,027 0 21,991 2,7052E+10 Heat shock 70 kDa protein 6;Putative heat shock 70 kDa protein 7

P11171 EPB41 -0,00610538 18 18 30 97,016 0 56,58 2514200000 Protein 4.1

O75348 ATP6V1G1 -0,00629297 6 6 63,6 13,757 0 87,988 1337800000 V-type proton ATPase subunit G 1

Q9Y3Q8 TSC22D4 -0,00629336 8 6 35,4 41,026 0 53,118 864810000 TSC22 domain family protein 4

Q8WUD4 CCDC12 -0,00631091 10 10 56 19,181 0 65,16 1842900000 Coiled-coil domain-containing protein 12

Q5VYS8 ZCCHC6 -0,00634608 12 12 12 171,23 0 28,179 525600000 Terminal uridylyltransferase 7

P28331 NDUFS1 -0,00636411 30 30 60,4 79,467 0 242,59 9253300000 NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial

A6NHR9 SMCHD1 -0,00644209 45 45 30,8 226,37 0 176,68 5509400000 Structural maintenance of chromosomes flexible hinge domain-containing protein 1

O60763 USO1 -0,00650279 37 36 49 107,89 0 301,35 1,3998E+10 General vesicular transport factor p115

P05386 RPLP1 -0,00654151 6 5 95,6 11,514 0 57,562 1,7855E+10 60S acidic ribosomal protein P1

P06576 ATP5B -0,00661235 26 26 72,8 56,559 0 323,31 2,1762E+11 ATP synthase subunit beta, mitochondrial

P28907 CD38 -0,00666064 16 16 44,3 34,328 0 57,627 9463400000 ADP-ribosyl cyclase/cyclic ADP-ribose hydrolase 1

O95639 CPSF4 -0,00669687 5 5 29,4 30,255 0 13,055 324220000 Cleavage and polyadenylation specificity factor subunit 4

Q13464 ROCK1 -0,00674092 17 15 16 158,17 0 40,957 1158500000 Rho-associated protein kinase 1

O95619 YEATS4 -0,00675262 4 4 19,8 26,499 0 5,9588 224770000 YEATS domain-containing protein 4

O15400 STX7 -0,0067602 10 10 62,8 29,815 0 132,63 6823900000 Syntaxin-7

P22314 UBA1 -0,006833 48 48 65,4 117,85 0 323,31 9,0961E+10 Ubiquitin-like modifier-activating enzyme 1

P62917 RPL8 -0,00683315 18 18 62,6 28,024 0 125,29 4,7555E+10 60S ribosomal protein L8

Q9Y6W5 WASF2 -0,00700919 10 10 24,7 54,283 0 85,481 1868600000 Wiskott-Aldrich syndrome protein family member 2

P13804 ETFA -0,00703657 15 15 63,4 35,079 0 98,584 1,2075E+10 Electron transfer flavoprotein subunit alpha, mitochondrial

Q3MHD2 LSM12 -0,0070799 5 5 42,6 21,701 0 22,364 1771100000 Protein LSM12 homolog

Q9NTI5 PDS5B -0,00712586 37 33 35,9 164,67 0 90,752 4591800000 Sister chromatid cohesion protein PDS5 homolog B

Q9Y295 DRG1 -0,00714221 18 18 51,8 40,542 0 154,35 6714500000 Developmentally-regulated GTP-binding protein 1

P29401 TKT -0,00714517 37 37 74,2 67,877 0 250,98 3,7377E+10 Transketolase

P61956 SUMO2 -0,00714518 3 3 27,4 10,871 0 14,747 7025100000 Small ubiquitin-related modifier 2

Q9BZK7 TBL1XR1 -0,00718387 19 13 53,5 55,594 0 117,43 5787700000 F-box-like/WD repeat-containing protein TBL1XR1

Q14694 USP10 -0,00720326 15 15 32 87,133 0 102,12 3560800000 Ubiquitin carboxyl-terminal hydrolase 10

P60953 CDC42 -0,00725395 9 8 62,8 21,258 0 56,493 7556500000 Cell division control protein 42 homolog

P20618 PSMB1 -0,0073118 12 12 50,6 26,489 0 65,815 1,6801E+10 Proteasome subunit beta type-1

P02792 FTL -0,00731625 3 3 28 20,019 0 9,6094 365710000 Ferritin light chain

Q9NS87 KIF15 -0,0073613 9 9 8,9 160,16 0 31,036 396010000 Kinesin-like protein KIF15

O95376 ARIH2 -0,00742198 8 8 26,2 57,818 0 31,67 605540000 E3 ubiquitin-protein ligase ARIH2

Q96B36 AKT1S1 -0,00743262 3 3 17,6 27,383 0 11,715 181330000 Proline-rich AKT1 substrate 1

Q9UPN3 MACF1 -0,00746242 94 91 18,7 838,3 0 323,31 7275700000 Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5

Q04206 RELA -0,00751744 10 10 23,8 60,218 0 33,447 1668200000 Transcription factor p65

P35250 RFC2 -0,007686 20 20 69,8 39,157 0 115,95 5077100000 Replication factor C subunit 2

P55795 HNRNPH2 -0,00770158 14 7 42,8 49,263 0 70,025 5094400000 Heterogeneous nuclear ribonucleoprotein H2

P18621 RPL17 -0,00775289 10 10 47,3 21,397 0 46,081 3,3829E+10 60S ribosomal protein L17

Q3LXA3 DAK -0,00788716 22 22 53 58,946 0 94,749 4170500000 Bifunctional ATP-dependent dihydroxyacetone kinase/FAD-AMP lyase (cyclizing);ATP-dependent dihydroxyacetone kinase;FAD-AMP lyase (cyclizing)

Q70CQ2 USP34 -0,00798795 21 21 9,6 404,23 0 76,016 999430000 Ubiquitin carboxyl-terminal hydrolase 34

P05388;Q8NHW5RPLP0;RPLP0P6-0,00804 16 16 53 34,273 0 124,35 7,2761E+10 60S acidic ribosomal protein P0;60S acidic ribosomal protein P0-like

Q96IZ0 PAWR -0,00807622 7 7 42,6 36,567 0 50,891 812540000 PRKC apoptosis WT1 regulator protein

Q7Z7F0 KIAA0907 -0,00808956 5 5 14,8 64,845 0 6,7948 233140000 UPF0469 protein KIAA0907

O43566 RGS14 -0,00817308 12 12 33,7 61,446 0 32,413 785950000 Regulator of G-protein signaling 14

Q13263 TRIM28 -0,00824145 37 37 69,5 88,549 0 323,31 3,3261E+10 Transcription intermediary factor 1-beta

O00299 CLIC1 -0,0083806 16 16 79,7 26,922 0 146,13 3,2146E+10 Chloride intracellular channel protein 1

P37837 TALDO1 -0,00839454 19 19 48,1 37,54 0 101,19 2,4421E+10 Transaldolase

O75438 NDUFB1 -0,00853434 2 2 15,5 6,9611 0 4,0253 190490000 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 1

Q9P2R7 SUCLA2 -0,00863611 13 13 42,3 50,317 0 70,474 7017900000 Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial

P49916 LIG3 -0,00870093 23 23 31,4 112,91 0 60,673 1769800000 DNA ligase 3

P08708 RPS17 -0,00879835 10 10 60 15,55 0 67,102 2,3642E+10 40S ribosomal protein S17

O75694 NUP155 -0,00883682 36 36 42,6 155,2 0 248,03 6155600000 Nuclear pore complex protein Nup155

Q96C19 EFHD2 -0,00887857 12 10 50 26,697 0 75,085 3306400000 EF-hand domain-containing protein D2

P42566 EPS15 -0,00892917 18 18 33,6 98,655 0 58,807 2467400000 Epidermal growth factor receptor substrate 15

P00505 GOT2 -0,0089513 23 23 64,4 47,517 0 205,47 3,7729E+10 Aspartate aminotransferase, mitochondrial

Q8N8A2 ANKRD44 -0,00895192 24 23 40,8 107,6 0 98,586 1851900000 Serine/threonine-protein phosphatase 6 regulatory ankyrin repeat subunit B

P25787 PSMA2 -0,00896379 12 12 63,7 25,898 0 184,77 1,9634E+10 Proteasome subunit alpha type-2

O94888 UBXN7 -0,00897056 15 15 46 54,862 0 77,957 2708000000 UBX domain-containing protein 7

Q9NQH7 XPNPEP3 -0,00898926 6 6 25,4 57,033 0 9,7238 3304400000 Probable Xaa-Pro aminopeptidase 3

Q7Z392 TRAPPC11 -0,0089904 8 8 11,5 128,88 0 15,04 275560000 Trafficking protein particle complex subunit 11

Q9H8H2 DDX31 -0,00908507 5 5 12,5 94,086 0 13,193 288520000 Probable ATP-dependent RNA helicase DDX31

Q8IWA0 WDR75 -0,0091266 18 18 33,4 94,498 0 57,827 2497200000 WD repeat-containing protein 75

P78356 PIP4K2B -0,0091271 4 2 12 47,377 0 7,603 144800000 Phosphatidylinositol 5-phosphate 4-kinase type-2 beta

Q96A33 CCDC47 -0,00915819 16 16 35,6 55,873 0 74,066 2613000000 Coiled-coil domain-containing protein 47

Q9BY67 CADM1 -0,00927745 2 2 11,1 48,509 0,00041606 3,0526 37311000 Cell adhesion molecule 1

P86791;P86790CCZ1;CCZ1B -0,00930654 9 9 23,9 55,866 0 28,601 471850000 Vacuolar fusion protein CCZ1 homolog;Vacuolar fusion protein CCZ1 homolog B

P62829 RPL23 -0,00932508 12 12 70 14,865 0 77,995 3,9513E+10 60S ribosomal protein L23

Q92538 GBF1 -0,00935132 28 28 23 206,44 0 104,49 2188400000 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1

P61254 RPL26 -0,00935243 10 2 45,5 17,258 0 39,503 1,653E+10 60S ribosomal protein L26

Q96NB3 ZNF830 -0,00937251 7 7 30,1 41,998 0 6,7961 264770000 Zinc finger protein 830

P36542 ATP5C1 -0,00937713 10 10 31,5 32,996 0 59,944 1,1546E+10 ATP synthase subunit gamma, mitochondrial

P20700 LMNB1 -0,00939374 44 40 61,3 66,408 0 323,31 5,2271E+10 Lamin-B1

Q9H2G2 SLK -0,00943891 20 19 27,4 142,69 0 39,131 994010000 STE20-like serine/threonine-protein kinase

Q6NZY4 ZCCHC8 -0,00947617 21 21 49,1 78,576 0 94,889 2566800000 Zinc finger CCHC domain-containing protein 8

Q7Z2Z2 EFTUD1 -0,00951464 18 18 24,4 125,43 0 64,103 1709700000 Elongation factor Tu GTP-binding domain-containing protein 1

O95391 SLU7 -0,0095243 5 5 13,7 68,386 0 14,753 143490000 Pre-mRNA-splicing factor SLU7

P30825 SLC7A1 -0,00952588 6 6 9,4 67,638 0 43,043 1665600000 High affinity cationic amino acid transporter 1

Q96AX1 VPS33A -0,00957678 11 11 17,6 67,61 0 26,31 963860000 Vacuolar protein sorting-associated protein 33A

P61769 B2M -0,00959255 4 4 37,8 13,714 0 15,36 9560400000 Beta-2-microglobulin;Beta-2-microglobulin form pI 5.3

Q29960 HLA-C -0,00966237 12 2 41,3 40,752 0 6,4342 660010000 HLA class I histocompatibility antigen, Cw-16 alpha chain

Q53ET0 CRTC2 -0,00969534 2 2 5,8 73,301 0 4,1037 92212000 CREB-regulated transcription coactivator 2

P62906 RPL10A -0,0096961 13 13 49,8 24,831 0 89,452 4,734E+10 60S ribosomal protein L10a

O15143 ARPC1B -0,00972271 19 18 67,7 40,949 0 100,6 1,6009E+10 Actin-related protein 2/3 complex subunit 1B

Q9Y221 NIP7 -0,00978709 8 8 67,2 20,462 0 46,517 1605500000 60S ribosome subunit biogenesis protein NIP7 homolog

Q92619 HMHA1 -0,009797 17 17 23,5 124,61 0 74,664 1700000000 Minor histocompatibility protein HA-1;Minor histocompatibility antigen HA-1

P39019 RPS19 -0,00980365 13 13 57,9 16,06 0 67,725 2,8306E+10 40S ribosomal protein S19

O75530 EED -0,00980629 10 10 26,5 50,197 0 26,725 1131100000 Polycomb protein EED

Q9NVJ2 ARL8B -0,00995739 9 4 53,8 21,539 0 40,057 2606800000 ADP-ribosylation factor-like protein 8B

O14744 PRMT5 -0,0101115 27 27 51,6 72,683 0 154,74 1,0674E+10 Protein arginine N-methyltransferase 5;Protein arginine N-methyltransferase 5, N-terminally processed

Q8NCA5 FAM98A -0,0101361 9 9 26,8 55,4 0 38,865 1645900000 Protein FAM98A

Q5JRX3 PITRM1 -0,0101588 21 21 32,8 117,41 0 50,694 1868100000 Presequence protease, mitochondrial

P43897 TSFM -0,0103463 13 13 56,6 35,39 0 91,8 5498700000 Elongation factor Ts, mitochondrial

Q14232 EIF2B1 -0,0103715 13 13 48,9 33,712 0 37,94 2853400000 Translation initiation factor eIF-2B subunit alpha

P23396 RPS3 -0,0104463 22 22 81,5 26,688 0 175,51 9,0515E+10 40S ribosomal protein S3

Q5SY16 NOL9 -0,0104988 12 12 26,9 79,322 0 68,139 1750900000 Polynucleotide 5-hydroxyl-kinase NOL9

Q9Y4X5 ARIH1 -0,0105284 4 4 10,1 64,117 0 29,123 315880000 E3 ubiquitin-protein ligase ARIH1

O94776 MTA2 -0,0105345 19 16 42,4 75,022 0 103,64 4064800000 Metastasis-associated protein MTA2

Q14687 GSE1 -0,0105696 8 8 13,8 136,16 0 13,74 281180000 Genetic suppressor element 1

Q53H82 LACTB2 -0,0106333 11 11 53,1 32,805 0 34,82 900490000 Beta-lactamase-like protein 2

Q9Y4Z0 LSM4 -0,0107246 5 5 30,9 15,35 0 13,419 2460000000 U6 snRNA-associated Sm-like protein LSm4

O75884 RBBP9 -0,0108345 5 5 39,2 21 0 12,168 537640000 Putative hydrolase RBBP9

P36873 PPP1CC -0,0108406 19 3 69 36,983 0 102,1 2346800000 Serine/threonine-protein phosphatase PP1-gamma catalytic subunit

Q96HY6 DDRGK1 -0,0108473 7 7 40,8 35,61 0 116,87 2676700000 DDRGK domain-containing protein 1

P53609 PGGT1B -0,0110083 6 6 23,9 42,368 0 10,278 314280000 Geranylgeranyl transferase type-1 subunit beta

Q8NBN7 RDH13 -0,011059 5 5 24,8 35,932 0 22,563 207330000 Retinol dehydrogenase 13

Q07820 MCL1 -0,0111081 2 2 8,3 37,337 0,00082119 2,8298 40288000 Induced myeloid leukemia cell differentiation protein Mcl-1

O75608 LYPLA1 -0,0111487 9 9 77,8 24,669 0 64,607 6979800000 Acyl-protein thioesterase 1

O14561 NDUFAB1 -0,0111738 4 4 21,2 17,417 0 11,631 2273300000 Acyl carrier protein, mitochondrial

Q6NVY1 HIBCH -0,0112147 12 12 33,4 43,482 0 30,5 1119000000 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial

Q12888 TP53BP1 -0,0112259 41 41 38,9 213,57 0 178,49 5207600000 Tumor suppressor p53-binding protein 1

Q9BQA1 WDR77 -0,0112324 14 14 69,9 36,724 0 207,78 4657600000 Methylosome protein 50

Q66LE6 PPP2R2D -0,0112374 9 4 30 52,042 0 16,605 250820000 Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B delta isoform

Q15555 MAPRE2 -0,0112621 14 13 56 37,031 0 37,902 4157500000 Microtubule-associated protein RP/EB family member 2

Q6IA69 NADSYN1 -0,0112882 4 4 9,3 79,284 0 5,361 152060000 Glutamine-dependent NAD(+) synthetase

Q9BZL4 PPP1R12C -0,0112948 4 4 8,8 84,88 0 10,623 210100000 Protein phosphatase 1 regulatory subunit 12C

Q8NEY8 PPHLN1 -0,0113096 4 4 9,4 52,736 0 11,564 452790000 Periphilin-1

P07195 LDHB -0,0113159 18 17 55,4 36,638 0 189,13 1,7131E+11 L-lactate dehydrogenase B chain

Q92804 TAF15 -0,0113769 7 5 18,6 61,829 0 28,101 2866100000 TATA-binding protein-associated factor 2N

P51649 ALDH5A1 -0,0113939 14 14 37,9 57,214 0 86,176 3796600000 Succinate-semialdehyde dehydrogenase, mitochondrial

Q99471 PFDN5 -0,0114082 8 8 71,4 17,328 0 34,955 4628200000 Prefoldin subunit 5

P23246 SFPQ -0,0114645 35 34 52,2 76,149 0 323,31 6,8319E+10 Splicing factor, proline- and glutamine-rich

Q8NFC6 BOD1L1 -0,0114735 21 21 12,7 330,46 0 66,274 1312400000 Biorientation of chromosomes in cell division protein 1-like 1

P30566 ADSL -0,0115945 18 18 54,1 54,889 0 222,72 6813300000 Adenylosuccinate lyase

Q9NRR5 UBQLN4 -0,0116028 10 7 26,8 63,852 0 37,485 1134500000 Ubiquilin-4

Q9HCS7 XAB2 -0,0117495 19 19 33,7 100,01 0 54,969 1413800000 Pre-mRNA-splicing factor SYF1

P07741 APRT -0,0117509 10 10 71,7 19,608 0 107,74 9881700000 Adenine phosphoribosyltransferase

P55769 NHP2L1 -0,0118183 8 8 53,9 14,173 0 61,389 8827400000 NHP2-like protein 1;NHP2-like protein 1, N-terminally processed

Q00765 REEP5 -0,0118513 3 3 6,3 21,493 0 7,9665 822380000 Receptor expression-enhancing protein 5

P49736 MCM2 -0,0119009 42 42 61,4 101,89 0 323,31 3,522E+10 DNA replication licensing factor MCM2

Q96EK9 KTI12 -0,011955 8 8 36,7 38,615 0 33,746 557480000 Protein KTI12 homolog

P63241;Q6IS14EIF5A;EIF5AL1-0,0119585 20 20 72,7 16,832 0 254,54 1,0947E+11 Eukaryotic translation initiation factor 5A-1;Eukaryotic translation initiation factor 5A-1-like

O00178 GTPBP1 -0,0119815 11 11 29,6 72,453 0 35,752 1145700000 GTP-binding protein 1

Q9NYJ1 COA4 -0,0120175 5 5 70,1 10,134 0 19,901 583290000 Cytochrome c oxidase assembly factor 4 homolog, mitochondrial

Q9NX58 LYAR -0,0121206 19 19 52,5 43,614 0 111,78 6071900000 Cell growth-regulating nucleolar protein

P63244 GNB2L1 -0,0121257 22 22 90,2 35,076 0 323,31 9,5698E+10 Guanine nucleotide-binding protein subunit beta-2-like 1;Guanine nucleotide-binding protein subunit beta-2-like 1, N-terminally processed

Q9H3S7 PTPN23 -0,012164 12 12 10,8 178,97 0 22,241 418140000 Tyrosine-protein phosphatase non-receptor type 23

O95573 ACSL3 -0,012196 16 15 36,2 80,419 0 43,802 1616500000 Long-chain-fatty-acid--CoA ligase 3

Q8N163 CCAR2 -0,0122223 34 34 54,8 102,9 0 187,07 1,2355E+10 Cell cycle and apoptosis regulator protein 2

Q01105 SET -0,0122573 13 13 50,7 33,488 0 136,84 8,1724E+10 Protein SET

P30153 PPP2R1A -0,0123381 29 21 62,1 65,308 0 240,74 3,2236E+10 Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform

P14866 HNRNPL -0,0123538 27 26 70,6 64,132 0 323,31 5,6046E+10 Heterogeneous nuclear ribonucleoprotein L

Q8NI36 WDR36 -0,0123848 22 22 31,9 105,32 0 66,03 2699300000 WD repeat-containing protein 36



Q9H0A0 NAT10 -0,0124352 34 34 40,4 115,73 0 125,03 8554300000 N-acetyltransferase 10

Q16204 CCDC6 -0,012481 14 14 40,3 53,29 0 58,201 1652500000 Coiled-coil domain-containing protein 6

Q9NQ88 TIGAR -0,0125154 10 10 56,7 30,062 0 36,643 1495200000 Fructose-2,6-bisphosphatase TIGAR

P35606 COPB2 -0,0125314 36 36 54,7 102,49 0 229,34 1,647E+10 Coatomer subunit beta

P61758 VBP1 -0,0125456 9 9 41,6 22,658 0 34,873 3354000000 Prefoldin subunit 3

P67936 TPM4 -0,0125529 17 10 56 28,521 0 49,11 1573600000 Tropomyosin alpha-4 chain

Q6P1J9 CDC73 -0,0125619 15 15 30,3 60,576 0 39,915 1639600000 Parafibromin

Q06830 PRDX1 -0,0125775 19 16 77,4 22,11 0 117,56 1,5271E+11 Peroxiredoxin-1

Q8N335 GPD1L -0,0126922 4 4 12,8 38,418 0 17,35 386810000 Glycerol-3-phosphate dehydrogenase 1-like protein

P12532 CKMT1A -0,0126937 9 9 37,4 47,036 0 76,07 2291000000 Creatine kinase U-type, mitochondrial

Q9H4L4 SENP3 -0,0128096 8 8 20,9 65,009 0 45,917 657010000 Sentrin-specific protease 3

Q9Y3U8 RPL36 -0,012864 6 6 37,1 12,254 0 56,113 1,5653E+10 60S ribosomal protein L36

P50502;Q8NFI4;Q8IZP2ST13;ST13P5;ST13P4-0,0129345 12 12 40,7 41,331 0 37,483 2,1508E+10 Hsc70-interacting protein;Putative protein FAM10A5;Putative protein FAM10A4

Q9UKL0 RCOR1 -0,0130331 8 8 19,4 53,327 0 22,224 1184100000 REST corepressor 1

Q96G23 CERS2 -0,0130337 2 2 6,6 44,876 0 7,2287 556060000 Ceramide synthase 2

O94921 CDK14 -0,0130358 5 4 16 53,056 0 16,298 196590000 Cyclin-dependent kinase 14

Q6UWE0 LRSAM1 -0,0130549 8 8 16,9 83,593 0 21,234 432380000 E3 ubiquitin-protein ligase LRSAM1

Q8WWQ0 PHIP -0,0131944 15 15 13,7 206,69 0 34,668 525820000 PH-interacting protein

P39023 RPL3 -0,0132032 24 24 49,4 46,108 0 173,06 6,9443E+10 60S ribosomal protein L3

P52272 HNRNPM -0,0132614 47 47 69,5 77,515 0 323,31 1,0126E+11 Heterogeneous nuclear ribonucleoprotein M

Q12765 SCRN1 -0,0132663 17 17 56,3 46,382 0 65,275 5841200000 Secernin-1

Q9H1E5 TMX4 -0,0133254 3 3 12 38,952 0 9,8516 188020000 Thioredoxin-related transmembrane protein 4

P23193 TCEA1 -0,013354 21 21 65,4 33,969 0 146,51 1,6398E+10 Transcription elongation factor A protein 1

Q96KR1 ZFR -0,0133703 24 24 37,8 117,01 0 99,537 2923700000 Zinc finger RNA-binding protein

Q7Z591 AKNA -0,0134133 5 5 5,7 155,14 0 14,098 208750000 AT-hook-containing transcription factor

Q9Y696 CLIC4 -0,0134503 16 16 71,1 28,772 0 186,19 7920200000 Chloride intracellular channel protein 4

Q9Y2U8 LEMD3 -0,0134862 11 11 20,2 99,996 0 70,707 724500000 Inner nuclear membrane protein Man1

Q96AQ6 PBXIP1 -0,0134944 3 3 5,6 80,642 0 5,5127 33773000 Pre-B-cell leukemia transcription factor-interacting protein 1

P61201 COPS2 -0,0135335 15 15 38,8 51,596 0 38,289 1904600000 COP9 signalosome complex subunit 2

Q13769 THOC5 -0,0135668 18 18 33,8 78,507 0 62,851 2170300000 THO complex subunit 5 homolog

P49411 TUFM -0,0135713 30 30 69,2 49,541 0 323,31 6,4011E+10 Elongation factor Tu, mitochondrial

Q00610 CLTC -0,0136088 92 73 64,5 191,61 0 323,31 9,9166E+10 Clathrin heavy chain 1

Q9Y230 RUVBL2 -0,0136394 28 28 65,4 51,156 0 195,87 2,4699E+10 RuvB-like 2

Q9UMX0 UBQLN1 -0,0136613 14 9 42,6 62,518 0 140,78 7165300000 Ubiquilin-1

Q9BQG0 MYBBP1A -0,0137589 46 46 46 148,85 0 313,76 1,1891E+10 Myb-binding protein 1A

P25205 MCM3 -0,0138066 51 51 71,5 90,98 0 323,31 4,3065E+10 DNA replication licensing factor MCM3

Q9P2P6 STARD9 -0,0139605 3 3 1,1 516,34 0,0048012 1,7394 240090000 StAR-related lipid transfer protein 9

Q15637 SF1 -0,0139629 16 16 33,2 68,329 0 122,21 7502300000 Splicing factor 1

Q92882 OSTF1 -0,0140566 9 9 51,9 23,787 0 31,479 3203300000 Osteoclast-stimulating factor 1

O75569 PRKRA -0,0141333 8 8 40,9 34,404 0 21,098 1871000000 Interferon-inducible double-stranded RNA-dependent protein kinase activator A

Q14139 UBE4A -0,0141545 13 13 19,7 122,56 0 37,396 601200000 Ubiquitin conjugation factor E4 A

Q9BVA0 KATNB1 -0,014163 12 12 26,9 72,333 0 34,212 700600000 Katanin p80 WD40 repeat-containing subunit B1

Q9BXV9 C14orf142 -0,0142186 4 4 83 10,859 0 21,559 988460000 Uncharacterized protein C14orf142

Q8TB72 PUM2 -0,0142255 9 7 10,2 114,21 0 13,193 536790000 Pumilio homolog 2

Q9NRN7 AASDHPPT -0,0142505 11 11 43,7 35,776 0 47,752 2282100000 L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase

O14733 MAP2K7 -0,0142659 4 4 13,6 47,484 0 12,559 432640000 Dual specificity mitogen-activated protein kinase kinase 7

P62310 LSM3 -0,0142685 3 3 40,2 11,845 0 19,399 2091200000 U6 snRNA-associated Sm-like protein LSm3

P07910 HNRNPC -0,0143069 14 8 41,5 33,67 0 67,099 7,2082E+10 Heterogeneous nuclear ribonucleoproteins C1/C2

Q9GZN8 C20orf27 -0,0143676 8 8 65,5 19,291 0 85,849 1860200000 UPF0687 protein C20orf27

P49959 MRE11A -0,0144642 14 14 27,5 80,592 0 45,223 1061500000 Double-strand break repair protein MRE11A

P43304 GPD2 -0,0144948 11 11 20,2 80,852 0 29,365 1174300000 Glycerol-3-phosphate dehydrogenase, mitochondrial

Q9NX08 COMMD8 -0,0145052 5 5 42,1 21,09 0 7,8044 400520000 COMM domain-containing protein 8

Q9UKA9 PTBP2 -0,0145397 9 9 36,5 57,49 0 27,884 609970000 Polypyrimidine tract-binding protein 2

P48047 ATP5O -0,0145835 11 11 66,2 23,277 0 105,72 2,2617E+10 ATP synthase subunit O, mitochondrial

Q96CT7 CCDC124 -0,0146561 13 13 49,3 25,835 0 72,448 4114300000 Coiled-coil domain-containing protein 124

Q9ULV4 CORO1C -0,0147168 15 14 37,8 53,248 0 103,32 6416500000 Coronin-1C

O43815 STRN -0,0151002 9 9 20,4 86,131 0 49,218 1135400000 Striatin

P41091;Q2VIR3EIF2S3;EIF2S3L-0,0151158 22 22 54,4 51,109 0 231,74 2,7083E+10 Eukaryotic translation initiation factor 2 subunit 3;Putative eukaryotic translation initiation factor 2 subunit 3-like protein

O75131 CPNE3 -0,0151701 18 17 40,6 60,13 0 67,335 7919900000 Copine-3

P08865 RPSA -0,0151754 18 18 63,7 32,854 0 323,31 8,1207E+10 40S ribosomal protein SA

P20339 RAB5A -0,0151761 8 5 60,9 23,658 0 30,962 620300000 Ras-related protein Rab-5A

P23610 F8A1 -0,015252 6 6 31 39,103 0 33,639 236710000 Factor VIII intron 22 protein

Q9Y450 HBS1L -0,0152829 18 18 43,3 75,472 0 62,898 1930100000 HBS1-like protein

Q9P2D3 HEATR5B -0,0154421 14 14 11,6 224,3 0 30,762 609870000 HEAT repeat-containing protein 5B

Q14257 RCN2 -0,015458 4 4 18,3 36,876 0 31,922 693450000 Reticulocalbin-2

P14317 HCLS1 -0,0155516 24 24 48,1 54,013 0 206,63 1,8564E+10 Hematopoietic lineage cell-specific protein

Q5T653 MRPL2 -0,0157242 3 3 18,7 33,3 0 30,167 302350000 39S ribosomal protein L2, mitochondrial

Q86X83 COMMD2 -0,0158039 2 2 13,1 22,745 0 10,263 279250000 COMM domain-containing protein 2

Q8NEJ9 NGDN -0,0158181 7 7 31,4 35,894 0 19,704 608350000 Neuroguidin

Q9BW85 CCDC94 -0,0158222 7 7 25,4 37,085 0 26,684 707840000 Coiled-coil domain-containing protein 94

Q9Y3I0 RTCB -0,0158428 26 26 69,9 55,21 0 109,44 1,0367E+10 tRNA-splicing ligase RtcB homolog

O60711 LPXN -0,015943 14 14 47,4 43,332 0 56,086 6070300000 Leupaxin

P62899 RPL31 -0,015974 9 9 53,6 14,463 0 20,313 1,4787E+10 60S ribosomal protein L31

O43156 TTI1 -0,0160089 8 8 11,4 122,07 0 40,085 409600000 TELO2-interacting protein 1 homolog

Q9BZZ5 API5 -0,0162058 18 18 42,2 59,004 0 150,21 1,0125E+10 Apoptosis inhibitor 5

Q86Y82 STX12 -0,0162748 8 8 45,7 31,642 0 58,332 1061400000 Syntaxin-12

Q9Y3B9 RRP15 -0,016492 3 3 11 31,484 0 13,445 402700000 RRP15-like protein

Q13442 PDAP1 -0,0165814 6 6 27,1 20,63 0 58,912 6465800000 28 kDa heat- and acid-stable phosphoprotein

Q9ULA0 DNPEP -0,0166193 16 16 51,6 52,428 0 98,279 3289200000 Aspartyl aminopeptidase

Q9BZ67 FRMD8 -0,0166243 4 4 16,4 51,217 0 10,49 172690000 FERM domain-containing protein 8

P14174 MIF -0,016636 3 3 18,3 12,476 0 83,439 4,6947E+10 Macrophage migration inhibitory factor

P62256 UBE2H -0,0166479 1 1 8,2 20,655 0 9,1147 205990000 Ubiquitin-conjugating enzyme E2 H

Q9BRK5 SDF4 -0,016662 8 8 32,3 41,806 0 19,361 1058300000 45 kDa calcium-binding protein

Q9UPN7 PPP6R1 -0,016723 19 19 44,9 96,723 0 105,26 2843400000 Serine/threonine-protein phosphatase 6 regulatory subunit 1

Q9H6Z4 RANBP3 -0,0167256 13 13 39,3 60,209 0 73,161 1946400000 Ran-binding protein 3

O95071 UBR5 -0,0169229 50 50 27,8 309,35 0 153,3 4870000000 E3 ubiquitin-protein ligase UBR5

Q9NYM9 BET1L -0,0169499 2 2 25,2 12,388 0 10,749 144470000 BET1-like protein

P78345 RPP38 -0,0169672 6 6 26,9 31,834 0 10,356 140050000 Ribonuclease P protein subunit p38

P63098 PPP3R1 -0,0171001 6 6 40,6 19,3 0 21,381 902020000 Calcineurin subunit B type 1

P84103 SRSF3 -0,0171002 9 8 45,7 19,329 0 67,951 1,4654E+10 Serine/arginine-rich splicing factor 3

P23528 CFL1 -0,0172714 19 14 78,9 18,502 0 200,58 1,8708E+11 Cofilin-1

P17858 PFKL -0,0173827 24 20 44,7 85,018 0 123,5 9189700000 ATP-dependent 6-phosphofructokinase, liver type

P55884 EIF3B -0,0173855 37 37 52 92,48 0 187,3 2,0949E+10 Eukaryotic translation initiation factor 3 subunit B

P09497 CLTB -0,0174264 7 7 24 25,19 0 15,727 961280000 Clathrin light chain B

P31943 HNRNPH1 -0,0174876 19 11 62,1 49,229 0 323,31 9,2355E+10 Heterogeneous nuclear ribonucleoprotein H;Heterogeneous nuclear ribonucleoprotein H, N-terminally processed

Q8IX12 CCAR1 -0,0175937 26 26 29,4 132,82 0 83,187 4543500000 Cell division cycle and apoptosis regulator protein 1

Q9UHD8 09. Sep -0,0176114 17 17 36,3 65,401 0 145,24 1,025E+10 Septin-9

P46783;Q9NQ39RPS10;RPS10P5-0,0176438 9 9 52,1 18,898 0 138,47 1,9127E+10 40S ribosomal protein S10;Putative 40S ribosomal protein S10-like

P78527 PRKDC -0,017654 188 188 50,2 469,08 0 323,31 1,1656E+11 DNA-dependent protein kinase catalytic subunit

Q9Y3D8 AK6 -0,017746 5 5 33,7 20,061 0 16,485 686110000 Adenylate kinase isoenzyme 6

Q12788 TBL3 -0,0177753 30 30 57,8 89,034 0 139,04 4753800000 Transducin beta-like protein 3

P23786 CPT2 -0,0177972 15 15 29 73,776 0 36,932 1249700000 Carnitine O-palmitoyltransferase 2, mitochondrial

P46776 RPL27A -0,0178995 7 7 35,1 16,561 0 45,687 2,5279E+10 60S ribosomal protein L27a

Q15717 ELAVL1 -0,0179044 17 17 64,1 36,091 0 179,06 1,4358E+10 ELAV-like protein 1

Q15287 RNPS1 -0,0179633 6 6 25,6 34,208 0 100,82 4587900000 RNA-binding protein with serine-rich domain 1

P06454 PTMA -0,0179987 7 7 38,7 12,203 0 173,22 3,5809E+10 Prothymosin alpha;Prothymosin alpha, N-terminally processed;Thymosin alpha-1

P63279 UBE2I -0,0180439 10 10 80,4 18,007 0 79,955 9925900000 SUMO-conjugating enzyme UBC9

Q07817 BCL2L1 -0,0180524 3 3 12 26,049 0 7,4086 632640000 Bcl-2-like protein 1

Q9NR28 DIABLO -0,018063 7 7 32,6 27,131 0 38,383 1992100000 Diablo homolog, mitochondrial

P63027 VAMP2 -0,0181381 5 2 59,5 12,663 0 40,885 882270000 Vesicle-associated membrane protein 2

Q8N183 NDUFAF2 -0,0182374 7 7 56,2 19,856 0 20,825 510580000 Mimitin, mitochondrial

Q99543 DNAJC2 -0,0182622 22 22 42,7 71,996 0 102,67 4045000000 DnaJ homolog subfamily C member 2;DnaJ homolog subfamily C member 2, N-terminally processed

P27986 PIK3R1 -0,0182955 9 8 16,7 83,597 0 36,964 659800000 Phosphatidylinositol 3-kinase regulatory subunit alpha

P53990 IST1 -0,0183135 7 7 25 39,75 0 15,849 587360000 IST1 homolog

Q9Y4P1 ATG4B -0,0183254 8 8 31,3 44,294 0 51,79 1619400000 Cysteine protease ATG4B

Q9BTZ2 DHRS4 -0,018351 3 3 14 29,537 0 18,851 650660000 Dehydrogenase/reductase SDR family member 4

Q13535 ATR -0,0184866 11 11 6,7 301,36 0 23,891 390240000 Serine/threonine-protein kinase ATR

Q9UGP8 SEC63 -0,018491 18 18 34,1 87,996 0 89,733 4146300000 Translocation protein SEC63 homolog

P51572 BCAP31 -0,0185508 10 10 30,1 27,991 0 34,824 2559700000 B-cell receptor-associated protein 31

P49750 YLPM1 -0,0185538 29 29 20,7 241,64 0 80,352 2490400000 YLP motif-containing protein 1

Q9UMY4 SNX12 -0,0186036 6 5 47,1 19,73 0 9,8697 949550000 Sorting nexin-12

Q8NBS9 TXNDC5 -0,0186482 19 19 46,1 47,628 0 189,61 2,7749E+10 Thioredoxin domain-containing protein 5

Q9Y2R0 COA3 -0,018696 3 3 27,4 11,731 0 6,3382 296130000 Cytochrome c oxidase assembly factor 3 homolog, mitochondrial

Q9NWX6 THG1L -0,0187966 6 6 38,6 34,83 0 17,923 464800000 Probable tRNA(His) guanylyltransferase

P06744 GPI -0,0188188 29 23 61,1 63,146 0 316,7 8,8704E+10 Glucose-6-phosphate isomerase

P01871;P0DOX6IGHM -0,0190561 18 18 50,6 49,439 0 223,31 8,2595E+10 Ig mu chain C region

Q96AJ9 VTI1A -0,0191669 3 3 28,1 25,217 0 29,693 253150000 Vesicle transport through interaction with t-SNAREs homolog 1A

Q9Y6K0 CEPT1 -0,0192263 2 2 4,8 46,553 0 5,9455 260330000 Choline/ethanolaminephosphotransferase 1

O43719 HTATSF1 -0,0192628 14 14 25,7 85,852 0 82,382 1846400000 HIV Tat-specific factor 1

Q96I24 FUBP3 -0,019452 18 17 54,4 61,64 0 64,711 4438300000 Far upstream element-binding protein 3

Q96G03 PGM2 -0,0195653 22 22 44,9 68,283 0 104,84 9104100000 Phosphoglucomutase-2

Q17RY0;Q7Z5Q1;Q8NE35CPEB4;CPEB2;CPEB3-0,0195725 2 2 4,4 80,151 0 9,1559 59646000 Cytoplasmic polyadenylation element-binding protein 4;Cytoplasmic polyadenylation element-binding protein 2;Cytoplasmic polyadenylation element-binding protein 3

Q6UX04 CWC27 -0,0196923 10 10 37,5 53,846 0 82,889 1689700000 Peptidyl-prolyl cis-trans isomerase CWC27 homolog

Q9UNM6 PSMD13 -0,0197108 20 20 64,6 42,945 0 73,116 7266000000 26S proteasome non-ATPase regulatory subunit 13

Q08945 SSRP1 -0,0198564 28 28 47,2 81,074 0 215,35 2,1773E+10 FACT complex subunit SSRP1

Q9UHD2 TBK1 -0,0198702 14 14 29,4 83,641 0 45,484 1349100000 Serine/threonine-protein kinase TBK1

Q9UPU5 USP24 -0,0199145 17 17 8,7 294,36 0 38,703 702820000 Ubiquitin carboxyl-terminal hydrolase 24

O60524 NEMF -0,020022 11 11 15,3 122,95 0 54,001 817750000 Nuclear export mediator factor NEMF

Q9BQ67 GRWD1 -0,0200446 16 16 67,7 49,419 0 184,83 7339900000 Glutamate-rich WD repeat-containing protein 1

Q86X55 CARM1 -0,0200699 14 14 39,5 65,853 0 72,046 4258300000 Histone-arginine methyltransferase CARM1

Q9Y5P6 GMPPB -0,0201546 4 4 20,8 39,834 0 11,514 380970000 Mannose-1-phosphate guanyltransferase beta

P45880 VDAC2 -0,0201978 13 13 59,9 31,566 0 160,19 2,0277E+10 Voltage-dependent anion-selective channel protein 2

P62258 YWHAE -0,0201979 25 22 73,3 29,174 0 238,71 9,6496E+10 14-3-3 protein epsilon

P55036 PSMD4 -0,0202202 14 11 47,2 40,736 0 178,58 1,2889E+10 26S proteasome non-ATPase regulatory subunit 4

P43243 MATR3 -0,0202973 43 43 54,4 94,622 0 262,17 5,2343E+10 Matrin-3

Q99622 C12orf57 -0,0204092 4 4 50,8 13,178 0 8,546 159980000 Protein C10

O43768 ENSA -0,0204329 10 9 73,6 13,389 0 68,013 2460200000 Alpha-endosulfine

Q5HYK3 COQ5 -0,0204772 5 5 22 37,14 0 15,638 248760000 2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial

P61020 RAB5B -0,020495 6 3 36,7 23,707 0 9,9734 314310000 Ras-related protein Rab-5B

Q14699 RFTN1 -0,0205211 21 21 50,9 63,145 0 201,96 1,342E+10 Raftlin

Q05823 RNASEL -0,0206008 5 4 7,3 83,532 0 9,3004 134450000 2-5A-dependent ribonuclease

P46379 BAG6 -0,0206709 26 26 37,1 119,41 0 151,83 3871000000 Large proline-rich protein BAG6

Q9Y3A4 RRP7A -0,0207723 7 7 35,4 32,334 0 18,866 453590000 Ribosomal RNA-processing protein 7 homolog A

P31947 SFN -0,020861 10 6 44,4 27,774 0 13,075 1,2046E+10 14-3-3 protein sigma

O76003 GLRX3 -0,0208737 19 19 78,2 37,432 0 93,532 7969800000 Glutaredoxin-3

P62072 TIMM10 -0,0209505 6 6 60 10,333 0 23,427 700160000 Mitochondrial import inner membrane translocase subunit Tim10

P62333 PSMC6 -0,0210171 19 19 60,2 44,172 0 265,38 1,5867E+10 26S protease regulatory subunit 10B

P62913 RPL11 -0,0210717 14 14 68 20,252 0 126,98 3,5812E+10 60S ribosomal protein L11

O60841 EIF5B -0,0210734 49 49 41,7 138,83 0 259,17 2,2505E+10 Eukaryotic translation initiation factor 5B

P12956 XRCC6 -0,0211059 38 38 56,8 69,842 0 283,82 6,938E+10 X-ray repair cross-complementing protein 6

P43686 PSMC4 -0,0211482 25 25 75,1 47,366 0 108,1 1,3411E+10 26S protease regulatory subunit 6B

Q9UMS0 NFU1 -0,0212023 6 6 30,3 28,462 0 18,583 769920000 NFU1 iron-sulfur cluster scaffold homolog, mitochondrial

Q96CW1 AP2M1 -0,0212057 12 12 34,5 49,654 0 61,513 1691900000 AP-2 complex subunit mu

Q5VSL9 STRIP1 -0,0212166 5 5 9,1 95,575 0 14,761 210790000 Striatin-interacting protein 1

Q86VM9 ZC3H18 -0,0212524 11 11 17,1 106,38 0 41,825 2012300000 Zinc finger CCCH domain-containing protein 18

Q9H9E3 COG4 -0,0213542 17 17 25,7 89,082 0 54,176 1547900000 Conserved oligomeric Golgi complex subunit 4

P48059 LIMS1 -0,021465 4 4 22,5 37,251 0 8,1145 219490000 LIM and senescent cell antigen-like-containing domain protein 1

Q9UN86 G3BP2 -0,0215378 16 15 45 54,12 0 165 8810500000 Ras GTPase-activating protein-binding protein 2

Q9P013 CWC15 -0,0216335 4 4 24 26,624 0 11,046 677030000 Spliceosome-associated protein CWC15 homolog

Q9UIG0 BAZ1B -0,0216523 48 48 40,2 170,9 0 164,54 8884600000 Tyrosine-protein kinase BAZ1B

O75431 MTX2 -0,0216664 6 6 32,3 29,763 0 36,22 1305800000 Metaxin-2

Q96HA7 TONSL -0,0217786 7 7 9,9 150,93 0 21,021 257530000 Tonsoku-like protein

Q8TAQ2 SMARCC2 -0,0218048 26 19 36,5 132,88 0 139,58 4410500000 SWI/SNF complex subunit SMARCC2

P22102 GART -0,0218279 51 51 68,6 107,77 0 323,31 5,1248E+10 Trifunctional purine biosynthetic protein adenosine-3;Phosphoribosylamine--glycine ligase;Phosphoribosylformylglycinamidine cyclo-ligase;Phosphoribosylglycinamide formyltransferase

B0I1T2 MYO1G -0,021883 34 33 47,2 116,44 0 279,44 1,1142E+10 Unconventional myosin-Ig;Minor histocompatibility antigen HA-2

P61163 ACTR1A -0,0220924 15 7 59,3 42,613 0 87,685 5869700000 Alpha-centractin

Q9BYD3 MRPL4 -0,0221094 5 5 32,2 34,919 0 43,057 1075000000 39S ribosomal protein L4, mitochondrial

Q14919 DRAP1 -0,0222061 5 5 26,8 22,35 0 14,454 916130000 Dr1-associated corepressor

P42858 HTT -0,0222223 47 47 24,3 347,6 0 193,55 3078200000 Huntingtin

O60476 MAN1A2 -0,0222749 3 3 7,2 73,003 0 6,0963 134850000 Mannosyl-oligosaccharide 1,2-alpha-mannosidase IB

Q9Y6B6 SAR1B -0,0223022 11 8 74,7 22,41 0 73,19 3069600000 GTP-binding protein SAR1b

Q96QC0 PPP1R10 -0,022343 11 11 16,8 99,057 0 37,439 744540000 Serine/threonine-protein phosphatase 1 regulatory subunit 10

Q15907;P62491RAB11B;RAB11A-0,0224224 12 12 57,8 24,488 0 72,588 1,5405E+10 Ras-related protein Rab-11B;Ras-related protein Rab-11A

P62195 PSMC5 -0,0224293 27 26 69,7 45,626 0 222,91 1,597E+10 26S protease regulatory subunit 8

O94880 PHF14 -0,0225059 3 3 4,5 100,05 0 8,0992 88262000 PHD finger protein 14

Q6P1K2 PMF1 -0,0225594 6 6 40 23,339 0 19,687 142030000 Polyamine-modulated factor 1

Q9BUL8 PDCD10 -0,0226363 6 6 37,3 24,701 0 28,505 1725400000 Programmed cell death protein 10

O75821 EIF3G -0,0227225 21 21 60 35,611 0 136,13 7063600000 Eukaryotic translation initiation factor 3 subunit G

P49327 FASN -0,0227283 110 110 60,1 273,42 0 323,31 1,0016E+11 Fatty acid synthase;[Acyl-carrier-protein] S-acetyltransferase;[Acyl-carrier-protein] S-malonyltransferase;3-oxoacyl-[acyl-carrier-protein] synthase;3-oxoacyl-[acyl-carrier-protein] reductase;3-hydroxyacyl-[acyl-carrier-protein] dehydratase;Enoyl-[acyl-carrier-protein] reductase;Oleoyl-[acyl-carrier-protein] hydrolase

P25786 PSMA1 -0,0228427 21 21 84 29,555 0 181,45 2,8569E+10 Proteasome subunit alpha type-1

Q5T9A4 ATAD3B -0,0229195 24 7 45,4 72,572 0 22,256 931170000 ATPase family AAA domain-containing protein 3B

P22670 RFX1 -0,022976 3 3 6,3 104,76 0 14,617 113430000 MHC class II regulatory factor RFX1

P49841 GSK3B -0,023038 8 8 37,1 46,744 0 37,864 1358000000 Glycogen synthase kinase-3 beta

Q9NP77 SSU72 -0,0231189 5 5 30,4 22,574 0 26,934 605800000 RNA polymerase II subunit A C-terminal domain phosphatase SSU72

Q6ZRP7 QSOX2 -0,0232366 6 6 12,9 77,528 0 11,949 273380000 Sulfhydryl oxidase 2

Q8WWY3 PRPF31 -0,0233123 17 17 50,5 55,455 0 77,745 3888400000 U4/U6 small nuclear ribonucleoprotein Prp31

P38117 ETFB -0,0233347 15 15 56,1 27,843 0 78,423 7191400000 Electron transfer flavoprotein subunit beta

Q99460 PSMD1 -0,0233874 38 38 50,8 105,84 0 313,65 2,0877E+10 26S proteasome non-ATPase regulatory subunit 1

Q9NYH9 UTP6 -0,0234762 14 14 22,3 70,193 0 75,265 1424200000 U3 small nucleolar RNA-associated protein 6 homolog

Q15819 UBE2V2 -0,0234766 9 3 64,1 16,363 0 32,697 6309700000 Ubiquitin-conjugating enzyme E2 variant 2

Q96RQ3 MCCC1 -0,0236582 15 15 32 80,472 0 115,43 2701500000 Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial

P62140 PPP1CB -0,0238046 19 7 69,7 37,186 0 66,063 3695600000 Serine/threonine-protein phosphatase PP1-beta catalytic subunit

O00487 PSMD14 -0,0238282 11 11 57,4 34,577 0 40,62 4814700000 26S proteasome non-ATPase regulatory subunit 14

O15397 IPO8 -0,0238407 14 13 22,2 119,94 0 36,488 863600000 Importin-8

P12081 HARS -0,0238665 20 15 46,2 57,41 0 115,89 5733100000 Histidine--tRNA ligase, cytoplasmic

P62495 ETF1 -0,0240856 24 24 62,2 49,03 0 189,05 9938100000 Eukaryotic peptide chain release factor subunit 1

P13639 EEF2 -0,024153 63 62 75,1 95,337 0 323,31 4,289E+11 Elongation factor 2

Q16718 NDUFA5 -0,0243901 6 6 66,4 13,459 0 32,778 2512500000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 5

Q6DKI1 RPL7L1 -0,0247407 8 8 39,2 29,669 0 26,519 2465600000 60S ribosomal protein L7-like 1

Q07955 SRSF1 -0,0248332 17 16 49,2 27,744 0 76,012 3,0099E+10 Serine/arginine-rich splicing factor 1

Q14978 NOLC1 -0,0249147 16 16 22,2 73,602 0 105,97 8097100000 Nucleolar and coiled-body phosphoprotein 1

Q96DV4 MRPL38 -0,0249567 10 10 34,5 44,596 0 32,692 1025300000 39S ribosomal protein L38, mitochondrial

O75037 KIF21B -0,0249568 5 5 5,2 182,66 0 6,1187 79540000 Kinesin-like protein KIF21B

Q99829 CPNE1 -0,0250367 15 15 39,1 59,058 0 72,791 3769000000 Copine-1

Q9NP80 PNPLA8 -0,0250519 4 3 6 88,476 0 5,5747 319530000 Calcium-independent phospholipase A2-gamma

Q9H446 RWDD1 -0,0251103 3 3 15,2 27,939 0 7,0618 175290000 RWD domain-containing protein 1

O15372 EIF3H -0,0251519 20 20 74,1 39,93 0 66,551 5927200000 Eukaryotic translation initiation factor 3 subunit H

Q96GN5 CDCA7L -0,0251913 2 2 7,7 52,206 0 5,3932 112970000 Cell division cycle-associated 7-like protein

O00330 PDHX -0,0252694 9 9 21,6 54,122 0 33,852 1082800000 Pyruvate dehydrogenase protein X component, mitochondrial

Q9HD15 SRA1 -0,025311 6 6 31,4 25,673 0 29,21 491460000 Steroid receptor RNA activator 1

Q13451 FKBP5 -0,0253925 24 24 60 51,212 0 116,99 1,0812E+10 Peptidyl-prolyl cis-trans isomerase FKBP5;Peptidyl-prolyl cis-trans isomerase FKBP5, N-terminally processed

Q13596 SNX1 -0,0253944 17 15 35,6 59,069 0 67,499 2876100000 Sorting nexin-1

P53992 SEC24C -0,0254311 29 28 39,7 118,32 0 204,5 8046200000 Protein transport protein Sec24C

P78417 GSTO1 -0,0255001 17 17 66 27,566 0 70,525 1,0923E+10 Glutathione S-transferase omega-1

Q93045 STMN2 -0,0256651 4 1 15,1 20,828 0 4,9585 7917400000 Stathmin-2

P53680 AP2S1 -0,0256836 4 4 25,4 17,018 0 8,4655 808950000 AP-2 complex subunit sigma

Q6P161 MRPL54 -0,0258547 3 3 48,6 15,819 0 13,731 530900000 39S ribosomal protein L54, mitochondrial

Q04837 SSBP1 -0,0258632 9 9 58,8 17,259 0 124,34 1,423E+10 Single-stranded DNA-binding protein, mitochondrial

O95295 SNAPIN -0,0260034 4 4 41,9 14,874 0 69,34 759630000 SNARE-associated protein Snapin

Q9NXW9 ALKBH4 -0,0260773 4 4 22,2 33,837 0 15,638 128860000 Alpha-ketoglutarate-dependent dioxygenase alkB homolog 4

Q08752 PPID -0,0260864 16 16 53,8 40,763 0 47,95 3539800000 Peptidyl-prolyl cis-trans isomerase D

Q96B26 EXOSC8 -0,0261918 7 7 32,2 30,039 0 10,82 452270000 Exosome complex component RRP43

Q12931 TRAP1 -0,02624 29 29 48,7 80,109 0 216,28 2,1222E+10 Heat shock protein 75 kDa, mitochondrial

O60610 DIAPH1 -0,0263779 37 37 39,1 141,35 0 162,98 7635400000 Protein diaphanous homolog 1

Q7Z5R6 APBB1IP -0,0264349 17 17 33,3 73,182 0 69,133 2896800000 Amyloid beta A4 precursor protein-binding family B member 1-interacting protein

Q99755 PIP5K1A -0,026505 3 1 7,8 62,633 0 6,1519 65572000 Phosphatidylinositol 4-phosphate 5-kinase type-1 alpha

O00231 PSMD11 -0,0265369 26 26 70,6 47,463 0 120,85 1,4878E+10 26S proteasome non-ATPase regulatory subunit 11

Q9Y496 KIF3A -0,0265713 11 9 20,7 80,04 0 43,561 735090000 Kinesin-like protein KIF3A

Q9C0I1 MTMR12 -0,0266173 10 10 21 86,147 0 18,101 548300000 Myotubularin-related protein 12

P35613 BSG -0,0266861 10 10 34,8 42,2 0 57,773 6443300000 Basigin

Q5QJE6 DNTTIP2 -0,0267295 15 15 29,1 84,468 0 67,726 1907200000 Deoxynucleotidyltransferase terminal-interacting protein 2

P18859 ATP5J -0,0268909 6 6 51,9 12,587 0 67,015 5901800000 ATP synthase-coupling factor 6, mitochondrial

Q9H019 MTFR1L -0,0269545 2 2 9,9 31,957 0,00021492 3,6747 22599000 Mitochondrial fission regulator 1-like

P51114 FXR1 -0,0269989 23 21 46,4 69,72 0 196,25 6450700000 Fragile X mental retardation syndrome-related protein 1

Q96QD9 FYTTD1 -0,0270099 8 8 28,6 35,818 0 45,139 750550000 UAP56-interacting factor

P30085 CMPK1 -0,0270113 9 9 56,6 22,222 0 35,614 4602400000 UMP-CMP kinase

Q14320 FAM50A -0,0270306 5 5 21,2 40,241 0 13,973 692980000 Protein FAM50A

Q10567 AP1B1 -0,0270347 36 21 42,7 104,64 0 174,8 1,1137E+10 AP-1 complex subunit beta-1

Q9Y2T2 AP3M1 -0,0270483 14 14 52,2 46,939 0 36,326 1589300000 AP-3 complex subunit mu-1

P21283 ATP6V1C1 -0,0270845 12 12 38,7 43,941 0 41,441 2270500000 V-type proton ATPase subunit C 1

P22061 PCMT1 -0,0271137 12 12 66,1 24,636 0 103,89 7162600000 Protein-L-isoaspartate(D-aspartate) O-methyltransferase

Q9BT22 ALG1 -0,0271758 6 6 16,8 52,518 0 21,936 338540000 Chitobiosyldiphosphodolichol beta-mannosyltransferase

P23443 RPS6KB1 -0,0274007 2 2 5,3 59,139 0 5,9005 188940000 Ribosomal protein S6 kinase beta-1

O75874 IDH1 -0,0274628 19 18 60,1 46,659 0 130,21 1,4352E+10 Isocitrate dehydrogenase [NADP] cytoplasmic

Q99714 HSD17B10 -0,0274638 16 16 79,3 26,923 0 213,5 2,0766E+10 3-hydroxyacyl-CoA dehydrogenase type-2

Q9H0C8 ILKAP -0,0274862 9 9 27,6 42,906 0 23,239 1492700000 Integrin-linked kinase-associated serine/threonine phosphatase 2C

P18077 RPL35A -0,0274956 8 8 46,4 12,538 0 28,23 1,189E+10 60S ribosomal protein L35a

Q92614 MYO18A -0,0275746 43 43 33,5 233,11 0 256,61 5475000000 Unconventional myosin-XVIIIa

Q6UN15 FIP1L1 -0,0276344 10 10 32,8 66,526 0 103,35 2110300000 Pre-mRNA 3-end-processing factor FIP1

Q8WUY1 THEM6 -0,0277833 4 4 29,3 23,865 0 18,875 279870000 Protein THEM6

Q14684 RRP1B -0,0278547 28 28 51,2 84,427 0 158,88 6702100000 Ribosomal RNA processing protein 1 homolog B

P49207 RPL34 -0,0279839 6 6 29,9 13,293 0 12,136 1,0254E+10 60S ribosomal protein L34

Q9H0P0 NT5C3A -0,0280267 12 12 42,6 37,948 0 45,041 2212700000 Cytosolic 5-nucleotidase 3A

Q9BXS5 AP1M1 -0,0280305 16 16 47,5 48,586 0 74,744 2308000000 AP-1 complex subunit mu-1

O60506 SYNCRIP -0,0280912 28 23 51,8 69,602 0 189,15 7,1752E+10 Heterogeneous nuclear ribonucleoprotein Q

P62280 RPS11 -0,0281574 13 13 58,2 18,431 0 61,776 2,9204E+10 40S ribosomal protein S11

P51812 RPS6KA3 -0,0282245 17 10 26,4 83,735 0 32,81 1148000000 Ribosomal protein S6 kinase alpha-3

Q9UHB6 LIMA1 -0,0282494 8 7 15,2 85,225 0 22,816 749750000 LIM domain and actin-binding protein 1

Q13158 FADD -0,0283551 5 5 48,6 23,279 0 22,313 841070000 FAS-associated death domain protein

O43819 SCO2 -0,0283958 3 3 21,8 29,81 0 10,449 272240000 Protein SCO2 homolog, mitochondrial

Q9NP97;Q8TF09DYNLRB1;DYNLRB2-0,0284639 6 6 82,3 10,921 0 38,678 2496100000 Dynein light chain roadblock-type 1;Dynein light chain roadblock-type 2

Q16401 PSMD5 -0,0286862 16 16 40,7 56,195 0 70,369 1845500000 26S proteasome non-ATPase regulatory subunit 5

Q6QNY1 BLOC1S2 -0,0287343 3 3 40,8 15,961 0 37,785 695490000 Biogenesis of lysosome-related organelles complex 1 subunit 2

Q9H0W9 C11orf54 -0,0288419 8 8 35,2 35,117 0 54,053 1286300000 Ester hydrolase C11orf54

O60293 ZFC3H1 -0,0289603 4 4 3,3 226,35 0,00062125 2,992 982250000 Zinc finger C3H1 domain-containing protein



Q8N3X1 FNBP4 -0,0290683 6 6 9 110,26 0 14,887 544380000 Formin-binding protein 4

Q9Y2Z2 MTO1 -0,0290917 6 6 17,3 79,963 0 8,4849 6343100000 Protein MTO1 homolog, mitochondrial

O75531 BANF1 -0,0291027 5 5 58,4 10,058 0 22,605 5874800000 Barrier-to-autointegration factor;Barrier-to-autointegration factor, N-terminally processed

O14802 POLR3A -0,0291033 12 12 15,1 155,64 0 30,725 962100000 DNA-directed RNA polymerase III subunit RPC1

Q6IN84 MRM1 -0,0291127 4 4 18,4 38,638 0 11,019 646770000 rRNA methyltransferase 1, mitochondrial

Q8N4J0 C9orf41 -0,029143 6 6 22,2 47,185 0 13,643 328580000 UPF0586 protein C9orf41

Q7Z3B4 NUP54 -0,0291858 13 13 36,7 55,435 0 56,031 1372600000 Nucleoporin p54

P62857 RPS28 -0,0292929 2 2 30,4 7,8409 0 25,615 1,2986E+10 40S ribosomal protein S28

Q7KZF4 SND1 -0,029374 58 58 73,1 102 0 323,31 1,4043E+11 Staphylococcal nuclease domain-containing protein 1

Q02880 TOP2B -0,0294898 53 38 38,9 183,26 0 137,08 4961000000 DNA topoisomerase 2-beta

Q15833 STXBP2 -0,029575 23 23 49,9 66,452 0 104,62 2134800000 Syntaxin-binding protein 2

Q9HBH0 RHOF -0,0295823 2 2 12,8 23,625 0 9,0697 101660000 Rho-related GTP-binding protein RhoF

Q9NVM6 DNAJC17 -0,0296005 6 6 24,7 34,687 0 14,075 580700000 DnaJ homolog subfamily C member 17

Q8NC96 NECAP1 -0,0296175 3 3 21,1 29,737 0 4,3763 59031000 Adaptin ear-binding coat-associated protein 1

Q7Z434 MAVS -0,0296395 9 9 34,8 56,527 0 58,174 988620000 Mitochondrial antiviral-signaling protein

P39687 ANP32A -0,0296569 11 9 34,9 28,585 0 117,26 3,2911E+10 Acidic leucine-rich nuclear phosphoprotein 32 family member A

P30419 NMT1 -0,0296852 12 12 31,7 56,806 0 76,021 5092600000 Glycylpeptide N-tetradecanoyltransferase 1

Q96RL1 UIMC1 -0,0297244 9 9 16,3 79,727 0 17,397 378220000 BRCA1-A complex subunit RAP80

Q14103 HNRNPD -0,0298752 18 17 45,4 38,434 0 116,7 5,0336E+10 Heterogeneous nuclear ribonucleoprotein D0

P37108 SRP14 -0,0299299 8 8 41,9 14,57 0 176,29 1,0966E+10 Signal recognition particle 14 kDa protein

Q9NP66 HMG20A -0,0300909 4 4 12,4 40,143 0 11,583 376400000 High mobility group protein 20A

O95202 LETM1 -0,030124 26 26 45,1 83,353 0 147,85 4642900000 LETM1 and EF-hand domain-containing protein 1, mitochondrial

O43242 PSMD3 -0,0303462 25 25 55,4 60,977 0 208,46 1,324E+10 26S proteasome non-ATPase regulatory subunit 3

P15498 VAV1 -0,0303895 12 12 18,3 98,313 0 27,773 1047400000 Proto-oncogene vav

Q9NPF5 DMAP1 -0,0304083 5 5 18,8 52,992 0 8,262 350720000 DNA methyltransferase 1-associated protein 1

Q14161 GIT2 -0,0304548 23 21 52 84,542 0 69,465 2151200000 ARF GTPase-activating protein GIT2

O75880 SCO1 -0,030463 3 3 12 33,814 0 6,2947 278900000 Protein SCO1 homolog, mitochondrial

P42126 ECI1 -0,0305121 8 8 42,7 32,816 0 32,815 2644000000 Enoyl-CoA delta isomerase 1, mitochondrial

P50914 RPL14 -0,0306421 6 6 30,2 23,432 0 47,368 2,0177E+10 60S ribosomal protein L14

Q93009 USP7 -0,0308644 27 27 40,7 128,3 0 100,38 3779200000 Ubiquitin carboxyl-terminal hydrolase 7

O95400 CD2BP2 -0,0309001 7 7 41,9 37,646 0 18,821 1290200000 CD2 antigen cytoplasmic tail-binding protein 2

Q9NX40 OCIAD1 -0,0309364 8 8 44,5 27,626 0 41,897 1918300000 OCIA domain-containing protein 1

O00567 NOP56 -0,0309515 33 33 68,7 66,049 0 268,68 1,7872E+10 Nucleolar protein 56

P68036 UBE2L3 -0,030992 10 10 64,9 17,861 0 103,97 1,5524E+10 Ubiquitin-conjugating enzyme E2 L3

Q9BZX2 UCK2 -0,031131 5 5 24,1 29,299 0 15,816 889660000 Uridine-cytidine kinase 2

P13995 MTHFD2 -0,0311347 11 11 56,9 37,895 0 145,84 1,1972E+10 Bifunctional methylenetetrahydrofolate dehydrogenase/cyclohydrolase, mitochondrial;NAD-dependent methylenetetrahydrofolate dehydrogenase;Methenyltetrahydrofolate cyclohydrolase

Q8N6T7 SIRT6 -0,0312383 2 2 10,1 39,118 0 21,056 174540000 NAD-dependent protein deacetylase sirtuin-6

O43681 ASNA1 -0,0312537 9 9 39,1 38,792 0 24,678 1459500000 ATPase ASNA1

Q9NRG0 CHRAC1 -0,0313541 3 3 31,3 14,71 0 35,928 642890000 Chromatin accessibility complex protein 1

Q0VDF9 HSPA14 -0,0313602 16 16 51,7 54,794 0 122,94 3715900000 Heat shock 70 kDa protein 14

Q9Y6E0 STK24 -0,0314508 13 7 37,9 49,307 0 132,84 5708700000 Serine/threonine-protein kinase 24;Serine/threonine-protein kinase 24 36 kDa subunit;Serine/threonine-protein kinase 24 12 kDa subunit

Q02790 FKBP4 -0,0314559 31 31 73,4 51,804 0 185,65 2,0111E+10 Peptidyl-prolyl cis-trans isomerase FKBP4;Peptidyl-prolyl cis-trans isomerase FKBP4, N-terminally processed

P28070 PSMB4 -0,0315164 8 8 48,5 29,204 0 70,714 9840300000 Proteasome subunit beta type-4

Q68CR1 SEL1L3 -0,0315423 4 4 6,5 128,57 0 12,137 232520000 Protein sel-1 homolog 3

Q9HCG8 CWC22 -0,0316576 4 4 5,5 105,47 0 7,2386 116340000 Pre-mRNA-splicing factor CWC22 homolog

Q13418 ILK -0,0316909 6 6 17,9 51,419 0 13,821 216730000 Integrin-linked protein kinase

O14818 PSMA7 -0,0319891 15 10 64,1 27,887 0 134,84 2,724E+10 Proteasome subunit alpha type-7

P54725 RAD23A -0,0320435 10 8 50,1 39,609 0 32,584 1867100000 UV excision repair protein RAD23 homolog A

O60499 STX10 -0,0322509 3 3 20,5 28,114 0 11,415 110750000 Syntaxin-10

P61313 RPL15 -0,032451 15 15 50,5 24,146 0 40,572 2,9607E+10 60S ribosomal protein L15

Q9C0E2 XPO4 -0,0327677 15 15 19,6 130,14 0 84,366 1287300000 Exportin-4

Q9BT09 CNPY3 -0,032781 8 8 28,8 30,748 0 25,937 838410000 Protein canopy homolog 3

Q15006 EMC2 -0,0327871 5 5 25,3 34,833 0 23,274 727540000 ER membrane protein complex subunit 2

Q99614 TTC1 -0,0328489 14 14 66,4 33,526 0 57,152 2953300000 Tetratricopeptide repeat protein 1

Q8TF05 PPP4R1 -0,032858 6 6 9,4 107 0 10,938 121830000 Serine/threonine-protein phosphatase 4 regulatory subunit 1

Q9UJV9 DDX41 -0,0328624 9 9 21,1 69,837 0 27,826 734660000 Probable ATP-dependent RNA helicase DDX41

P20585 MSH3 -0,0328776 12 12 15,9 127,41 0 32,485 795330000 DNA mismatch repair protein Msh3

Q9BR76 CORO1B -0,0328802 13 13 37,6 54,234 0 74,337 3576700000 Coronin-1B

P23588 EIF4B -0,0329847 17 17 27,5 69,15 0 173,5 6221000000 Eukaryotic translation initiation factor 4B

P40925 MDH1 -0,0330389 16 16 45,2 36,426 0 129,53 4,036E+10 Malate dehydrogenase, cytoplasmic

Q9BT78 COPS4 -0,0332054 13 13 45,3 46,268 0 65,505 1926600000 COP9 signalosome complex subunit 4

P62993 GRB2 -0,0332266 16 16 72,4 25,206 0 68,873 7715000000 Growth factor receptor-bound protein 2

O94903 PROSC -0,033297 7 7 33,1 30,344 0 37,964 886370000 Proline synthase co-transcribed bacterial homolog protein

P51553 IDH3G -0,0333194 11 11 41,7 42,794 0 74,578 3369800000 Isocitrate dehydrogenase [NAD] subunit gamma, mitochondrial

P18085 ARF4 -0,033321 12 7 81,1 20,511 0 26,786 2481200000 ADP-ribosylation factor 4

P26639 TARS -0,033332 32 32 57,3 83,434 0 122,43 1,2852E+10 Threonine--tRNA ligase, cytoplasmic

Q96PE7 MCEE -0,0333771 3 3 29 18,749 0 12,741 366360000 Methylmalonyl-CoA epimerase, mitochondrial

P62826 RAN -0,0335111 17 17 61,1 24,423 0 113,03 1,2323E+11 GTP-binding nuclear protein Ran

Q9Y376 CAB39 -0,0335151 10 8 27 39,869 0 41,132 1827200000 Calcium-binding protein 39

P83876 TXNL4A -0,0335298 5 5 43 16,786 0 15,881 265010000 Thioredoxin-like protein 4A

P26373 RPL13 -0,0336076 9 9 39,8 24,261 0 143,31 3,5582E+10 60S ribosomal protein L13

Q86VZ1 P2RY8 -0,0336906 2 2 8,6 40,635 0 9,8139 215670000 P2Y purinoceptor 8

Q99805 TM9SF2 -0,0338667 12 12 22,5 75,775 0 29,054 1808100000 Transmembrane 9 superfamily member 2

O95365 ZBTB7A -0,0338748 4 4 14 61,438 0 13,194 123350000 Zinc finger and BTB domain-containing protein 7A

Q9HC36 RNMTL1 -0,0339167 6 6 20,7 47,019 0 15,258 408940000 rRNA methyltransferase 3, mitochondrial

P50213 IDH3A -0,0339686 14 14 39,9 39,591 0 78,092 9964700000 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial

Q9NZ08 ERAP1 -0,0340295 26 26 36 107,23 0 118,9 3951500000 Endoplasmic reticulum aminopeptidase 1

Q9NQC3 RTN4 -0,0341521 7 7 12,7 129,93 0 42,857 2236600000 Reticulon-4

Q8NCW5 APOA1BP -0,0341769 9 9 45,1 31,674 0 20,78 734950000 NAD(P)H-hydrate epimerase

Q9NY61 AATF -0,0341922 13 13 35,9 63,132 0 54,783 1702600000 Protein AATF

Q9HBH5 RDH14 -0,0343045 3 3 11,3 36,864 0 13,337 238880000 Retinol dehydrogenase 14

P51451 BLK -0,0343196 6 6 17,6 57,706 0 10,893 195290000 Tyrosine-protein kinase Blk

P0DPD7 -0,0343563 6 2 39,2 28,306 0 28,311 944560000

Q16512 PKN1 -0,0343626 19 19 28,9 103,93 0 58,707 1428700000 Serine/threonine-protein kinase N1

P98175 RBM10 -0,0344085 17 16 25,9 103,53 0 87,62 2373200000 RNA-binding protein 10

P52435;Q9H1A7;Q9GZM3POLR2J;POLR2J3;POLR2J2-0,034425 3 3 37,6 13,293 0 5,7807 305070000 DNA-directed RNA polymerase II subunit RPB11-a;DNA-directed RNA polymerase II subunit RPB11-b2;DNA-directed RNA polymerase II subunit RPB11-b1

Q92556 ELMO1 -0,0344294 21 21 37,3 83,829 0 80,095 4782300000 Engulfment and cell motility protein 1

P53396 ACLY -0,0345075 58 58 63,2 120,84 0 323,31 8,1256E+10 ATP-citrate synthase

Q9Y4E5 ZNF451 -0,0345103 5 5 6,7 121,48 0 4,5403 77808000 Zinc finger protein 451

Q9NSU2 TREX1 -0,0345297 3 3 20,7 33,212 0 11,965 139190000 Three-prime repair exonuclease 1

Q7Z6M1 RABEPK -0,0345449 7 7 30,1 40,564 0 33,768 598350000 Rab9 effector protein with kelch motifs

Q8NHH9 ATL2 -0,0346266 12 12 31,6 66,228 0 101,35 1839800000 Atlastin-2

Q17R31 TATDN3 -0,0346491 5 5 26,3 30,333 0 10,406 110070000 Putative deoxyribonuclease TATDN3

Q969J3 LOH12CR1 -0,0346988 4 4 29,6 22,222 0 9,1392 168960000 Loss of heterozygosity 12 chromosomal region 1 protein

Q9NRP2 CMC2 -0,0347015 3 3 53,2 9,4598 0 8,3209 530070000 COX assembly mitochondrial protein 2 homolog

P34949 MPI -0,0347254 8 8 29,8 46,655 0 29,335 990320000 Mannose-6-phosphate isomerase

P08243 ASNS -0,0347261 30 30 67,2 64,369 0 262,95 7,7584E+10 Asparagine synthetase [glutamine-hydrolyzing]

Q96GM8 TOE1 -0,0347462 9 9 26,7 56,547 0 39,625 1081100000 Target of EGR1 protein 1

Q9NQT8 KIF13B -0,0350275 4 4 3 202,79 0 14,635 122410000 Kinesin-like protein KIF13B

P15880 RPS2 -0,0351323 16 16 55,3 31,324 0 92,921 5,2954E+10 40S ribosomal protein S2

Q13217 DNAJC3 -0,0351713 9 9 31,5 57,579 0 30,555 1215700000 DnaJ homolog subfamily C member 3

O60508 CDC40 -0,0352175 10 10 28 65,521 0 26,432 826360000 Pre-mRNA-processing factor 17

Q8NFV4 ABHD11 -0,0357203 6 6 35,9 34,69 0 14,851 477930000 Alpha/beta hydrolase domain-containing protein 11

P11441 UBL4A -0,0357787 6 6 39,5 17,776 0 9,9937 725570000 Ubiquitin-like protein 4A

Q08379 GOLGA2 -0,035872 13 13 22,1 113,08 0 53,875 629050000 Golgin subfamily A member 2

Q96HN2 AHCYL2 -0,0358744 10 5 20,6 66,72 0 25,766 1055000000 Putative adenosylhomocysteinase 3

Q9H267 VPS33B -0,0358828 8 8 18,6 70,584 0 17,972 500650000 Vacuolar protein sorting-associated protein 33B

Q01082 SPTBN1 -0,0359155 135 124 67,7 274,61 0 323,31 6,6393E+10 Spectrin beta chain, non-erythrocytic 1

Q96FV9 THOC1 -0,0359371 23 23 51 75,665 0 71,647 2877600000 THO complex subunit 1

Q12792 TWF1 -0,0359822 9 7 28,9 40,282 0 63,703 606850000 Twinfilin-1

Q9NPF4 OSGEP -0,0359834 9 9 47,8 36,426 0 52,301 1698000000 Probable tRNA N6-adenosine threonylcarbamoyltransferase

P26010 ITGB7 -0,035986 15 15 26,4 86,902 0 78,385 1518400000 Integrin beta-7

P54252 ATXN3 -0,0360327 3 3 13,9 41,25 0 7,2053 175280000 Ataxin-3

O00186 STXBP3 -0,0362302 12 12 22 67,764 0 28,943 1210200000 Syntaxin-binding protein 3

Q9NW82 WDR70 -0,0362324 4 4 9,9 73,2 0 5,1132 73111000 WD repeat-containing protein 70

P47985;P0C7P4UQCRFS1;UQCRFS1P1-0,0362562 10 10 48,2 29,668 0 59,948 1,0292E+10 Cytochrome b-c1 complex subunit Rieske, mitochondrial;Cytochrome b-c1 complex subunit 11;Putative cytochrome b-c1 complex subunit Rieske-like protein 1

P54727 RAD23B -0,0362914 14 12 52,6 43,171 0 112,75 1,0494E+10 UV excision repair protein RAD23 homolog B

Q8IY81 FTSJ3 -0,0363051 21 21 35,5 96,557 0 158,31 6256100000 pre-rRNA processing protein FTSJ3

Q14203 DCTN1 -0,0363853 44 44 45,1 141,69 0 323,31 7814400000 Dynactin subunit 1

Q9BV20 MRI1 -0,0363866 7 7 32 39,149 0 33,256 425570000 Methylthioribose-1-phosphate isomerase

Q10570 CPSF1 -0,036499 32 32 33,3 160,88 0 123,56 2809300000 Cleavage and polyadenylation specificity factor subunit 1

Q9UJZ1 STOML2 -0,036512 14 14 55,6 38,534 0 140,06 4837400000 Stomatin-like protein 2, mitochondrial

P52907 CAPZA1 -0,0366973 14 12 66,8 32,922 0 171,11 2,0852E+10 F-actin-capping protein subunit alpha-1

Q7L1V2 MON1B -0,0367627 2 2 4,2 59,217 0,0012068 2,4363 44459000 Vacuolar fusion protein MON1 homolog B

P36871 PGM1 -0,0367755 18 18 40 61,448 0 60,635 3068600000 Phosphoglucomutase-1

Q92974 ARHGEF2 -0,0368036 31 31 43,1 111,54 0 156,04 3754600000 Rho guanine nucleotide exchange factor 2

O43776 NARS -0,0369362 27 27 58,6 62,942 0 190,8 2,3693E+10 Asparagine--tRNA ligase, cytoplasmic

P00558 PGK1 -0,036956 34 34 81,1 44,614 0 323,31 1,1803E+11 Phosphoglycerate kinase 1

A6NDG6 PGP -0,0369637 9 9 36,1 34,006 0 26,515 840460000 Phosphoglycolate phosphatase

P11413 G6PD -0,036977 28 28 67,4 59,256 0 119,03 7751900000 Glucose-6-phosphate 1-dehydrogenase

Q9NRG9 AAAS -0,03708 22 22 61,5 59,573 0 85,13 3122900000 Aladin

Q96N64 PWWP2A -0,0371031 2 2 4 81,959 0 6,3869 36029000 PWWP domain-containing protein 2A

Q9NZL9 MAT2B -0,0371252 13 13 53,3 37,551 0 173,14 5603000000 Methionine adenosyltransferase 2 subunit beta

Q14847 LASP1 -0,0371347 16 16 64,4 29,717 0 99,277 7551400000 LIM and SH3 domain protein 1

P42768 WAS -0,0371687 15 15 49,4 52,912 0 90,303 2789800000 Wiskott-Aldrich syndrome protein

Q9NVP1 DDX18 -0,0372382 29 29 56,3 75,406 0 165,56 1,6137E+10 ATP-dependent RNA helicase DDX18

Q14344 GNA13 -0,0372384 3 3 12,7 44,049 0 6,5566 180680000 Guanine nucleotide-binding protein subunit alpha-13

P63272 SUPT4H1 -0,037243 4 4 44,4 13,193 0 6,0272 384710000 Transcription elongation factor SPT4

Q16740 CLPP -0,0372798 8 8 37,5 30,18 0 26,951 1856400000 ATP-dependent Clp protease proteolytic subunit, mitochondrial

O15269 SPTLC1 -0,0372845 10 10 28,8 52,743 0 57,106 1428700000 Serine palmitoyltransferase 1

Q9BTU6 PI4K2A -0,0372992 9 9 28,4 54,022 0 45,323 839960000 Phosphatidylinositol 4-kinase type 2-alpha

O95757 HSPA4L -0,0374415 11 7 18,1 94,511 0 41,182 262140000 Heat shock 70 kDa protein 4L

P62851 RPS25 -0,0374857 5 5 29,6 13,742 0 18,137 2,4071E+10 40S ribosomal protein S25

O95104 SCAF4 -0,0375477 10 7 15,3 125,87 0 87,177 1640400000 Splicing factor, arginine/serine-rich 15

O94806 PRKD3 -0,0375767 7 6 12,1 100,47 0 36,001 345130000 Serine/threonine-protein kinase D3

O95721 SNAP29 -0,0375804 9 9 50 28,97 0 53,001 696880000 Synaptosomal-associated protein 29

Q8IZP0 ABI1 -0,0376817 9 9 22,8 55,08 0 27,886 1608400000 Abl interactor 1

Q9P2J5 LARS -0,037703 68 68 64,5 134,46 0 308,54 3,1763E+10 Leucine--tRNA ligase, cytoplasmic

P53618 COPB1 -0,037726 44 44 57,4 107,14 0 315,31 2,7026E+10 Coatomer subunit beta

P21281 ATP6V1B2 -0,0378066 24 24 73 56,5 0 117,19 6040000000 V-type proton ATPase subunit B, brain isoform

P00387 CYB5R3 -0,0379727 13 13 70,1 34,234 0 123,52 6247800000 NADH-cytochrome b5 reductase 3;NADH-cytochrome b5 reductase 3 membrane-bound form;NADH-cytochrome b5 reductase 3 soluble form

Q86UA1 PRPF39 -0,038022 8 8 18,4 78,429 0 15,237 233140000 Pre-mRNA-processing factor 39

O15379 HDAC3 -0,0382092 4 3 17,5 48,847 0,00021327 3,5137 149180000 Histone deacetylase 3

P61006 RAB8A -0,0383175 8 4 40,1 23,668 0 55,142 1849800000 Ras-related protein Rab-8A

P52888 THOP1 -0,0384351 25 25 41,9 78,839 0 93,069 7171400000 Thimet oligopeptidase

Q05932 FPGS -0,0384894 5 5 16,4 64,608 0 10,848 242680000 Folylpolyglutamate synthase, mitochondrial

P48556 PSMD8 -0,0385155 9 9 32,9 39,611 0 28,718 4465300000 26S proteasome non-ATPase regulatory subunit 8

Q8IVD9 NUDCD3 -0,0386354 5 5 21,9 40,822 0 13,684 494900000 NudC domain-containing protein 3

P51659 HSD17B4 -0,0386492 31 31 58,8 79,685 0 215,05 9997300000 Peroxisomal multifunctional enzyme type 2;(3R)-hydroxyacyl-CoA dehydrogenase;Enoyl-CoA hydratase 2

Q9H6R4 NOL6 -0,0387369 30 30 41,4 127,59 0 146,43 4973200000 Nucleolar protein 6

P41236;Q6NXS1PPP1R2;PPP1R2P3-0,0389329 10 10 64,4 23,015 0 51,214 7098100000 Protein phosphatase inhibitor 2;Protein phosphatase inhibitor 2-like protein 3

P63172 DYNLT1 -0,0390415 2 2 30,1 12,452 0 13,136 1021100000 Dynein light chain Tctex-type 1

P22626 HNRNPA2B1 -0,039061 28 27 69,4 37,429 0 323,31 1,9574E+11 Heterogeneous nuclear ribonucleoproteins A2/B1

Q99436 PSMB7 -0,0390656 12 12 62,5 29,965 0 68,953 8437400000 Proteasome subunit beta type-7

Q16555 DPYSL2 -0,0390944 25 25 69,6 62,293 0 212,47 1,2896E+10 Dihydropyrimidinase-related protein 2

P09972 ALDOC -0,0391051 21 17 76,1 39,455 0 227,33 1,5283E+10 Fructose-bisphosphate aldolase C

Q9NZB2 FAM120A -0,0391294 17 17 24,3 121,89 0 55,013 1692500000 Constitutive coactivator of PPAR-gamma-like protein 1

P62277 RPS13 -0,0391362 11 11 56,3 17,222 0 54,783 2,5176E+10 40S ribosomal protein S13

P60842 EIF4A1 -0,039168 29 15 65,3 46,153 0 246,68 1,0718E+11 Eukaryotic initiation factor 4A-I

O94826 TOMM70A -0,0391942 25 25 56,1 67,454 0 152,9 8411100000 Mitochondrial import receptor subunit TOM70

P30040 ERP29 -0,0392414 12 12 56,7 28,993 0 64,076 8466500000 Endoplasmic reticulum resident protein 29

Q96DB5 RMDN1 -0,0392502 8 8 29 35,808 0 20,756 1187500000 Regulator of microtubule dynamics protein 1

P55011 SLC12A2 -0,039284 8 8 9,9 131,45 0 30,677 572780000 Solute carrier family 12 member 2

Q9UKN8 GTF3C4 -0,0393646 13 13 31,3 91,981 0 26,217 1015700000 General transcription factor 3C polypeptide 4

Q8NBF2 NHLRC2 -0,0393759 10 10 22,2 79,443 0 55,662 1443500000 NHL repeat-containing protein 2

P18615 NELFE -0,0394017 8 8 29,7 43,239 0 41,004 538270000 Negative elongation factor E

P0DOY3;P0DOY2;P0DOX8;P0CF74;P0CG04;B9A064IGLC6;IGLC1;IGLL5-0,0394157 5 5 74,5 11,265 0 58,498 3,2727E+10 Ig lambda-6 chain C region;Ig lambda-1 chain C regions;Immunoglobulin lambda-like polypeptide 5

O43252 PAPSS1 -0,0394477 30 30 71,3 70,832 0 238,85 8754600000 Bifunctional 3-phosphoadenosine 5-phosphosulfate synthase 1;Sulfate adenylyltransferase;Adenylyl-sulfate kinase

Q16134 ETFDH -0,0394518 7 7 19,9 68,495 0 13,765 291370000 Electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial

P15056 BRAF -0,0395298 7 5 13,2 84,436 0 11,988 347700000 Serine/threonine-protein kinase B-raf

Q14141 06. Sep -0,0395425 18 18 48,6 49,716 0 152,12 9721200000 Septin-6

P62753 RPS6 -0,0395816 11 11 40,2 28,68 0 61,601 2,7956E+10 40S ribosomal protein S6

Q53S08;Q9H0N0RAB6C -0,0396484 1 1 8,7 28,242 0 8,6005 256720000 Ras-related protein Rab-6C

Q9NWB6 ARGLU1 -0,0397033 4 4 11,4 33,216 0 5,7062 1196600000 Arginine and glutamate-rich protein 1

Q9NUQ9 FAM49B -0,0398196 13 13 52,5 36,748 0 142,35 3968400000 Protein FAM49B

Q96FJ2 DYNLL2 -0,039969 4 2 57,3 10,35 0 15,944 2924000000 Dynein light chain 2, cytoplasmic

Q9UKV5 AMFR -0,0399715 5 5 13,1 72,995 0 25,474 230190000 E3 ubiquitin-protein ligase AMFR

P62937 PPIA -0,0400137 13 13 71,5 18,012 0 221,21 3,0609E+11 Peptidyl-prolyl cis-trans isomerase A;Peptidyl-prolyl cis-trans isomerase A, N-terminally processed

P60174 TPI1 -0,0400301 18 18 74,1 30,791 0 323,31 1,2726E+11 Triosephosphate isomerase

Q9Y4A5 TRRAP -0,0400397 28 28 10,3 437,6 0 51,478 620660000 Transformation/transcription domain-associated protein

P00441 SOD1 -0,0401213 8 8 74 15,936 0 156,9 2,7397E+10 Superoxide dismutase [Cu-Zn]

Q8IWV7 UBR1 -0,0401263 7 7 5,5 200,21 0 22,599 283340000 E3 ubiquitin-protein ligase UBR1

P20020 ATP2B1 -0,0402411 13 10 16,5 134,68 0 33,736 4561000000 Plasma membrane calcium-transporting ATPase 1

Q5VV42 CDKAL1 -0,0403822 6 6 20 65,111 0 11,801 378390000 Threonylcarbamoyladenosine tRNA methylthiotransferase

P62308;A8MWD9SNRPG;SNRPGP15-0,0404059 5 5 36,8 8,496 0 17,279 4620400000 Small nuclear ribonucleoprotein G;Putative small nuclear ribonucleoprotein G-like protein 15

P49720 PSMB3 -0,0405103 12 12 60 22,949 0 44,424 9632100000 Proteasome subunit beta type-3

Q9NZW5 MPP6 -0,0405399 11 10 21,5 61,116 0 37,503 1164300000 MAGUK p55 subfamily member 6

P55327 TPD52 -0,0405544 13 13 64,3 24,327 0 93,839 1,6292E+10 Tumor protein D52

Q96EK6 GNPNAT1 -0,0405562 2 2 25,5 20,749 0 3,8765 242850000 Glucosamine 6-phosphate N-acetyltransferase

Q7Z401 DENND4A -0,040574 11 11 11,5 209,24 0 31,149 480240000 C-myc promoter-binding protein

Q9UKJ3 GPATCH8 -0,0406153 10 10 10,2 164,2 0 22,074 556470000 G patch domain-containing protein 8

Q96FS4 SIPA1 -0,0407481 7 7 10,6 112,15 0 13,842 154760000 Signal-induced proliferation-associated protein 1

Q9H269 VPS16 -0,0407829 10 10 20 94,693 0 46,626 822460000 Vacuolar protein sorting-associated protein 16 homolog

P18583 SON -0,0407933 43 43 28,7 263,83 0 120,59 7423600000 Protein SON

Q6P2C8 MED27 -0,040846 3 3 18 35,431 0 7,7623 118060000 Mediator of RNA polymerase II transcription subunit 27

Q7L5Y9 MAEA -0,0410609 3 3 10,4 45,287 0 6,9918 102090000 Macrophage erythroblast attacher

Q8IXB1 DNAJC10 -0,0411406 20 20 40,2 91,079 0 72,258 3068600000 DnaJ homolog subfamily C member 10

Q52LJ0 FAM98B -0,041212 8 8 35,8 37,19 0 41,225 1066900000 Protein FAM98B

Q7RTP6;O94851MICAL3;MICAL2-0,0413111 2 2 1,3 224,29 0 6,123 89679000 Protein-methionine sulfoxide oxidase MICAL3;Protein-methionine sulfoxide oxidase MICAL2

P52948 NUP98 -0,0413561 34 34 29,3 197,58 0 125,8 4363600000 Nuclear pore complex protein Nup98-Nup96;Nuclear pore complex protein Nup98;Nuclear pore complex protein Nup96

Q8NHV4 NEDD1 -0,0413853 8 8 24,5 71,965 0 27,354 447070000 Protein NEDD1

P60891 PRPS1 -0,0413881 15 8 51,9 34,834 0 84,481 1,1168E+10 Ribose-phosphate pyrophosphokinase 1

P62269 RPS18 -0,0415151 14 14 57,9 17,718 0 196,6 3,3264E+10 40S ribosomal protein S18

O14492 SH2B2 -0,0415357 8 8 19,1 67,737 0 15,406 394650000 SH2B adapter protein 2

Q969H6 POP5 -0,0416577 2 2 16,6 18,819 0 5,0584 118990000 Ribonuclease P/MRP protein subunit POP5

Q15043 SLC39A14 -0,0417115 1 1 2,4 54,212 0,00042088 3,2543 278530000 Zinc transporter ZIP14

Q2KHR2 RFX7 -0,0418478 2 2 4,5 146,89 0,0085503 1,5492 35779000 DNA-binding protein RFX7

P54578 USP14 -0,0419571 22 22 63 56,068 0 104,34 9818800000 Ubiquitin carboxyl-terminal hydrolase 14

P15735 PHKG2 -0,0419963 3 3 10,6 46,442 0 7,0147 74142000 Phosphorylase b kinase gamma catalytic chain, liver/testis isoform

Q53H96 PYCRL -0,0420062 8 8 39,1 28,663 0 67,239 1036500000 Pyrroline-5-carboxylate reductase 3

Q7L4I2 RSRC2 -0,0420577 7 7 20 50,559 0 25,958 690760000 Arginine/serine-rich coiled-coil protein 2

Q14204 DYNC1H1 -0,0420706 204 204 54,5 532,4 0 323,31 6,674E+10 Cytoplasmic dynein 1 heavy chain 1

P51159 RAB27A -0,0421223 4 4 27,1 24,868 0 9,015 365540000 Ras-related protein Rab-27A

Q9BZR8 BCL2L14 -0,042191 2 2 5,8 36,598 0,0038888 1,9024 5122600000 Apoptosis facilitator Bcl-2-like protein 14

Q6PI48 DARS2 -0,0422371 14 14 34,9 73,562 0 47,219 2276100000 Aspartate--tRNA ligase, mitochondrial

O43395 PRPF3 -0,0422862 20 20 44,5 77,528 0 43,347 2115600000 U4/U6 small nuclear ribonucleoprotein Prp3

Q99426 TBCB -0,0422947 10 10 51,6 27,325 0 49,441 3992300000 Tubulin-folding cofactor B

P62910 RPL32 -0,042452 11 11 54,1 15,86 0 89,097 2,5985E+10 60S ribosomal protein L32

P10768 ESD -0,0424778 14 14 83,7 31,462 0 81,733 1,0179E+10 S-formylglutathione hydrolase

Q9UHB4 NDOR1 -0,0424865 2 2 5,4 66,762 0,0010208 2,7134 41618000 NADPH-dependent diflavin oxidoreductase 1

Q9NVH1 DNAJC11 -0,042551 11 11 29,3 63,277 0 39,938 2517300000 DnaJ homolog subfamily C member 11

Q9BXP2 SLC12A9 -0,0426507 4 4 5 96,109 0 6,3713 116400000 Solute carrier family 12 member 9

O15226 NKRF -0,0427532 18 18 35,4 77,672 0 34,776 1559200000 NF-kappa-B-repressing factor

O75410 TACC1 -0,042781 11 11 19,1 87,793 0 30,265 557670000 Transforming acidic coiled-coil-containing protein 1

P18124 RPL7 -0,0428012 21 21 61,7 29,225 0 157,99 6,1868E+10 60S ribosomal protein L7

Q9Y2Z0 SUGT1 -0,0431201 29 29 73,7 41,024 0 188,87 2,0305E+10 Suppressor of G2 allele of SKP1 homolog

Q12899 TRIM26 -0,0431574 7 7 18,6 62,165 0 14,896 254140000 Tripartite motif-containing protein 26

Q5VZK9 LRRC16A -0,0433331 14 14 15 151,56 0 22,725 777290000 Leucine-rich repeat-containing protein 16A

Q05D32 CTDSPL2 -0,0433744 5 5 10,1 52,998 0 10,621 148440000 CTD small phosphatase-like protein 2

Q14202 ZMYM3 -0,0436816 9 9 11,5 152,38 0 16,533 339690000 Zinc finger MYM-type protein 3

Q9Y2L5 TRAPPC8 -0,0438043 8 8 9 161 0 8,6165 208380000 Trafficking protein particle complex subunit 8

Q6IAA8 LAMTOR1 -0,0438087 6 6 64 17,745 0 38,845 1068400000 Ragulator complex protein LAMTOR1

P29692 EEF1D -0,043914 19 17 81,9 31,121 0 243,41 3,7533E+10 Elongation factor 1-delta

P50851 LRBA -0,0439273 39 35 21,4 319,1 0 200,82 4971500000 Lipopolysaccharide-responsive and beige-like anchor protein

P22681 CBL -0,043987 13 13 21,7 99,632 0 34,45 873050000 E3 ubiquitin-protein ligase CBL

P52655 GTF2A1 -0,0440722 2 2 5,9 41,513 0 9,3906 611620000 Transcription initiation factor IIA subunit 1;Transcription initiation factor IIA alpha chain;Transcription initiation factor IIA beta chain

Q8WVC0 LEO1 -0,0441123 7 7 15,6 75,403 0 17,064 1152600000 RNA polymerase-associated protein LEO1

Q10471 GALNT2 -0,0442599 15 15 38,2 64,732 0 96,161 4282800000 Polypeptide N-acetylgalactosaminyltransferase 2;Polypeptide N-acetylgalactosaminyltransferase 2 soluble form

A6NC98 CCDC88B -0,0442888 22 22 21,5 164,81 0 81,792 1575200000 Coiled-coil domain-containing protein 88B

Q9Y2R9 MRPS7 -0,0443173 9 9 38,4 28,134 0 51,666 2010700000 28S ribosomal protein S7, mitochondrial

Q16778;P33778;P23527;P06899;Q8N257HIST2H2BE;HIST1H2BB;HIST1H2BO;HIST1H2BJ;HIST3H2BB-0,0445326 7 2 46,8 13,92 0 6,2401 3,433E+10 Histone H2B type 2-E;Histone H2B type 1-B;Histone H2B type 1-O;Histone H2B type 1-J;Histone H2B type 3-B

Q86UE4 MTDH -0,0445943 23 23 49,1 63,836 0 136,09 7410400000 Protein LYRIC

P35998 PSMC2 -0,044755 35 35 73,2 48,633 0 185,63 1,9074E+10 26S protease regulatory subunit 7

Q12873 CHD3 -0,0448115 27 10 18,2 226,59 0 38,365 984860000 Chromodomain-helicase-DNA-binding protein 3

P05198 EIF2S1 -0,0448615 24 24 67,9 36,112 0 195,37 1,8259E+10 Eukaryotic translation initiation factor 2 subunit 1

Q96CU9 FOXRED1 -0,0448623 7 7 19,3 53,811 0 19,076 606090000 FAD-dependent oxidoreductase domain-containing protein 1

Q9Y6A9 SPCS1 -0,0449088 1 1 16,7 11,805 0 9,5292 795020000 Signal peptidase complex subunit 1

Q9Y5X3 SNX5 -0,0449531 13 13 31,4 46,816 0 49,345 1540900000 Sorting nexin-5

Q93084 ATP2A3 -0,0450124 26 17 32,4 113,98 0 93,872 2604300000 Sarcoplasmic/endoplasmic reticulum calcium ATPase 3

Q12830 BPTF -0,0451331 19 19 8,4 338,26 0 57,27 1306800000 Nucleosome-remodeling factor subunit BPTF

P42766 RPL35 -0,0453243 6 6 39,8 14,551 0 41,789 1,0072E+10 60S ribosomal protein L35

P51149 RAB7A -0,0454107 16 16 76,8 23,489 0 192,67 1,6533E+10 Ras-related protein Rab-7a

O00116 AGPS -0,0454342 27 27 55 72,911 0 152,67 7815700000 Alkyldihydroxyacetonephosphate synthase, peroxisomal

Q13595 TRA2A -0,0454409 8 7 36,2 32,688 0 26,224 1454500000 Transformer-2 protein homolog alpha

Q16891 IMMT -0,0456395 36 36 52,9 83,677 0 262,42 2,0159E+10 MICOS complex subunit MIC60

O14949 UQCRQ -0,0457231 4 4 42,7 9,9062 0 12,1 2617200000 Cytochrome b-c1 complex subunit 8

P62424 RPL7A -0,0457992 22 22 54,9 29,995 0 181,64 5,4014E+10 60S ribosomal protein L7a

O43818 RRP9 -0,0458007 7 7 20,8 51,84 0 42,394 741940000 U3 small nucleolar RNA-interacting protein 2

Q7L5D6 GET4 -0,0458483 3 3 12,2 36,504 0 61,533 392160000 Golgi to ER traffic protein 4 homolog

Q969H8 MYDGF -0,045904 4 4 27,2 18,795 0 11,105 2880700000 Myeloid-derived growth factor

Q9BRZ2 TRIM56 -0,0460002 15 15 33,9 81,487 0 53,693 863510000 E3 ubiquitin-protein ligase TRIM56

Q8WZ42 TTN -0,046088 8 8 0,3 3816 0,00021177 3,3963 356840000 Titin

P17174 GOT1 -0,0461567 21 21 70 46,247 0 129,58 1,3427E+10 Aspartate aminotransferase, cytoplasmic

Q8IZ73 RPUSD2 -0,0463727 7 7 25,1 61,311 0 30,234 804670000 RNA pseudouridylate synthase domain-containing protein 2

O94874 UFL1 -0,046446 23 23 40,4 89,594 0 117,42 4235200000 E3 UFM1-protein ligase 1



Q9UFG5 C19orf25 -0,0464592 3 3 43,2 12,878 0 5,3864 183270000 UPF0449 protein C19orf25

Q9UNZ2 NSFL1C -0,0465181 21 21 61,1 40,572 0 101,57 7271800000 NSFL1 cofactor p47

P05141 SLC25A5 -0,046563 17 8 43,6 32,852 0 61,218 6,0398E+10 ADP/ATP translocase 2;ADP/ATP translocase 2, N-terminally processed

Q7Z478 DHX29 -0,0465933 21 20 26,4 155,23 0 61,505 1440200000 ATP-dependent RNA helicase DHX29

P57772 EEFSEC -0,0466249 16 16 38,9 65,304 0 32,685 1303800000 Selenocysteine-specific elongation factor

Q9H4M9 EHD1 -0,0466309 35 31 65,2 60,626 0 211,02 1,5997E+10 EH domain-containing protein 1

Q9HAV4 XPO5 -0,0466379 28 28 32,4 136,31 0 118,59 4699400000 Exportin-5

Q13404 UBE2V1 -0,0466503 8 2 52,4 16,495 0 6,7971 1193200000 Ubiquitin-conjugating enzyme E2 variant 1

Q7L576 CYFIP1 -0,0467394 14 1 12,8 145,18 0 15,636 242540000 Cytoplasmic FMR1-interacting protein 1

P30626 SRI -0,0468252 10 10 55,1 21,676 0 52,126 6099800000 Sorcin

O95486 SEC24A -0,0469039 18 17 24,4 119,75 0 87,99 1412200000 Protein transport protein Sec24A

O96028 WHSC1 -0,0470618 13 13 16,6 152,26 0 36,877 434750000 Histone-lysine N-methyltransferase NSD2

P61011 SRP54 -0,0471758 18 18 41,1 55,704 0 46,358 2328300000 Signal recognition particle 54 kDa protein

O14981 BTAF1 -0,0472813 17 17 13,1 206,89 0 80,305 1206800000 TATA-binding protein-associated factor 172

P28066 PSMA5 -0,0475461 15 15 69,3 26,411 0 169,89 3,16E+10 Proteasome subunit alpha type-5

P13073 COX4I1 -0,0476517 8 8 32,5 19,576 0 28,433 8118700000 Cytochrome c oxidase subunit 4 isoform 1, mitochondrial

Q14534 SQLE -0,0477025 9 9 27,9 63,922 0 44,005 1688100000 Squalene monooxygenase

P46779 RPL28 -0,0478029 13 13 64,2 15,747 0 42,833 1,9189E+10 60S ribosomal protein L28

P17706 PTPN2 -0,0480445 7 7 21,9 48,473 0 11,898 408260000 Tyrosine-protein phosphatase non-receptor type 2

P61966 AP1S1 -0,0480889 4 3 33,5 18,733 0 59,866 524250000 AP-1 complex subunit sigma-1A

Q9BRT8;Q5RIA9;Q5JTY5;Q8IUF1;Q4V339CBWD1;CBWD5;CBWD3;CBWD2;CBWD6-0,0481387 7 7 28,6 44,068 0 19,729 520740000 COBW domain-containing protein 1;COBW domain-containing protein 5;COBW domain-containing protein 3;COBW domain-containing protein 2;COBW domain-containing protein 6

O60256 PRPSAP2 -0,0482844 8 7 32,2 40,925 0 31,112 1001600000 Phosphoribosyl pyrophosphate synthase-associated protein 2

Q92673 SORL1 -0,0483239 33 33 20,6 248,42 0 94,202 3060200000 Sortilin-related receptor

P55039 DRG2 -0,0484218 7 7 27,7 40,746 0 16,603 523410000 Developmentally-regulated GTP-binding protein 2

Q96K58 ZNF668 -0,0484569 1 1 2,1 67,889 0,0019964 2,3001 20081000 Zinc finger protein 668

P51858 HDGF -0,0484696 22 21 81,2 26,788 0 112,33 1,9107E+10 Hepatoma-derived growth factor

P17812 CTPS1 -0,0485131 29 27 59,1 66,69 0 182,64 1,8248E+10 CTP synthase 1

P27816 MAP4 -0,0485362 47 47 49,6 121 0 245,08 2,3482E+10 Microtubule-associated protein 4

P09496 CLTA -0,0485609 7 7 19,8 27,076 0 23,465 4594600000 Clathrin light chain A

Q9Y4I1 MYO5A -0,0486236 4 4 2,9 215,4 0 6,1829 393450000 Unconventional myosin-Va

P27635 RPL10 -0,0486521 12 12 47,2 24,604 0 121,4 4,5629E+10 60S ribosomal protein L10

Q14669 TRIP12 -0,0487883 13 13 9,2 220,43 0 23,294 427590000 E3 ubiquitin-protein ligase TRIP12

Q8WXD5 GEMIN6 -0,0489256 4 4 28,1 18,824 0 11,478 367380000 Gem-associated protein 6

Q96MW1 CCDC43 -0,0489709 6 6 31,7 25,248 0 23,146 734870000 Coiled-coil domain-containing protein 43

Q3KQU3 MAP7D1 -0,0489901 6 6 7,8 92,819 0 12,612 173540000 MAP7 domain-containing protein 1

P35268 RPL22 -0,0490688 3 3 39,1 14,787 0 57,896 2,8221E+10 60S ribosomal protein L22

Q13206 DDX10 -0,0491409 13 13 22,3 100,89 0 107,03 1386800000 Probable ATP-dependent RNA helicase DDX10

Q9UBB5 MBD2 -0,0491435 9 9 32,1 43,254 0 59,459 1791100000 Methyl-CpG-binding domain protein 2

P61289 PSME3 -0,0492431 15 15 57,5 29,506 0 148,91 8612700000 Proteasome activator complex subunit 3

Q5VTU8;P56381ATP5EP2;ATP5E-0,0493184 3 3 45,1 5,8068 0,0010156 2,6125 1548800000 ATP synthase subunit epsilon-like protein, mitochondrial;ATP synthase subunit epsilon, mitochondrial

Q96BN8 OTULIN -0,0493433 4 4 20,2 40,262 0 12,043 453620000 Ubiquitin thioesterase otulin

P78344 EIF4G2 -0,0494074 34 34 44 102,36 0 188,24 9737000000 Eukaryotic translation initiation factor 4 gamma 2

P06331;P0DP08;P0DP06;A0A0C4DH41;P01825;P01824IGHV4-61 -0,0496572 2 2 24,4 13,815 0 14,351 9230200000 Ig heavy chain V-II region ARH-77;Ig heavy chain V-II region NEWM;Ig heavy chain V-II region WAH

O75323 GBAS -0,0497013 2 2 9,8 33,742 0 4,2295 76714000 Protein NipSnap homolog 2

O95696 BRD1 -0,0497101 2 2 1,5 119,52 0 5,1376 45113000 Bromodomain-containing protein 1

Q9UL25 RAB21 -0,0500027 10 10 52,4 24,347 0 41,482 2399200000 Ras-related protein Rab-21

Q9UKM9 RALY -0,0500202 16 16 72,2 32,463 0 60,369 1,108E+10 RNA-binding protein Raly

Q9BRA2 TXNDC17 -0,0500975 5 5 54,5 13,941 0 27,247 6503800000 Thioredoxin domain-containing protein 17

Q13423 NNT -0,0502128 36 36 41,9 113,89 0 156,47 1,605E+10 NAD(P) transhydrogenase, mitochondrial

Q6IBS0 TWF2 -0,0502391 17 15 67,6 39,548 0 199,42 7114100000 Twinfilin-2

Q9P0J1 PDP1 -0,0505341 5 5 16,6 61,053 0 15,258 268710000 [Pyruvate dehydrogenase [acetyl-transferring]]-phosphatase 1, mitochondrial

Q9Y5Y2 NUBP2 -0,0506039 8 8 48,7 28,825 0 28,707 1315800000 Cytosolic Fe-S cluster assembly factor NUBP2

Q9UKY7 CDV3 -0,0506667 10 10 64,7 27,335 0 76,344 1,2303E+10 Protein CDV3 homolog

P09936 UCHL1 -0,0506985 15 15 68,6 24,824 0 215,18 9,8786E+10 Ubiquitin carboxyl-terminal hydrolase isozyme L1

Q9UH03 03. Sep -0,0507714 1 1 6,7 40,703 0,0023847 2,2205 265170000 Neuronal-specific septin-3

Q9Y6M9 NDUFB9 -0,050897 8 8 61,5 21,831 0 45,39 2085600000 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 9

Q12974 PTP4A2 -0,0509308 7 7 55,1 19,127 0 20,593 625270000 Protein tyrosine phosphatase type IVA 2

Q969Q0 RPL36AL -0,0509384 6 1 45,3 12,469 0 35,963 7656400000 60S ribosomal protein L36a-like

P45974 USP5 -0,0509533 31 29 50,5 95,785 0 215,68 1,2566E+10 Ubiquitin carboxyl-terminal hydrolase 5

Q13057 COASY -0,0512679 15 15 42,9 62,328 0 63,464 2253000000 Bifunctional coenzyme A synthase;Phosphopantetheine adenylyltransferase;Dephospho-CoA kinase

O43847 NRD1 -0,0513216 29 29 33,3 131,7 0 104,56 2891900000 Nardilysin

P49006 MARCKSL1 -0,0513798 4 4 49,7 19,529 0 41,487 1992900000 MARCKS-related protein

P04439;P30455;P30443;P13746HLA-A -0,0514901 24 4 61,9 40,84 0 241,37 3,2846E+10 HLA class I histocompatibility antigen, A-3 alpha chain;HLA class I histocompatibility antigen, A-36 alpha chain;HLA class I histocompatibility antigen, A-1 alpha chain;HLA class I histocompatibility antigen, A-11 alpha chain

Q86W50 METTL16 -0,0515099 6 6 11,7 63,62 0 18,554 293240000 Methyltransferase-like protein 16

Q8NEL9 DDHD1 -0,0517281 4 4 5,8 100,43 0,00021445 3,6405 88373000 Phospholipase DDHD1

O75298 RTN2 -0,0517806 2 2 5 59,263 0 4,8211 112010000 Reticulon-2

P35658 NUP214 -0,0518593 31 31 26 213,62 0 134,77 4081900000 Nuclear pore complex protein Nup214

A0AVT1 UBA6 -0,05194 40 40 56,1 117,97 0 166,17 7715800000 Ubiquitin-like modifier-activating enzyme 6

Q9BX68 HINT2 -0,0519607 6 6 56,4 17,162 0 52,055 2585700000 Histidine triad nucleotide-binding protein 2, mitochondrial

Q8TDW0 LRRC8C -0,0520122 2 1 3,7 92,448 0,001994 2,2695 32751000 Volume-regulated anion channel subunit LRRC8C

Q9NZ32 ACTR10 -0,0521107 4 4 18,9 46,306 0 24,777 176030000 Actin-related protein 10

Q8N129 CNPY4 -0,0522067 3 3 21,8 28,309 0 6,9946 198780000 Protein canopy homolog 4

Q96JJ7 TMX3 -0,05221 9 9 30 51,871 0 18,208 1125100000 Protein disulfide-isomerase TMX3

Q13363 CTBP1 -0,0522517 10 8 30 47,535 0 38,399 2428700000 C-terminal-binding protein 1

O76094 SRP72 -0,052268 18 18 40,2 74,605 0 145,44 4584400000 Signal recognition particle subunit SRP72

Q01415 GALK2 -0,0522923 10 10 34,3 50,378 0 19,131 666020000 N-acetylgalactosamine kinase

P28074 PSMB5 -0,0523009 13 13 60,1 28,48 0 86,877 6618300000 Proteasome subunit beta type-5

O43390 HNRNPR -0,0523753 26 21 46,6 70,942 0 117,4 2,3826E+10 Heterogeneous nuclear ribonucleoprotein R

Q92785 DPF2 -0,0523937 11 11 43 44,155 0 59,672 1308700000 Zinc finger protein ubi-d4

P04075 ALDOA -0,0524731 33 29 87,4 39,42 0 323,31 2,8003E+11 Fructose-bisphosphate aldolase A

Q9UI10 EIF2B4 -0,0525677 15 15 41,7 57,557 0 78,08 2570500000 Translation initiation factor eIF-2B subunit delta

Q96QR8 PURB -0,052626 6 6 43,6 33,24 0 7,8206 435790000 Transcriptional activator protein Pur-beta

P54105 CLNS1A -0,0526569 9 9 66,7 26,215 0 68,464 3020900000 Methylosome subunit pICln

Q8IZ07 ANKRD13A -0,052681 16 15 40,2 67,618 0 48,933 1255700000 Ankyrin repeat domain-containing protein 13A

Q02156 PRKCE -0,0527004 2 2 5,7 83,673 0,0010183 2,6536 48501000 Protein kinase C epsilon type

P63261 ACTG1 -0,0527801 28 1 79,5 41,792 0 323,31 6,5151E+11 Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processed

Q8N8R5 C2orf69 -0,052865 1 1 2,6 43,448 0,0092909 1,5108 196690000 UPF0565 protein C2orf69

P35754 GLRX -0,0528773 6 6 78,3 11,776 0 50,41 2166600000 Glutaredoxin-1

Q6PIU2 NCEH1 -0,0529166 6 6 21,6 45,807 0 11,185 565450000 Neutral cholesterol ester hydrolase 1

Q15020 SART3 -0,0529545 31 31 40,8 109,93 0 153,07 4867300000 Squamous cell carcinoma antigen recognized by T-cells 3

P84085 ARF5 -0,0529704 13 7 81,1 20,529 0 34,396 2828700000 ADP-ribosylation factor 5

O60925 PFDN1 -0,0531255 6 6 51,6 14,21 0 50,511 2868700000 Prefoldin subunit 1

P82970 HMGN5 -0,0531364 7 7 26,6 31,524 0 47,502 1540900000 High mobility group nucleosome-binding domain-containing protein 5

Q9NT62 ATG3 -0,0532069 10 10 44,3 35,864 0 81,563 3885600000 Ubiquitin-like-conjugating enzyme ATG3

Q9BQ95 ECSIT -0,0532646 7 7 23,2 49,148 0 38,574 730420000 Evolutionarily conserved signaling intermediate in Toll pathway, mitochondrial

Q9Y2V2 CARHSP1 -0,0533655 5 5 60,5 15,892 0 31,204 2509600000 Calcium-regulated heat stable protein 1

Q13813 SPTAN1 -0,053367 155 155 72,4 284,54 0 323,31 7,9818E+10 Spectrin alpha chain, non-erythrocytic 1

P30043 BLVRB -0,0533789 13 13 68,9 22,119 0 154,47 1,1802E+10 Flavin reductase (NADPH)

Q5T447 HECTD3 -0,0533875 10 10 17,1 97,112 0 15,54 273530000 E3 ubiquitin-protein ligase HECTD3

Q15155 NOMO1 -0,0534587 33 2 43,6 134,32 0 112,84 4281700000 Nodal modulator 1

Q92616 GCN1L1 -0,0535466 132 132 55,9 292,75 0 323,31 4,6477E+10 Translational activator GCN1

P52209 PGD -0,0535718 25 25 61,5 53,139 0 220,97 3,2596E+10 6-phosphogluconate dehydrogenase, decarboxylating

Q08AM6 VAC14 -0,0535981 12 12 21 87,972 0 73,131 1083700000 Protein VAC14 homolog

Q8TD30 GPT2 -0,0536147 14 14 46,8 57,903 0 48,222 4269200000 Alanine aminotransferase 2

P68133;P68032;P63267;P62736ACTA1;ACTC1;ACTG2;ACTA2-0,0536386 15 1 33,4 42,051 0 4,9224 1,5591E+10 Actin, alpha skeletal muscle;Actin, alpha cardiac muscle 1;Actin, gamma-enteric smooth muscle;Actin, aortic smooth muscle

P14618 PKM -0,053674 42 42 75,3 57,936 0 323,31 3,1545E+11 Pyruvate kinase PKM

P62191 PSMC1 -0,0537008 27 27 59,1 49,184 0 249,34 1,4311E+10 26S protease regulatory subunit 4

Q00839 HNRNPU -0,053829 36 36 48,4 90,583 0 323,31 1,3533E+11 Heterogeneous nuclear ribonucleoprotein U

Q15084 PDIA6 -0,0541923 19 19 55,5 48,121 0 281,27 4,1119E+10 Protein disulfide-isomerase A6

Q6DD88 ATL3 -0,0542202 13 13 43,6 60,541 0 43,79 3644600000 Atlastin-3

O00203 AP3B1 -0,0542807 29 29 34,1 121,32 0 104,35 3106000000 AP-3 complex subunit beta-1

O00767 SCD -0,0543674 4 4 22,6 41,522 0 42,161 1410500000 Acyl-CoA desaturase

Q5TEJ8 THEMIS2 -0,0544522 2 2 5,6 72,048 0 4,5593 27583000 Protein THEMIS2

Q9UMZ2 SYNRG -0,0544846 6 6 7,8 140,65 0 11,136 285440000 Synergin gamma

P36404 ARL2 -0,0544987 3 3 20,1 20,878 0 5,278 167520000 ADP-ribosylation factor-like protein 2

P61160 ACTR2 -0,0545267 17 17 47,7 44,76 0 171,7 1,8665E+10 Actin-related protein 2

Q86V88 MDP1 -0,0546489 4 4 22,7 20,109 0 8,5085 263390000 Magnesium-dependent phosphatase 1

Q9NRW7 VPS45 -0,0546849 8 8 18,6 65,076 0 17,867 473380000 Vacuolar protein sorting-associated protein 45

Q13469 NFATC2 -0,0547248 10 10 19,9 100,14 0 48,648 842550000 Nuclear factor of activated T-cells, cytoplasmic 2

P30533 LRPAP1 -0,0548718 3 3 13,2 41,465 0 4,6029 111350000 Alpha-2-macroglobulin receptor-associated protein

Q15019 02. Sep -0,0549675 21 20 76,7 41,487 0 173,79 1,1415E+10 Septin-2

P47756 CAPZB -0,0550967 18 18 64,3 31,35 0 254 1,23E+10 F-actin-capping protein subunit beta

Q86YH6 PDSS2 -0,0552631 3 3 15 44,128 0 6,123 114200000 Decaprenyl-diphosphate synthase subunit 2

Q9Y619 SLC25A15 -0,0553005 4 4 22,3 32,736 0 8,8105 240450000 Mitochondrial ornithine transporter 1

Q9NRL3 STRN4 -0,0553424 10 10 32,5 80,595 0 36,592 650060000 Striatin-4

Q8WV22 NSMCE1 -0,0553561 5 5 28,9 30,855 0 27,013 492120000 Non-structural maintenance of chromosomes element 1 homolog

Q6NTF9 RHBDD2 -0,0554004 2 2 13,7 39,202 0,0046118 1,748 51275000 Rhomboid domain-containing protein 2

P82673 MRPS35 -0,0557132 9 9 40,2 36,844 0 22,683 1233800000 28S ribosomal protein S35, mitochondrial

Q9HCN8 SDF2L1 -0,055742 7 7 63,3 23,598 0 84,52 4543000000 Stromal cell-derived factor 2-like protein 1

P50583 NUDT2 -0,0557472 7 7 66,7 16,829 0 11,241 543440000 Bis(5-nucleosyl)-tetraphosphatase [asymmetrical]

Q6PGP7 TTC37 -0,0557762 19 19 19,4 175,48 0 50,129 1043400000 Tetratricopeptide repeat protein 37

P36957 DLST -0,0558128 13 13 33,6 48,755 0 74,575 4420500000 Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial

Q9H9T3 ELP3 -0,0558159 9 9 22,9 62,258 0 22,773 522760000 Elongator complex protein 3

Q86TP1 PRUNE -0,0559024 4 4 14,8 50,199 0 12,132 327480000 Protein prune homolog

Q9BRX2 PELO -0,0559333 11 11 39,7 43,359 0 79,104 1320500000 Protein pelota homolog

Q9P2R6 RERE -0,0560709 4 4 7,2 172,42 0 10,36 320470000 Arginine-glutamic acid dipeptide repeats protein

Q96RL7 VPS13A -0,0560966 4 4 2,5 360,27 0,00062202 3,0029 520950000 Vacuolar protein sorting-associated protein 13A

Q96KG9 SCYL1 -0,0561644 15 15 27,6 89,63 0 42,234 1489300000 N-terminal kinase-like protein

P29218 IMPA1 -0,0564022 12 12 48,4 30,188 0 37,917 2495300000 Inositol monophosphatase 1

Q9Y6D9 MAD1L1 -0,0564187 11 11 23,1 83,066 0 33,346 662170000 Mitotic spindle assembly checkpoint protein MAD1

Q53FT3 C11orf73 -0,0564331 4 4 33,5 21,627 0 6,9426 143280000 Protein Hikeshi

P63104 YWHAZ -0,0565409 21 15 75,9 27,745 0 231,79 5,744E+10 14-3-3 protein zeta/delta

P42226 STAT6 -0,056541 14 14 29,4 94,134 0 56,071 1542900000 Signal transducer and activator of transcription 6

Q13427 PPIG -0,0568367 9 9 16,3 88,616 0 56,003 1311300000 Peptidyl-prolyl cis-trans isomerase G

Q6DN90 IQSEC1 -0,0568798 11 11 14,2 108,31 0 52,719 1241600000 IQ motif and SEC7 domain-containing protein 1

Q5TZA2 CROCC -0,0569501 1 1 0,4 228,52 0,00021227 3,419 5534500000 Rootletin

Q8TEU7 RAPGEF6 -0,056951 5 5 5,8 179,42 0 16,218 248750000 Rap guanine nucleotide exchange factor 6

A2RRP1 NBAS -0,0572038 4 4 2,2 268,57 0 15,441 104600000 Neuroblastoma-amplified sequence

O14828 SCAMP3 -0,0572759 7 7 38,3 38,287 0 106,64 4766500000 Secretory carrier-associated membrane protein 3

O75947 ATP5H -0,0573148 12 12 78,9 18,491 0 47,875 1,6553E+10 ATP synthase subunit d, mitochondrial

O14929 HAT1 -0,0573318 16 16 59,9 49,512 0 132,32 1,3622E+10 Histone acetyltransferase type B catalytic subunit

Q5F1R6 DNAJC21 -0,057428 3 3 10,5 62,027 0 14,891 311430000 DnaJ homolog subfamily C member 21

Q9UQ13 SHOC2 -0,0574801 7 7 20,6 64,887 0 25,629 884570000 Leucine-rich repeat protein SHOC-2

Q15080 NCF4 -0,0575444 14 14 46,6 39,031 0 44,844 1402100000 Neutrophil cytosol factor 4

Q16630 CPSF6 -0,0575802 10 10 20,9 59,209 0 106,53 6709700000 Cleavage and polyadenylation specificity factor subunit 6

O60869 EDF1 -0,0577504 9 9 50 16,368 0 39,731 4263900000 Endothelial differentiation-related factor 1

Q99961 SH3GL1 -0,0578204 8 8 23,4 41,489 0 29,773 590840000 Endophilin-A2

Q9Y6H1;Q5T1J5CHCHD2;CHCHD2P9-0,0578403 3 3 27,2 15,512 0 42,427 1323900000 Coiled-coil-helix-coiled-coil-helix domain-containing protein 2;Putative coiled-coil-helix-coiled-coil-helix domain-containing protein CHCHD2P9, mitochondrial

Q7Z7A3 CTU1 -0,0578721 3 3 14,1 36,45 0 5,8248 47342000 Cytoplasmic tRNA 2-thiolation protein 1

P07108 DBI -0,0579213 7 7 73,6 10,044 0 29,822 2,1054E+10 Acyl-CoA-binding protein

Q9BTX1 NDC1 -0,0580641 12 12 27,2 76,304 0 43,104 812800000 Nucleoporin NDC1

Q05086 UBE3A -0,0581165 18 18 28,2 100,69 0 75,265 2407800000 Ubiquitin-protein ligase E3A

Q8N0U8 VKORC1L1 -0,0582476 3 3 16,5 19,835 0 3,8339 111170000 Vitamin K epoxide reductase complex subunit 1-like protein 1

Q06323 PSME1 -0,0582483 18 18 63,9 28,723 0 113,11 2,1413E+10 Proteasome activator complex subunit 1

P19474 TRIM21 -0,0585601 5 5 13,5 54,169 0 21,82 296360000 E3 ubiquitin-protein ligase TRIM21

Q9H2H8 PPIL3 -0,0586278 10 10 80,1 18,154 0 82,282 2968000000 Peptidyl-prolyl cis-trans isomerase-like 3

A3KMH1 VWA8 -0,0587433 31 31 21,1 214,82 0 95,229 1645800000 von Willebrand factor A domain-containing protein 8

O43181 NDUFS4 -0,0587809 3 3 19,4 20,108 0,0002139 3,5818 493610000 NADH dehydrogenase [ubiquinone] iron-sulfur protein 4, mitochondrial

O14933 UBE2L6 -0,0587814 8 8 75,8 17,769 0 28,631 1322400000 Ubiquitin/ISG15-conjugating enzyme E2 L6

Q96JG6 CCDC132 -0,0587871 6 6 11,5 111,17 0 18,855 253310000 Coiled-coil domain-containing protein 132

P32929 CTH -0,0589705 14 14 49,1 44,508 0 71,903 7343500000 Cystathionine gamma-lyase

O75340 PDCD6 -0,0589943 9 9 65,4 21,868 0 52,032 2531600000 Programmed cell death protein 6

Q9H4I3 TRABD -0,0592868 10 10 39,4 42,321 0 28,546 777790000 TraB domain-containing protein

Q9H1K1 ISCU -0,0593345 3 3 24 17,999 0 4,3339 265070000 Iron-sulfur cluster assembly enzyme ISCU, mitochondrial

P56134 ATP5J2 -0,0593786 2 2 25,5 10,918 0 34,639 3299100000 ATP synthase subunit f, mitochondrial

Q9BU76 MMTAG2 -0,0594768 2 2 8,7 29,411 0 5,8777 119760000 Multiple myeloma tumor-associated protein 2

O43396 TXNL1 -0,059495 17 17 77,5 32,251 0 210,98 1,2054E+10 Thioredoxin-like protein 1

O43491 EPB41L2 -0,0595419 26 26 36,9 112,59 0 111,38 4747500000 Band 4.1-like protein 2

Q9Y2Q5 LAMTOR2 -0,0596844 5 5 74,4 13,507 0 17,991 802870000 Ragulator complex protein LAMTOR2

O43760 SYNGR2 -0,0597798 3 3 12,5 24,81 0 5,9508 270650000 Synaptogyrin-2

P28065 PSMB9 -0,0599763 7 7 41,6 23,264 0 75,279 5426800000 Proteasome subunit beta type-9

O95816 BAG2 -0,0599986 10 10 60,7 23,772 0 51,226 2830000000 BAG family molecular chaperone regulator 2

Q96GE9 TMEM261 -0,0600362 1 1 32,8 12,257 0 4,2777 235080000 Transmembrane protein 261

P62995 TRA2B -0,0602373 11 10 38,9 33,665 0 84,338 1,3723E+10 Transformer-2 protein homolog beta

Q9HC35 EML4 -0,0603165 15 15 23,2 108,91 0 25,865 1072300000 Echinoderm microtubule-associated protein-like 4

Q9NRK6 ABCB10 -0,0603481 7 6 14,8 79,147 0 13,23 171840000 ATP-binding cassette sub-family B member 10, mitochondrial

P30498;P30490;P18464HLA-B -0,0604079 14 1 46,4 40,478 0 143,1 4520800000 HLA class I histocompatibility antigen, B-78 alpha chain;HLA class I histocompatibility antigen, B-52 alpha chain;HLA class I histocompatibility antigen, B-51 alpha chain

P30086 PEBP1 -0,0604129 13 13 80,7 21,057 0 160,18 2,0456E+10 Phosphatidylethanolamine-binding protein 1;Hippocampal cholinergic neurostimulating peptide

Q14331 FRG1 -0,0604195 4 4 17,4 29,172 0 43,005 557820000 Protein FRG1

P53621 COPA -0,0604799 57 57 60 138,34 0 323,31 3,195E+10 Coatomer subunit alpha;Xenin;Proxenin

P42167 TMPO -0,0606287 21 12 57,3 50,67 0 134,8 7742500000 Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;Thymopentin

P48444 ARCN1 -0,0606818 28 28 55,2 57,21 0 112,51 1,099E+10 Coatomer subunit delta

Q8WUH6 TMEM263 -0,0607473 5 5 62,9 11,748 0 20,549 1082800000 Transmembrane protein 263

P57081 WDR4 -0,0608386 8 8 30,6 45,489 0 39,386 1132200000 tRNA (guanine-N(7)-)-methyltransferase non-catalytic subunit WDR4

Q15404 RSU1 -0,0609368 12 12 63,9 31,54 0 50,303 1925700000 Ras suppressor protein 1

Q96DM3 C18orf8 -0,0610894 2 2 4,7 74,974 0,0018054 2,374 100560000 Uncharacterized protein C18orf8

O94868 FCHSD2 -0,0611051 4 4 8,6 84,275 0 7,0968 49401000 F-BAR and double SH3 domains protein 2

Q13555 CAMK2G -0,0611496 6 2 20,6 62,606 0 7,1496 115860000 Calcium/calmodulin-dependent protein kinase type II subunit gamma

P49721 PSMB2 -0,0613273 16 16 84,1 22,836 0 75,27 7703100000 Proteasome subunit beta type-2

O15144 ARPC2 -0,0614092 23 23 67,7 34,333 0 95,898 1,3021E+10 Actin-related protein 2/3 complex subunit 2

P62314 SNRPD1 -0,0615276 4 4 37,8 13,281 0 98,971 4654100000 Small nuclear ribonucleoprotein Sm D1

A8MXV4 NUDT19 -0,0615349 10 10 45,3 42,233 0 45,859 1389300000 Nucleoside diphosphate-linked moiety X motif 19, mitochondrial

Q9BV40 VAMP8 -0,0615521 6 6 53 11,438 0 19,267 3178900000 Vesicle-associated membrane protein 8

O94855 SEC24D -0,0615627 22 21 31,5 113,01 0 90,018 4635200000 Protein transport protein Sec24D

P53667 LIMK1 -0,0616508 7 7 19,9 72,584 0 26,381 286400000 LIM domain kinase 1

O95139 NDUFB6 -0,0616621 1 1 14,1 15,489 0,0010238 2,7718 262890000 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 6

Q9BVK6 TMED9 -0,0617208 8 7 38,7 27,277 0 63,597 5683000000 Transmembrane emp24 domain-containing protein 9

P10644 PRKAR1A -0,0617552 10 10 33,6 42,981 0 55,411 1269400000 cAMP-dependent protein kinase type I-alpha regulatory subunit;cAMP-dependent protein kinase type I-alpha regulatory subunit, N-terminally processed

Q9BVL2 NUPL1 -0,0621206 6 6 13,9 60,896 0 17,14 791970000 Nucleoporin p58/p45

Q6GMV3 PTRHD1 -0,0621974 6 6 70 15,805 0 79,968 2444400000 Putative peptidyl-tRNA hydrolase PTRHD1

Q3B726 TWISTNB -0,0624899 7 7 24 37,432 0 17,201 354250000 DNA-directed RNA polymerase I subunit RPA43

Q96A35 MRPL24 -0,0625957 6 6 33,3 24,915 0 21,946 376130000 39S ribosomal protein L24, mitochondrial

O43852 CALU -0,0626255 20 20 63,8 37,106 0 166,58 1,8532E+10 Calumenin

P31146 CORO1A -0,062632 29 29 50,5 51,026 0 218,81 7,7171E+10 Coronin-1A

P83731 RPL24 -0,0627372 6 6 31,8 17,779 0 17,921 1,891E+10 60S ribosomal protein L24

Q3YEC7 RABL6 -0,062765 12 12 19,9 79,548 0 29,63 595470000 Rab-like protein 6

P35813 PPM1A -0,0627864 13 11 42,7 42,447 0 53,497 1344200000 Protein phosphatase 1A

Q9BWU0 SLC4A1AP -0,0629739 13 13 25,3 88,813 0 25,969 1015400000 Kanadaptin

Q9BWH6 RPAP1 -0,0630499 10 10 11,8 152,75 0 18,348 238760000 RNA polymerase II-associated protein 1

Q86U44 METTL3 -0,0632062 10 10 36,4 64,473 0 36,486 996190000 N6-adenosine-methyltransferase 70 kDa subunit

O43920 NDUFS5 -0,0633508 3 3 27,4 12,517 0 7,9769 517690000 NADH dehydrogenase [ubiquinone] iron-sulfur protein 5

Q9BY50 SEC11C -0,0633864 5 5 22,9 21,542 0 11,157 429940000 Signal peptidase complex catalytic subunit SEC11C

Q13630 TSTA3 -0,0635019 9 9 39,9 35,892 0 28,664 1682300000 GDP-L-fucose synthase

P23381 WARS -0,0635356 29 29 70,5 53,165 0 273,49 3,3458E+10 Tryptophan--tRNA ligase, cytoplasmic;T1-TrpRS;T2-TrpRS

Q9Y3D0 FAM96B -0,0636395 7 7 87,1 17,663 0 78,243 2261300000 Mitotic spindle-associated MMXD complex subunit MIP18

P54577 YARS -0,0637879 41 41 77,7 59,143 0 216,6 4,1206E+10 Tyrosine--tRNA ligase, cytoplasmic;Tyrosine--tRNA ligase, cytoplasmic, N-terminally processed

Q9H0U4 RAB1B -0,0638685 11 5 65,7 22,171 0 56,753 1,522E+10 Ras-related protein Rab-1B

Q9Y4P3 TBL2 -0,0639255 18 18 48,5 49,797 0 95,934 3543900000 Transducin beta-like protein 2

Q99986 VRK1 -0,0640755 12 12 48,5 45,476 0 98,486 4657000000 Serine/threonine-protein kinase VRK1

Q13568 IRF5 -0,0641284 4 4 12,9 56,043 0 11,786 122290000 Interferon regulatory factor 5

P80217 IFI35 -0,0643458 8 8 43 31,546 0 36,665 387790000 Interferon-induced 35 kDa protein

O43148 RNMT -0,0643596 13 13 38,2 54,843 0 28,846 1198700000 mRNA cap guanine-N7 methyltransferase

Q9NXE4 SMPD4 -0,0644497 10 10 16,5 97,809 0 24,532 549280000 Sphingomyelin phosphodiesterase 4

P41214 EIF2D -0,0645441 13 13 33,6 64,706 0 65,425 1754200000 Eukaryotic translation initiation factor 2D

Q02750 MAP2K1 -0,0645478 17 10 49,9 43,439 0 106,88 4955300000 Dual specificity mitogen-activated protein kinase kinase 1

Q9H098 FAM107B -0,0645795 7 7 53,4 15,558 0 43,776 2260300000 Protein FAM107B

P60900 PSMA6 -0,0645955 16 16 68,3 27,399 0 109,17 2,3525E+10 Proteasome subunit alpha type-6

Q15796 SMAD2 -0,0645987 8 3 24,4 52,306 0 16,543 367440000 Mothers against decapentaplegic homolog 2

Q9Y4Y9 LSM5 -0,064607 2 2 46,2 9,9374 0 6,0738 1014600000 U6 snRNA-associated Sm-like protein LSm5

Q92530 PSMF1 -0,0646811 4 4 22,9 29,816 0 15,438 962600000 Proteasome inhibitor PI31 subunit

Q96DZ1 ERLEC1 -0,0647068 6 6 17,6 54,858 0 10,74 311800000 Endoplasmic reticulum lectin 1

P35637 FUS -0,0647909 12 10 23 53,425 0 133,04 2,5019E+10 RNA-binding protein FUS

Q99880;Q99879;Q99877;Q93079;Q5QNW6;P62807;P58876;O60814;P57053HIST1H2BL;HIST1H2BM;HIST1H2BN;HIST1H2BH;HIST2H2BF;HIST1H2BC;HIST1H2BD;HIST1H2BK;H2BFS-0,0648361 7 2 46,8 13,952 0 84,296 3,4517E+11 Histone H2B type 1-L;Histone H2B type 1-M;Histone H2B type 1-N;Histone H2B type 1-H;Histone H2B type 2-F;Histone H2B type 1-C/E/F/G/I;Histone H2B type 1-D;Histone H2B type 1-K;Histone H2B type F-S

Q6KC79 NIPBL -0,0650853 13 13 7,5 316,05 0 33,583 633960000 Nipped-B-like protein

Q8NFF5 FLAD1 -0,0651708 13 13 38,5 65,265 0 58,64 843110000 FAD synthase;Molybdenum cofactor biosynthesis protein-like region;FAD synthase region

Q9Y5J6 TIMM10B -0,0652818 4 4 62,1 11,586 0 9,1989 325710000 Mitochondrial import inner membrane translocase subunit Tim10 B

Q86TB9 PATL1 -0,0653904 6 6 9,4 86,849 0 16,962 258800000 Protein PAT1 homolog 1

Q04864 REL -0,0654288 17 16 37,5 68,519 0 68,155 2555100000 Proto-oncogene c-Rel

Q8IYD1 GSPT2 -0,0655444 16 4 31,7 68,882 0 19,997 1101500000 Eukaryotic peptide chain release factor GTP-binding subunit ERF3B

Q9BQ39 DDX50 -0,0655767 21 19 41 82,564 0 83,924 2304100000 ATP-dependent RNA helicase DDX50

O00189 AP4M1 -0,0656254 2 2 4,9 49,976 0,00062112 2,9902 102020000 AP-4 complex subunit mu-1

O14964 HGS -0,0656533 4 4 9,1 86,191 0 6,6995 194090000 Hepatocyte growth factor-regulated tyrosine kinase substrate

P78330 PSPH -0,0658062 13 13 63,1 25,007 0 82,015 5143300000 Phosphoserine phosphatase

Q13884 SNTB1 -0,0659092 4 3 11,7 58,06 0 9,3921 679960000 Beta-1-syntrophin

Q9Y6G9 DYNC1LI1 -0,0659207 16 15 50,3 56,578 0 74,415 5201800000 Cytoplasmic dynein 1 light intermediate chain 1

Q9H444 CHMP4B -0,0659889 9 9 47,3 24,95 0 49,939 2826300000 Charged multivesicular body protein 4b

P15121 AKR1B1 -0,0660136 19 18 69,9 35,853 0 77,333 1,6923E+10 Aldose reductase

Q6GMV2 SMYD5 -0,0661511 3 3 12,7 47,34 0 8,8665 338390000 SET and MYND domain-containing protein 5

P07737 PFN1 -0,0661957 11 11 87,9 15,054 0 187,7 1,1514E+11 Profilin-1

Q9Y3D9 MRPS23 -0,0662004 9 9 62,6 21,77 0 28,569 1779100000 28S ribosomal protein S23, mitochondrial

P51617 IRAK1 -0,066246 2 2 4,1 76,536 0 5,642 32126000 Interleukin-1 receptor-associated kinase 1

O95292 VAPB -0,0662567 8 7 43,2 27,228 0 17,392 2018500000 Vesicle-associated membrane protein-associated protein B/C

P15311 EZR -0,0662572 41 28 61,6 69,412 0 323,31 8,7718E+10 Ezrin

Q99439 CNN2 -0,0662939 11 11 49,2 33,697 0 49,186 3536800000 Calponin-2

Q8N6H7 ARFGAP2 -0,0663004 12 11 30,5 56,72 0 54,104 1739900000 ADP-ribosylation factor GTPase-activating protein 2

Q9Y512 SAMM50 -0,0663108 13 13 34,3 51,976 0 40,274 2704200000 Sorting and assembly machinery component 50 homolog

Q9NZN8 CNOT2 -0,0663248 8 8 33,7 59,737 0 46,349 920000000 CCR4-NOT transcription complex subunit 2

Q9Y2D5 AKAP2 -0,0663316 23 23 43,5 94,659 0 181,33 4755300000 A-kinase anchor protein 2

O43402 EMC8 -0,0664111 5 5 29,5 23,773 0 18,954 807900000 ER membrane protein complex subunit 8

P32942 ICAM3 -0,0665569 8 8 16,1 59,54 0 21,707 577850000 Intercellular adhesion molecule 3

Q00613 HSF1 -0,0666554 4 4 16,6 57,26 0 6,4185 248110000 Heat shock factor protein 1

P25788 PSMA3 -0,0668021 12 12 45,5 28,433 0 78,533 1,5629E+10 Proteasome subunit alpha type-3

Q96A72 MAGOHB -0,0668373 9 1 62,2 17,276 0 35,522 6072300000 Protein mago nashi homolog 2

Q969G3 SMARCE1 -0,0668905 10 10 43,3 46,649 0 85,571 2348200000 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily E member 1

Q9BUL5 PHF23 -0,067192 2 2 11,9 43,818 0 10,88 191080000 PHD finger protein 23



O43633 CHMP2A -0,0671986 4 4 15,3 25,104 0 30,997 519060000 Charged multivesicular body protein 2a

Q9H4A4 RNPEP -0,0672367 18 18 39,5 72,595 0 47,172 1543000000 Aminopeptidase B

O00159 MYO1C -0,0672507 22 22 26,4 121,68 0 76,473 2108100000 Unconventional myosin-Ic

O75367 H2AFY -0,0674906 17 17 59,9 39,617 0 93,179 1,3277E+10 Core histone macro-H2A.1

Q8NBM8 PCYOX1L -0,0675381 3 3 10,9 54,646 0 17,974 303170000 Prenylcysteine oxidase-like

Q9H9Q2 COPS7B -0,0675877 6 6 27,7 29,622 0 21,686 571830000 COP9 signalosome complex subunit 7b

Q9BTW9 TBCD -0,0678813 9 9 10,9 132,6 0 16,77 331320000 Tubulin-specific chaperone D

P50336 PPOX -0,0679639 6 6 21 50,765 0 24,484 368170000 Protoporphyrinogen oxidase

Q9Y679 AUP1 -0,0680599 6 6 25,1 45,786 0 71,709 724950000 Ancient ubiquitous protein 1

O60313 OPA1 -0,0681553 36 36 46,6 111,63 0 153,97 5113000000 Dynamin-like 120 kDa protein, mitochondrial;Dynamin-like 120 kDa protein, form S1

Q96IX5 USMG5 -0,0682217 3 3 44,8 6,4575 0 46,707 2680200000 Up-regulated during skeletal muscle growth protein 5

O60684 KPNA6 -0,0683084 11 3 26,3 60,029 0 43,961 1349400000 Importin subunit alpha-7

Q9Y483 MTF2 -0,0683321 5 5 13,3 67,089 0 6,1106 85205000 Metal-response element-binding transcription factor 2

Q16566 CAMK4 -0,0684065 14 13 34,7 51,925 0 28,785 1568600000 Calcium/calmodulin-dependent protein kinase type IV

P78406 RAE1 -0,0684376 14 14 51,6 40,968 0 113,98 4170400000 mRNA export factor

Q13011 ECH1 -0,0685726 14 14 62,5 35,816 0 182,27 4580500000 Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial

Q9BQ75 CMSS1 -0,0687325 8 8 34,1 31,884 0 20,323 1339700000 Protein CMSS1

Q8N6M0 OTUD6B -0,0687742 11 11 61,4 33,812 0 95,575 1347600000 OTU domain-containing protein 6B

O75844 ZMPSTE24 -0,0690592 9 9 23,2 54,812 0 29,404 2495400000 CAAX prenyl protease 1 homolog

Q9NXX6 NSMCE4A -0,0690608 9 9 32,2 44,301 0 23,591 348600000 Non-structural maintenance of chromosomes element 4 homolog A

Q9Y530 OARD1 -0,0693306 7 7 50 17,025 0 23,872 423060000 O-acetyl-ADP-ribose deacetylase 1

Q13409 DYNC1I2 -0,0693621 21 20 61,6 71,456 0 135,72 7015500000 Cytoplasmic dynein 1 intermediate chain 2

P20645 M6PR -0,069636 5 5 25,3 30,993 0 25,033 2180000000 Cation-dependent mannose-6-phosphate receptor

Q9H3N1 TMX1 -0,0696847 10 10 32,1 31,791 0 43,079 4556100000 Thioredoxin-related transmembrane protein 1

P21912 SDHB -0,0697165 11 11 41,8 31,629 0 29,416 3048400000 Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial

Q07960 ARHGAP1 -0,0697769 16 16 55,4 50,435 0 74,029 3231400000 Rho GTPase-activating protein 1

Q9Y6B7 AP4B1 -0,0697906 5 5 11,1 83,259 0 9,1345 56178000 AP-4 complex subunit beta-1

Q9BVC6 TMEM109 -0,0699511 3 3 9,1 26,21 0 33,144 2256300000 Transmembrane protein 109

O43516 WIPF1 -0,0700025 10 10 32,4 51,258 0 25,123 1302500000 WAS/WASL-interacting protein family member 1

P61619;Q9H9S3SEC61A1;SEC61A2-0,0702616 10 10 20,8 52,264 0 37,014 8255500000 Protein transport protein Sec61 subunit alpha isoform 1;Protein transport protein Sec61 subunit alpha isoform 2

Q14696 MESDC2 -0,0702809 9 9 43,2 26,076 0 33,921 2833400000 LDLR chaperone MESD

Q8TEX9 IPO4 -0,0704603 34 34 47,6 118,71 0 262,74 9578300000 Importin-4

Q9P0P0 RNF181 -0,0706937 2 2 19,6 17,909 0,005941 1,7022 142280000 E3 ubiquitin-protein ligase RNF181

Q8WV74 NUDT8 -0,0707695 2 2 15,3 25,37 0,0038842 1,8965 62866000 Nucleoside diphosphate-linked moiety X motif 8, mitochondrial

P42224 STAT1 -0,070946 11 11 20 87,334 0 52,693 1232000000 Signal transducer and activator of transcription 1-alpha/beta

Q9H2K8 TAOK3 -0,0709658 8 6 12,2 105,4 0 21,587 425800000 Serine/threonine-protein kinase TAO3

P61165 TMEM258 -0,0709665 1 1 10,1 9,0788 0,0019944 2,2793 503940000 Transmembrane protein 258

Q96ER9 CCDC51 -0,0710779 7 7 27,7 45,811 0 46,525 588530000 Coiled-coil domain-containing protein 51

Q96K76 USP47 -0,0711263 10 10 9,2 157,31 0 39,867 504760000 Ubiquitin carboxyl-terminal hydrolase 47

Q9NS69 TOMM22 -0,0711383 7 7 77,5 15,521 0 54,321 7371900000 Mitochondrial import receptor subunit TOM22 homolog

P57721 PCBP3 -0,0712932 5 1 17,5 39,465 0,00041537 3,0309 644720000 Poly(rC)-binding protein 3

Q9BVQ7 SPATA5L1 -0,0712953 5 5 15,7 80,709 0 7,7083 104490000 Spermatogenesis-associated protein 5-like protein 1

O95218 ZRANB2 -0,0713078 5 5 17 37,404 0 10,948 1592700000 Zinc finger Ran-binding domain-containing protein 2

P49458 SRP9 -0,0713896 3 3 30,2 10,112 0 7,874 5376000000 Signal recognition particle 9 kDa protein

P54819 AK2 -0,0714288 15 15 74,5 26,477 0 98,527 3,0502E+10 Adenylate kinase 2, mitochondrial;Adenylate kinase 2, mitochondrial, N-terminally processed

P19623 SRM -0,0714321 20 20 80,1 33,824 0 192,98 1,6318E+10 Spermidine synthase

Q96S52 PIGS -0,0714499 5 5 13,9 61,655 0 20,426 441550000 GPI transamidase component PIG-S

O14734 ACOT8 -0,0714667 1 1 6 35,914 0 4,474 50696000 Acyl-coenzyme A thioesterase 8

Q01130 SRSF2 -0,0715087 5 3 26,7 25,476 0 74,816 1,3667E+10 Serine/arginine-rich splicing factor 2

Q8WZA9 IRGQ -0,0715262 8 8 18,9 62,717 0 21,842 434940000 Immunity-related GTPase family Q protein

Q8N1F8 STK11IP -0,0715923 4 4 6 120,26 0 11,956 198780000 Serine/threonine-protein kinase 11-interacting protein

P22033 MUT -0,0717076 8 8 16,1 83,134 0 22,132 886490000 Methylmalonyl-CoA mutase, mitochondrial

Q9NUY8 TBC1D23 -0,0717635 5 5 10 78,321 0 8,3463 236070000 TBC1 domain family member 23

Q96EP5 DAZAP1 -0,07208 10 10 36,1 43,383 0 79,839 1,3048E+10 DAZ-associated protein 1

P11802 CDK4 -0,0721339 5 4 22,4 33,729 0 6,558 67026000 Cyclin-dependent kinase 4

P0DPI2;A0A0B4J2D5 -0,0721423 11 11 64,6 28,17 0 71,721 3485900000

P52566 ARHGDIB -0,0722183 15 15 76,6 22,988 0 124,74 5,2878E+10 Rho GDP-dissociation inhibitor 2

P29590 PML -0,0723346 7 7 11 97,55 0 28,717 352420000 Protein PML

Q9BRJ2 MRPL45 -0,0725133 7 7 32,7 35,351 0 13,502 696770000 39S ribosomal protein L45, mitochondrial

P11908 PRPS2 -0,0726076 12 5 46,9 34,769 0 22,992 1570300000 Ribose-phosphate pyrophosphokinase 2

P05114 HMGN1 -0,0727295 5 5 37 10,659 0 44,951 1344400000 Non-histone chromosomal protein HMG-14

O15305 PMM2 -0,0729261 7 7 30,5 28,082 0 14,856 829850000 Phosphomannomutase 2

Q6ZNB6 NFXL1 -0,0732879 13 13 26,3 101,34 0 43,482 880330000 NF-X1-type zinc finger protein NFXL1

Q16181 07. Sep -0,0733495 22 21 55,6 50,679 0 164,78 1,2217E+10 Septin-7

Q9BXR0 QTRT1 -0,0733607 10 10 45,4 44,047 0 57,664 948020000 Queuine tRNA-ribosyltransferase

Q9HB40 SCPEP1 -0,0734404 2 2 6,9 50,83 0 4,1936 171160000 Retinoid-inducible serine carboxypeptidase

Q5RI15 COX20 -0,0735024 3 3 32,2 13,291 0 21,094 630380000 Cytochrome c oxidase protein 20 homolog

Q15652 JMJD1C -0,0736425 4 4 2,5 284,52 0 6,5868 91992000 Probable JmjC domain-containing histone demethylation protein 2C

Q15283 RASA2 -0,0737396 3 3 8,8 96,613 0 12,646 190030000 Ras GTPase-activating protein 2

P61026 RAB10 -0,0738156 9 7 43,5 22,541 0 43,322 3927400000 Ras-related protein Rab-10

Q9BW91 NUDT9 -0,0740105 9 9 36 39,125 0 22,22 429200000 ADP-ribose pyrophosphatase, mitochondrial

Q12872 SFSWAP -0,0741101 8 8 10,7 104,82 0 22,269 411570000 Splicing factor, suppressor of white-apricot homolog

Q9H7B2 RPF2 -0,0744411 9 9 32,7 35,582 0 44,436 3086600000 Ribosome production factor 2 homolog

Q15437 SEC23B -0,074606 32 29 58,1 86,478 0 317,25 8857600000 Protein transport protein Sec23B

Q9NZL4 HSPBP1 -0,0746108 16 16 66 39,302 0 112,87 3727200000 Hsp70-binding protein 1

P46781 RPS9 -0,0746305 17 17 54,6 22,591 0 44,557 3,2141E+10 40S ribosomal protein S9

Q96JB5 CDK5RAP3 -0,0747971 13 13 31,4 56,92 0 51,972 1747000000 CDK5 regulatory subunit-associated protein 3

Q6NUQ4 TMEM214 -0,0748936 16 16 31,8 77,15 0 68,279 1729500000 Transmembrane protein 214

P33527 ABCC1 -0,075205 5 5 5,6 171,59 0 4,585 1246100000 Multidrug resistance-associated protein 1

O95394 PGM3 -0,0752101 13 13 36,7 59,851 0 79,974 2506400000 Phosphoacetylglucosamine mutase

O75368 SH3BGRL -0,0752454 6 6 83,3 12,774 0 31,632 2196600000 SH3 domain-binding glutamic acid-rich-like protein

P05166 PCCB -0,0753224 2 2 6,7 58,215 0 9,9206 59597000 Propionyl-CoA carboxylase beta chain, mitochondrial

Q9BTL3 FAM103A1 -0,0756416 2 2 20,3 14,381 0,00021299 3,4803 89332000 RNMT-activating mini protein

P11233 RALA -0,0756472 7 2 45,1 23,567 0 33,738 1203800000 Ras-related protein Ral-A

P08397 HMBS -0,0756633 14 14 52,9 39,33 0 72,053 2121800000 Porphobilinogen deaminase

Q9Y266 NUDC -0,0757754 22 22 51,4 38,242 0 82,079 1,8604E+10 Nuclear migration protein nudC

Q00169 PITPNA -0,0759752 9 7 38,1 31,806 0 34,225 1363200000 Phosphatidylinositol transfer protein alpha isoform

Q9BTV4 TMEM43 -0,0759762 6 6 27,2 44,875 0 28,24 1017500000 Transmembrane protein 43

P04233 CD74 -0,0760233 5 5 19,3 33,515 0 130,69 1813400000 HLA class II histocompatibility antigen gamma chain

Q00325 SLC25A3 -0,0760948 13 13 30,7 40,094 0 64,753 1,1067E+10 Phosphate carrier protein, mitochondrial

Q9BRR6 ADPGK -0,0761394 6 6 19,7 54,088 0 23,414 231970000 ADP-dependent glucokinase

P02794 FTH1 -0,0762149 6 6 39,3 21,225 0 10,198 508760000 Ferritin heavy chain;Ferritin heavy chain, N-terminally processed

Q9Y617 PSAT1 -0,076402 20 20 68,6 40,422 0 162,97 7,534E+10 Phosphoserine aminotransferase

Q96KQ7 EHMT2 -0,0764024 8 8 9,8 132,37 0 27,583 379130000 Histone-lysine N-methyltransferase EHMT2

Q9HB07 C12orf10 -0,0764325 13 13 52,7 42,449 0 73,422 3777400000 UPF0160 protein MYG1, mitochondrial

Q15047 SETDB1 -0,0765542 3 3 4 143,16 0 3,7973 382190000 Histone-lysine N-methyltransferase SETDB1

P10606 COX5B -0,07659 8 8 62 13,696 0 25,16 5655900000 Cytochrome c oxidase subunit 5B, mitochondrial

O75312 ZPR1 -0,0767854 14 14 46,4 50,925 0 76,629 1917300000 Zinc finger protein ZPR1

O00566 MPHOSPH10 -0,0770604 9 9 22,8 78,863 0 43,496 1524700000 U3 small nucleolar ribonucleoprotein protein MPP10

P27797 CALR -0,0770716 21 21 71 48,141 0 174,99 8,8643E+10 Calreticulin

O43678 NDUFA2 -0,0771462 4 4 41,4 10,921 0 15,006 880270000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2

P24666 ACP1 -0,0773039 9 9 74,7 18,042 0 78,604 3619100000 Low molecular weight phosphotyrosine protein phosphatase

P07355;A6NMY6ANXA2;ANXA2P2-0,0773205 28 28 68,1 38,604 0 274,81 4,1058E+10 Annexin A2;Putative annexin A2-like protein

P49585 PCYT1A -0,0773497 9 9 40,6 41,731 0 34,977 1765600000 Choline-phosphate cytidylyltransferase A

Q15011 HERPUD1 -0,0774672 3 3 9,5 43,719 0 9,8085 68314000 Homocysteine-responsive endoplasmic reticulum-resident ubiquitin-like domain member 1 protein

P30046;A6NHG4DDT;DDTL -0,0777527 6 6 50 12,712 0 108,81 5456500000 D-dopachrome decarboxylase;D-dopachrome decarboxylase-like protein

Q9BRS2 RIOK1 -0,0780365 6 6 13,2 65,582 0 17,921 534190000 Serine/threonine-protein kinase RIO1

P26038 MSN -0,0781013 38 26 62,9 67,819 0 218,85 1,6572E+10 Moesin

Q96AE4 FUBP1 -0,0781024 25 22 50 67,56 0 323,31 2,872E+10 Far upstream element-binding protein 1

O14639 ABLIM1 -0,0782035 8 8 15 87,687 0 27,867 608320000 Actin-binding LIM protein 1

Q9BZL6;Q15139PRKD2;PRKD1-0,0783961 4 3 7,1 96,721 0 7,4095 102780000 Serine/threonine-protein kinase D2;Serine/threonine-protein kinase D1

O43314 PPIP5K2 -0,0785519 11 11 12,3 140,41 0 31,894 667790000 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 2

Q5T3I0 GPATCH4 -0,078566 10 10 31,8 50,381 0 71,449 1492200000 G patch domain-containing protein 4

O95372 LYPLA2 -0,0785794 8 8 52,8 24,737 0 45,434 2847300000 Acyl-protein thioesterase 2

Q9Y3B3 TMED7 -0,078783 5 5 33 25,171 0 21,428 2411600000 Transmembrane emp24 domain-containing protein 7

P36915 GNL1 -0,0788614 17 17 35,6 68,66 0 52,2 2075900000 Guanine nucleotide-binding protein-like 1

Q9Y4L1 HYOU1 -0,0789065 46 46 56,5 111,33 0 281,48 5,0351E+10 Hypoxia up-regulated protein 1

Q99747 NAPG -0,0789637 6 6 20,8 34,746 0 21,381 471600000 Gamma-soluble NSF attachment protein

Q01650 SLC7A5 -0,0793136 7 6 15,6 55,01 0 43,538 6413200000 Large neutral amino acids transporter small subunit 1

Q9UG56 PISD -0,0793408 4 4 13,9 46,671 0 4,7276 49186000 Phosphatidylserine decarboxylase proenzyme;Phosphatidylserine decarboxylase alpha chain;Phosphatidylserine decarboxylase beta chain

Q9BV73 CEP250 -0,0793673 8 8 5,2 281,13 0 27,186 269670000 Centrosome-associated protein CEP250

P61158 ACTR3 -0,079388 22 22 62,7 47,371 0 258,93 2,9516E+10 Actin-related protein 3

P49917 LIG4 -0,0794024 7 7 13,2 103,97 0 24,353 314180000 DNA ligase 4

Q6P1X5 TAF2 -0,079469 5 5 6,4 136,97 0 5,4604 128220000 Transcription initiation factor TFIID subunit 2

Q9Y678 COPG1 -0,079594 46 42 71,6 97,717 0 288,44 1,7424E+10 Coatomer subunit gamma-1

Q2TAA2 IAH1 -0,0796356 6 6 37,1 27,598 0 32,959 854530000 Isoamyl acetate-hydrolyzing esterase 1 homolog

Q6P1N0 CC2D1A -0,0796885 15 15 21,9 104,06 0 69,886 1846800000 Coiled-coil and C2 domain-containing protein 1A

Q01581 HMGCS1 -0,0797466 33 33 79 57,293 0 323,31 1,0234E+11 Hydroxymethylglutaryl-CoA synthase, cytoplasmic

Q14165 MLEC -0,0797568 10 10 36,3 32,233 0 75,78 2528000000 Malectin

P14314 PRKCSH -0,0798746 19 19 41,1 59,425 0 97,292 1,3362E+10 Glucosidase 2 subunit beta

P54687 BCAT1 -0,0800338 15 15 47,9 42,966 0 62,079 1,1763E+10 Branched-chain-amino-acid aminotransferase, cytosolic

O75306 NDUFS2 -0,0801305 16 16 47,5 52,545 0 90,281 4879000000 NADH dehydrogenase [ubiquinone] iron-sulfur protein 2, mitochondrial

Q9BW92 TARS2 -0,0801428 13 13 28,8 81,035 0 33,914 1157300000 Threonine--tRNA ligase, mitochondrial

P46821 MAP1B -0,0802415 68 68 45,7 270,63 0 323,31 1,2874E+10 Microtubule-associated protein 1B;MAP1B heavy chain;MAP1 light chain LC1

Q99538 LGMN -0,0802969 3 3 9,7 49,411 0 10,552 147950000 Legumain

P14406 COX7A2 -0,0803047 2 2 27,7 9,3959 0 6,4002 1607200000 Cytochrome c oxidase subunit 7A2, mitochondrial

Q15643 TRIP11 -0,0805566 7 7 4,5 227,58 0 22,525 247210000 Thyroid receptor-interacting protein 11

Q8N1G4 LRRC47 -0,0805858 22 22 49,9 63,472 0 135,5 9585800000 Leucine-rich repeat-containing protein 47

P61962 DCAF7 -0,0806321 4 4 17 38,926 0 15,286 388270000 DDB1- and CUL4-associated factor 7

Q8NC56 LEMD2 -0,0807728 7 7 16,3 56,974 0 22,791 380940000 LEM domain-containing protein 2

Q93034 CUL5 -0,0812216 3 3 4,4 90,954 0 11,121 86310000 Cullin-5

Q96EK5 KIAA1279 -0,0814297 6 6 18,4 71,813 0 11,215 456890000 KIF1-binding protein

P61586;P08134RHOA;RHOC -0,0817332 10 10 71,5 21,768 0 82,437 8209700000 Transforming protein RhoA;Rho-related GTP-binding protein RhoC

P36543 ATP6V1E1 -0,0818161 10 10 48,7 26,145 0 33,782 1808000000 V-type proton ATPase subunit E 1

Q9H8Y5 ANKZF1 -0,0818232 9 9 21,5 80,926 0 23,996 413930000 Ankyrin repeat and zinc finger domain-containing protein 1

Q9Y6G5 COMMD10 -0,0820269 3 3 19,8 22,966 0 4,9831 133000000 COMM domain-containing protein 10

Q5JTZ9 AARS2 -0,0820945 14 14 26,3 107,34 0 49,438 1002000000 Alanine--tRNA ligase, mitochondrial

P55265 ADAR -0,0823941 36 36 38,4 136,06 0 170,61 7521800000 Double-stranded RNA-specific adenosine deaminase

Q9UNN5 FAF1 -0,0824223 18 18 35,2 73,953 0 58,187 2686600000 FAS-associated factor 1

P0DMR1;O60812;B7ZW38HNRNPCL4;HNRNPCL1;HNRNPCL3-0,0825759 7 1 20,5 32,029 0,00041589 3,0484 254340000 Heterogeneous nuclear ribonucleoprotein C-like 4;Heterogeneous nuclear ribonucleoprotein C-like 1;Heterogeneous nuclear ribonucleoprotein C-like 3

P38571 LIPA -0,082637 2 2 10,3 45,418 0,00041815 3,1544 252810000 Lysosomal acid lipase/cholesteryl ester hydrolase

Q9UBK9 UXT -0,0826675 2 2 14 18,246 0 7,2298 73687000 Protein UXT

Q96GK7;Q6P2I3FAHD2A;FAHD2B-0,0827762 9 9 44,3 34,596 0 45,129 1753400000 Fumarylacetoacetate hydrolase domain-containing protein 2A;Fumarylacetoacetate hydrolase domain-containing protein 2B

Q96T37 RBM15 -0,0829822 19 19 23,8 107,19 0 85,472 1640100000 Putative RNA-binding protein 15

P15954 COX7C -0,0830277 2 2 41,3 7,2454 0 8,47 927230000 Cytochrome c oxidase subunit 7C, mitochondrial

P55145 MANF -0,0832349 8 8 46,2 20,7 0 26,538 3044500000 Mesencephalic astrocyte-derived neurotrophic factor

Q9NUQ2 AGPAT5 -0,0832747 5 5 19 42,072 0 27,054 336510000 1-acyl-sn-glycerol-3-phosphate acyltransferase epsilon

Q9ULZ3 PYCARD -0,0834705 10 10 82,6 21,627 0 44,953 2911600000 Apoptosis-associated speck-like protein containing a CARD

O95782 AP2A1 -0,0835973 32 24 44,2 107,54 0 111,36 6368600000 AP-2 complex subunit alpha-1

Q9NQT5 EXOSC3 -0,0836784 5 5 36,7 29,572 0 48,615 481300000 Exosome complex component RRP40

Q5VW32 BROX -0,0836784 4 4 15,1 46,476 0 10,634 742630000 BRO1 domain-containing protein BROX

Q8N8N7 PTGR2 -0,0837221 2 2 10,3 38,499 0 9,5812 69928000 Prostaglandin reductase 2

P30101 PDIA3 -0,0837845 42 41 72,7 56,782 0 323,31 1,2828E+11 Protein disulfide-isomerase A3

Q15758 SLC1A5 -0,0838597 11 11 28,5 56,598 0 89,85 9530400000 Neutral amino acid transporter B(0)

Q99942 RNF5 -0,083874 3 3 26,1 19,881 0 12,717 160800000 E3 ubiquitin-protein ligase RNF5

Q9NP81 SARS2 -0,0838771 16 16 44 58,282 0 73,867 1712500000 Serine--tRNA ligase, mitochondrial

Q9Y692 GMEB1 -0,0839306 3 3 9,8 62,59 0 7,4997 133900000 Glucocorticoid modulatory element-binding protein 1

O96008 TOMM40 -0,0840374 8 8 45,4 37,893 0 94,981 2857900000 Mitochondrial import receptor subunit TOM40 homolog

Q96S44 TP53RK -0,0840808 4 4 22,1 28,16 0 20,225 1097700000 TP53-regulating kinase

O15260 SURF4 -0,0841521 5 5 21,6 30,394 0 20,199 1519000000 Surfeit locus protein 4

Q96I59 NARS2 -0,0842032 6 6 19,1 54,089 0 14,973 383320000 Probable asparagine--tRNA ligase, mitochondrial

Q9NYU2 UGGT1 -0,0842896 51 51 46,9 177,19 0 243,02 9803800000 UDP-glucose:glycoprotein glucosyltransferase 1

P11021 HSPA5 -0,0843115 38 37 51,7 72,332 0 323,31 2,0293E+11 78 kDa glucose-regulated protein

P07948 LYN -0,084403 12 11 33,4 58,573 0 37,974 938880000 Tyrosine-protein kinase Lyn

P15336 ATF2 -0,0845021 2 2 7,1 54,537 0,0039009 1,933 60194000 Cyclic AMP-dependent transcription factor ATF-2

O96017 CHEK2 -0,0846991 8 8 25,2 60,914 0 10,774 350850000 Serine/threonine-protein kinase Chk2

O95182 NDUFA7 -0,0849533 2 2 16,8 12,551 0,00021259 3,4487 150440000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 7

Q9HBM1 SPC25 -0,0850062 6 6 38,8 26,152 0 22,389 580390000 Kinetochore protein Spc25

P57076 C21orf59 -0,0852825 7 7 32,4 33,224 0 47,327 760500000 UPF0769 protein C21orf59

Q96FZ2 HMCES -0,0853182 4 4 17,2 40,574 0 8,6377 368050000 Embryonic stem cell-specific 5-hydroxymethylcytosine-binding protein

O00217 NDUFS8 -0,0853419 5 5 26,7 23,705 0 26,778 1198200000 NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, mitochondrial

Q15363 TMED2 -0,0854172 5 5 30,8 22,761 0 33,14 3825900000 Transmembrane emp24 domain-containing protein 2

Q15418 RPS6KA1 -0,0857457 26 18 44,6 82,722 0 72,496 4026100000 Ribosomal protein S6 kinase alpha-1

O75964 ATP5L -0,0858155 6 6 47,6 11,428 0 71,345 5457100000 ATP synthase subunit g, mitochondrial

P09110 ACAA1 -0,0859852 8 8 34,9 44,292 0 57,679 1033200000 3-ketoacyl-CoA thiolase, peroxisomal

Q9H061 TMEM126A -0,086095 3 3 20 21,527 0 5,7123 200250000 Transmembrane protein 126A

Q9BRP8 WIBG -0,0861437 9 9 68,6 22,655 0 45,829 1900800000 Partner of Y14 and mago

C4AMC7;Q6VEQ5;A8K0Z3;A8MWX3WASH3P;WASH2P;WASH1;WASH4P-0,0861767 3 3 10,8 49,994 0 14,389 219690000 Putative WAS protein family homolog 3;WAS protein family homolog 2;WAS protein family homolog 1;Putative WAS protein family homolog 4

P55072 VCP -0,086468 55 55 74,8 89,321 0 323,31 9,7485E+10 Transitional endoplasmic reticulum ATPase

Q9H9B4 SFXN1 -0,0865049 12 11 48,8 35,619 0 73,817 5976700000 Sideroflexin-1

Q8IXK0 PHC2 -0,0866926 4 3 5,8 90,712 0 7,8306 215510000 Polyhomeotic-like protein 2

Q86UX7 FERMT3 -0,0866941 35 35 66,4 75,952 0 251,59 2,3475E+10 Fermitin family homolog 3

Q9NX14 NDUFB11 -0,0867001 3 3 33,3 17,316 0 10,208 1303400000 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 11, mitochondrial

Q9NRP0 OSTC -0,0869662 1 1 8,1 16,829 0 7,5753 820810000 Oligosaccharyltransferase complex subunit OSTC

Q92544 TM9SF4 -0,0871873 9 9 20,4 74,518 0 28,58 2274500000 Transmembrane 9 superfamily member 4

Q4G0J3 LARP7 -0,087254 16 16 34,2 66,898 0 68,303 1828700000 La-related protein 7

Q9UIV1 CNOT7 -0,0874102 6 6 31,9 32,745 0 19,851 918810000 CCR4-NOT transcription complex subunit 7

Q96QG7 MTMR9 -0,087718 3 3 5,1 63,461 0,0010242 2,7858 29218000 Myotubularin-related protein 9

Q9UI09 NDUFA12 -0,0877506 7 7 64,1 17,114 0 22,293 719420000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 12

P61077 UBE2D3 -0,0878292 4 1 40,8 16,687 0 21,275 1,0789E+10 Ubiquitin-conjugating enzyme E2 D3

Q9UJU6 DBNL -0,0881195 18 18 51,2 48,207 0 88,973 5094400000 Drebrin-like protein

Q13045 FLII -0,0883388 31 31 38 144,75 0 148,53 3631400000 Protein flightless-1 homolog

Q9BUB7 TMEM70 -0,088494 4 4 15,8 28,969 0 13,583 340670000 Transmembrane protein 70, mitochondrial

Q6IAN0 DHRS7B -0,0886059 4 4 17,2 35,119 0 14,298 225710000 Dehydrogenase/reductase SDR family member 7B

P22307 SCP2 -0,0886083 12 12 16,6 58,993 0 38,937 3960600000 Non-specific lipid-transfer protein

P06280 GLA -0,0886606 5 5 18,9 48,766 0 10,218 363960000 Alpha-galactosidase A

P21127;Q9UQ88CDK11B;CDK11A-0,088686 14 14 17,5 92,619 0 33,933 1742100000 Cyclin-dependent kinase 11B;Cyclin-dependent kinase 11A

P68104;Q5VTE0EEF1A1;EEF1A1P5-0,0887072 32 19 74,7 50,14 0 278,34 3,9386E+11 Elongation factor 1-alpha 1;Putative elongation factor 1-alpha-like 3

P40429 RPL13A -0,088869 9 9 38,4 23,577 0 127,91 3,0816E+10 60S ribosomal protein L13a

O14773 TPP1 -0,0889197 4 4 10,7 61,247 0 18,112 414290000 Tripeptidyl-peptidase 1

Q5VW36 FOCAD -0,0889937 8 8 6,2 200,07 0 18,097 358640000 Focadhesin

O94763 URI1 -0,089043 4 4 12,7 59,832 0 9,8152 217340000 Unconventional prefoldin RPB5 interactor 1

Q15738 NSDHL -0,0890523 16 16 58,7 41,9 0 144,97 5150800000 Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating

Q8N2G8 GHDC -0,0890798 6 6 11,3 57,522 0 12,976 205990000 GH3 domain-containing protein

Q96EY4 TMA16 -0,0891779 9 9 42,9 23,864 0 12,689 1882200000 Translation machinery-associated protein 16

Q9NQG5 RPRD1B -0,0892297 13 11 45,4 36,899 0 89,15 3259500000 Regulation of nuclear pre-mRNA domain-containing protein 1B

O60762 DPM1 -0,0892683 4 4 14,6 29,634 0 5,7877 295270000 Dolichol-phosphate mannosyltransferase subunit 1

Q86V81 ALYREF -0,089275 9 9 38,9 26,888 0 56,279 4794800000 THO complex subunit 4

O43598 DNPH1 -0,0893789 6 6 48,9 19,108 0 20,546 2253800000 2-deoxynucleoside 5-phosphate N-hydrolase 1

Q99570 PIK3R4 -0,0894276 22 22 27 153,1 0 65,823 1223000000 Phosphoinositide 3-kinase regulatory subunit 4

Q96IV0 NGLY1 -0,0894885 10 10 22,6 74,389 0 23,961 1447900000 Peptide-N(4)-(N-acetyl-beta-glucosaminyl)asparagine amidase

Q5T1V6 DDX59 -0,0896818 2 2 3,9 68,809 0 6,0792 40771000 Probable ATP-dependent RNA helicase DDX59

Q14697 GANAB -0,089719 53 53 69,3 106,87 0 323,31 3,4164E+10 Neutral alpha-glucosidase AB

Q9UN37 VPS4A -0,0897768 12 8 33,9 48,897 0 22,883 1150600000 Vacuolar protein sorting-associated protein 4A

P53701 HCCS -0,0899633 4 4 13,8 30,601 0 6,1793 457460000 Cytochrome c-type heme lyase

P23511 NFYA -0,0899656 2 2 12,1 36,876 0,0010093 2,4912 198750000 Nuclear transcription factor Y subunit alpha

P39880;Q13948CUX1 -0,0900819 19 19 17,1 164,19 0 64,186 1205600000 Homeobox protein cut-like 1;Protein CASP

Q9UNL2 SSR3 -0,0901457 1 1 7,6 21,08 0 6,1272 1807300000 Translocon-associated protein subunit gamma

Q6YN16 HSDL2 -0,0901606 8 8 30,9 45,394 0 31,609 655190000 Hydroxysteroid dehydrogenase-like protein 2

Q9H078 CLPB -0,0905146 16 16 32 78,728 0 53,877 1917000000 Caseinolytic peptidase B protein homolog

Q9H3K6 BOLA2 -0,0905354 7 7 80,2 10,116 0 37,962 8390900000 BolA-like protein 2

Q96S59 RANBP9 -0,0908826 6 6 12,8 77,846 0 16,547 484870000 Ran-binding protein 9

Q96GD0 PDXP -0,0909326 7 6 32,1 31,698 0 39,353 512730000 Pyridoxal phosphate phosphatase

Q96CG3 TIFA -0,0909566 4 4 22,8 21,445 0,00021386 3,5767 110490000 TRAF-interacting protein with FHA domain-containing protein A

Q14376 GALE -0,0910786 5 5 28,7 38,281 0 16,518 217970000 UDP-glucose 4-epimerase

Q13501 SQSTM1 -0,0911141 13 13 50,2 47,687 0 117,82 3183900000 Sequestosome-1

Q9H1I8 ASCC2 -0,0912381 9 9 18 86,359 0 25,815 513110000 Activating signal cointegrator 1 complex subunit 2

Q8WUH1 CHURC1 -0,0912666 2 2 22,3 16,111 0 7,477 473970000 Protein Churchill

Q8TCT9 HM13 -0,091319 6 6 16,4 41,488 0 46,03 8304000000 Minor histocompatibility antigen H13

O75718 CRTAP -0,0913773 8 8 21,2 46,561 0 9,0703 901940000 Cartilage-associated protein

Q9BSR8 YIPF4 -0,0915884 2 2 9 27,082 0 4,0297 149940000 Protein YIPF4

O43399 TPD52L2 -0,0915972 12 12 67,5 22,237 0 115,8 4061300000 Tumor protein D54

Q9H6R7 C2orf44 -0,0916089 2 2 5,5 79,135 0 7,9286 119690000 WD repeat and coiled-coil-containing protein C2orf44

P08240 SRPR -0,0919288 25 25 51,9 69,81 0 152,45 8279700000 Signal recognition particle receptor subunit alpha

P49588 AARS -0,0919555 46 46 60,2 106,81 0 323,31 3,8827E+10 Alanine--tRNA ligase, cytoplasmic

Q92572 AP3S1 -0,0923265 5 5 35,2 21,732 0 15,961 585240000 AP-3 complex subunit sigma-1

P60866 RPS20 -0,0924943 4 4 28,6 13,373 0 45,176 2,8434E+10 40S ribosomal protein S20

Q9BR61 ACBD6 -0,0925052 5 5 20,9 31,15 0 15,099 225030000 Acyl-CoA-binding domain-containing protein 6

Q7Z4V5 HDGFRP2 -0,0925206 10 9 20,4 74,316 0 48,632 1694700000 Hepatoma-derived growth factor-related protein 2

P19367 HK1 -0,0927073 25 21 33 102,48 0 53,287 1464800000 Hexokinase-1

Q7Z2W4 ZC3HAV1 -0,0928855 28 27 45,8 101,43 0 199,4 5308900000 Zinc finger CCCH-type antiviral protein 1

Q14814 MEF2D -0,0930753 3 3 6,1 55,937 0 7,7655 91708000 Myocyte-specific enhancer factor 2D

P07203 GPX1 -0,0931744 4 4 30,5 22,088 0 12,129 127500000 Glutathione peroxidase 1

Q8N584 TTC39C -0,0931951 11 11 29,2 65,869 0 28,714 927950000 Tetratricopeptide repeat protein 39C

Q9H845 ACAD9 -0,0932097 20 20 41,7 68,76 0 117,19 3517800000 Acyl-CoA dehydrogenase family member 9, mitochondrial

Q9NR56 MBNL1 -0,0935204 10 7 35,1 41,817 0 51,836 5277700000 Muscleblind-like protein 1

P40306 PSMB10 -0,09374 6 6 36,6 28,936 0 99,218 4143200000 Proteasome subunit beta type-10

P41250 GARS -0,0937694 33 33 53,9 83,165 0 292,42 4,6299E+10 Glycine--tRNA ligase

Q13426 XRCC4 -0,0937895 7 7 28,3 38,286 0 55,547 643160000 DNA repair protein XRCC4

Q9UPY5 SLC7A11 -0,0938483 3 3 7,2 55,422 0 6,3276 44727000 Cystine/glutamate transporter

P28676 GCA -0,0939708 9 9 47,9 24,01 0 36,188 1060600000 Grancalcin

Q8TC12 RDH11 -0,0940062 10 10 49,1 35,386 0 37,732 865460000 Retinol dehydrogenase 11

Q9H9A6 LRRC40 -0,0942257 18 18 37,4 68,249 0 63,257 2259000000 Leucine-rich repeat-containing protein 40

Q9Y2P8 RCL1 -0,0945985 10 10 40,8 40,842 0 29,931 1189000000 RNA 3-terminal phosphate cyclase-like protein

P00846 MT-ATP6 -0,0946954 1 1 4,4 24,817 0 5,7752 454730000 ATP synthase subunit a

Q9P2E9 RRBP1 -0,0947737 33 32 31,3 152,45 0 233,37 6112100000 Ribosome-binding protein 1

P15153 RAC2 -0,0948299 7 3 40,6 21,429 0 28,472 1,0593E+10 Ras-related C3 botulinum toxin substrate 2

Q9P0L0 VAPA -0,0949332 10 9 61,4 27,893 0 64,062 5802400000 Vesicle-associated membrane protein-associated protein A

O43464 HTRA2 -0,0949362 6 6 22,5 48,84 0 19,337 451160000 Serine protease HTRA2, mitochondrial

O95881 TXNDC12 -0,0949428 7 7 62,8 19,206 0 32,809 3553600000 Thioredoxin domain-containing protein 12

Q9NPD3 EXOSC4 -0,0950655 5 5 29,4 26,383 0 27,453 663090000 Exosome complex component RRP41

O60826 CCDC22 -0,0950962 14 14 28,7 70,755 0 38,847 667440000 Coiled-coil domain-containing protein 22

Q9H490 PIGU -0,0951027 3 3 8,7 50,051 0 13,626 317180000 Phosphatidylinositol glycan anchor biosynthesis class U protein

Q8TEM1 NUP210 -0,0951994 41 41 32,6 205,11 0 232,41 1,203E+10 Nuclear pore membrane glycoprotein 210

Q9NZ01 TECR -0,0952238 10 10 30,5 36,034 0 54,868 3758700000 Very-long-chain enoyl-CoA reductase



Q6ZS11 RINL -0,0953734 2 2 4,4 62,466 0 4,9777 14165000 Ras and Rab interactor-like protein

P56385 ATP5I -0,0955736 5 5 62,3 7,9331 0 20,193 3516700000 ATP synthase subunit e, mitochondrial

P13473 LAMP2 -0,0955755 4 4 11,5 44,96 0 25,428 1286200000 Lysosome-associated membrane glycoprotein 2

Q96C36 PYCR2 -0,0957127 14 13 51,6 33,637 0 94,969 3638300000 Pyrroline-5-carboxylate reductase 2

Q9Y547 HSPB11 -0,0957963 4 4 36,1 16,297 0 27,177 829600000 Intraflagellar transport protein 25 homolog

Q13505 MTX1 -0,0958458 8 8 23,6 51,462 0 36,474 1633200000 Metaxin-1

Q96T76 MMS19 -0,0958834 29 29 41 113,29 0 140,48 3993900000 MMS19 nucleotide excision repair protein homolog

O60828 PQBP1 -0,0961795 8 8 49,8 30,472 0 67,241 2581700000 Polyglutamine-binding protein 1

Q9BUT1 BDH2 -0,0965077 2 2 9 26,724 0 15,477 202420000 3-hydroxybutyrate dehydrogenase type 2

Q9UK61 FAM208A -0,0970268 5 5 5,7 189,03 0 8,7282 152070000 Protein FAM208A

Q9NPH0 ACP6 -0,097244 3 3 13,3 48,886 0,00021231 3,4307 81463000 Lysophosphatidic acid phosphatase type 6

P34897 SHMT2 -0,0972818 32 31 74,8 55,992 0 323,31 8,2936E+10 Serine hydroxymethyltransferase, mitochondrial

Q8IWR0 ZC3H7A -0,0973833 10 9 17,6 110,54 0 40,048 847130000 Zinc finger CCCH domain-containing protein 7A

P30049 ATP5D -0,0974442 3 3 37,5 17,49 0 48,355 9769600000 ATP synthase subunit delta, mitochondrial

P36507 MAP2K2 -0,0974817 17 10 44,2 44,424 0 36,586 1973600000 Dual specificity mitogen-activated protein kinase kinase 2

P21964 COMT -0,0977071 15 15 72,7 30,037 0 90,101 5619000000 Catechol O-methyltransferase

Q92575 UBXN4 -0,0978911 9 9 36 56,777 0 67,525 1576000000 UBX domain-containing protein 4

Q9UBS4 DNAJB11 -0,0980049 15 15 44,7 40,513 0 80,823 8130300000 DnaJ homolog subfamily B member 11

P62328 TMSB4X -0,0980198 6 6 77,3 5,0526 0 38,066 5537100000 Thymosin beta-4;Hematopoietic system regulatory peptide

Q04726;Q04724;Q04727TLE3;TLE1;TLE4-0,0980268 2 2 4,9 83,416 0 8,8696 80641000 Transducin-like enhancer protein 3;Transducin-like enhancer protein 1;Transducin-like enhancer protein 4

P04440 HLA-DPB1 -0,0984665 3 2 17,1 29,159 0 17,799 162840000 HLA class II histocompatibility antigen, DP beta 1 chain

Q16698 DECR1 -0,0987084 12 12 40 36,067 0 55,218 3835700000 2,4-dienoyl-CoA reductase, mitochondrial

Q9Y5K8 ATP6V1D -0,0987722 3 3 25,9 28,262 0 16,673 263250000 V-type proton ATPase subunit D

Q8IYT4 KATNAL2 -0,0989139 1 1 2,2 61,252 0,00021317 3,505 2526100000 Katanin p60 ATPase-containing subunit A-like 2

Q9Y5Y6 ST14 -0,0990948 17 17 29,4 94,769 0 80,611 2402700000 Suppressor of tumorigenicity 14 protein

O15541 RNF113A -0,0993329 5 5 20,1 38,787 0 16,28 644510000 RING finger protein 113A

P78549 NTHL1 -0,0997663 4 4 19,2 34,389 0 10,087 175740000 Endonuclease III-like protein 1

Q8NI60 ADCK3 -0,0997727 2 2 4,5 71,949 0,0074385 1,6237 51737000 Atypical kinase ADCK3, mitochondrial

O43353 RIPK2 -0,0998427 4 3 13,5 61,194 0 4,9998 99414000 Receptor-interacting serine/threonine-protein kinase 2

O95674 CDS2 -0,100089 2 2 9 51,417 0 9,9644 191230000 Phosphatidate cytidylyltransferase 2

Q9BTT0 ANP32E -0,100196 10 10 52,6 30,692 0 161,93 1,1173E+10 Acidic leucine-rich nuclear phosphoprotein 32 family member E

Q07065 CKAP4 -0,100294 28 27 54,3 66,022 0 216,21 1,325E+10 Cytoskeleton-associated protein 4

Q9BY44 EIF2A -0,100681 24 24 58,6 64,989 0 105,37 1,05E+10 Eukaryotic translation initiation factor 2A;Eukaryotic translation initiation factor 2A, N-terminally processed

P30291 WEE1 -0,10072 5 5 9,9 71,597 0 9,8564 243970000 Wee1-like protein kinase

Q13015 MLLT11 -0,100855 4 4 88,9 10,061 0 19,442 273210000 Protein AF1q

Q96CP2 FLYWCH2 -0,101047 4 4 32,1 14,563 0 6,633 301920000 FLYWCH family member 2

Q9UP83 COG5 -0,101533 9 9 17,3 92,742 0 36,59 559710000 Conserved oligomeric Golgi complex subunit 5

P07954 FH -0,101916 18 18 49,4 54,636 0 157,95 9536300000 Fumarate hydratase, mitochondrial

Q16539 MAPK14 -0,102138 6 6 23,3 41,293 0 22,94 392370000 Mitogen-activated protein kinase 14

Q13303 KCNAB2 -0,102229 7 7 34,3 41 0 21,13 736280000 Voltage-gated potassium channel subunit beta-2

P62834 RAP1A -0,102285 15 7 76,1 20,987 0 215,97 1,4583E+10 Ras-related protein Rap-1A

Q92734 TFG -0,102509 8 8 32,8 43,447 0 30,965 1410200000 Protein TFG

P37268 FDFT1 -0,102511 20 20 55,4 48,115 0 166,1 9283100000 Squalene synthase

Q969S3 ZNF622 -0,102535 7 7 22,2 54,271 0 10,907 544200000 Zinc finger protein 622

P40259 CD79B -0,102672 4 4 26,6 26,048 0 25,344 3667600000 B-cell antigen receptor complex-associated protein beta chain

Q8N5K1 CISD2 -0,103362 6 6 38,5 15,278 0 16,149 2279900000 CDGSH iron-sulfur domain-containing protein 2

P08567 PLEK -0,103601 5 5 25,1 40,124 0 76,313 3044700000 Pleckstrin

Q8WUX1 SLC38A5 -0,103636 4 4 8,9 51,457 0 5,7648 566180000 Sodium-coupled neutral amino acid transporter 5

Q92504 SLC39A7 -0,103886 1 1 3 50,117 0 16,122 116020000 Zinc transporter SLC39A7

P43007 SLC1A4 -0,104055 8 8 25,4 55,722 0 70,633 4515400000 Neutral amino acid transporter A

P18887 XRCC1 -0,104186 12 12 30,6 69,476 0 32,805 996630000 DNA repair protein XRCC1

Q92576 PHF3 -0,10428 16 16 15,6 229,48 0 40,947 832040000 PHD finger protein 3

Q13459 MYO9B -0,104508 24 24 17,6 243,4 0 62,162 1051300000 Unconventional myosin-IXb

Q92674 CENPI -0,104542 2 2 5 86,719 0,0099868 1,4333 60260000 Centromere protein I

O75746 SLC25A12 -0,104618 23 18 51,3 74,761 0 71,756 3166900000 Calcium-binding mitochondrial carrier protein Aralar1

P16615 ATP2A2 -0,104689 42 26 42,5 114,76 0 242,66 2,5028E+10 Sarcoplasmic/endoplasmic reticulum calcium ATPase 2

Q9H6D7 HAUS4 -0,104713 3 3 12,1 42,399 0,00042043 3,2504 74371000 HAUS augmin-like complex subunit 4

O15126 SCAMP1 -0,104837 5 5 26,3 37,92 0 28,262 1751200000 Secretory carrier-associated membrane protein 1

Q66PJ3 ARL6IP4 -0,104872 4 4 11,9 44,915 0 13,645 601470000 ADP-ribosylation factor-like protein 6-interacting protein 4

O43765 SGTA -0,104991 9 9 33,9 34,063 0 52,085 2841300000 Small glutamine-rich tetratricopeptide repeat-containing protein alpha

O15239 NDUFA1 -0,105155 1 1 18,6 8,0723 0,0010175 2,6283 95773000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 1

P49366 DHPS -0,105239 7 7 33,9 40,97 0 28,78 421490000 Deoxyhypusine synthase

Q96G46 DUS3L -0,105389 14 14 30,9 72,593 0 44,223 1248200000 tRNA-dihydrouridine(47) synthase [NAD(P)(+)]-like

P35580 MYH10 -0,105432 67 48 42,4 229 0 271,41 7384400000 Myosin-10

Q8WXE1 ATRIP -0,105733 5 5 9,1 85,837 0 3,8109 574530000 ATR-interacting protein

Q86YV9 HPS6 -0,106035 4 4 11,6 82,974 0 8,351 88824000 Hermansky-Pudlak syndrome 6 protein

O43615 TIMM44 -0,106054 21 21 45,6 51,355 0 148,1 6990000000 Mitochondrial import inner membrane translocase subunit TIM44

Q14789 GOLGB1 -0,106081 39 38 17,8 376,01 0 112,25 2677900000 Golgin subfamily B member 1

P13807 GYS1 -0,106256 9 9 23,9 83,785 0 28,167 980410000 Glycogen [starch] synthase, muscle

Q9Y5M8 SRPRB -0,106268 14 14 56,5 29,702 0 90,519 6560100000 Signal recognition particle receptor subunit beta

Q5T8P6 RBM26 -0,106444 15 14 17,3 113,6 0 79,935 2968200000 RNA-binding protein 26

Q96KP4 CNDP2 -0,106557 25 25 71,8 52,878 0 146,14 1,5557E+10 Cytosolic non-specific dipeptidase

Q9BU61 NDUFAF3 -0,107017 4 4 32,1 20,35 0 24,792 625240000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex assembly factor 3

Q08170 SRSF4 -0,107028 10 5 17 56,678 0 14,551 490530000 Serine/arginine-rich splicing factor 4

O60783 MRPS14 -0,107127 2 2 21,9 15,139 0 17,06 816760000 28S ribosomal protein S14, mitochondrial

P11279 LAMP1 -0,107516 5 5 11,5 44,882 0 51,152 1977800000 Lysosome-associated membrane glycoprotein 1

P49840 GSK3A -0,107541 6 6 22,6 50,98 0 26,971 482650000 Glycogen synthase kinase-3 alpha

Q14739 LBR -0,107656 15 15 23,7 70,702 0 92,529 1,0278E+10 Lamin-B receptor

P45985 MAP2K4 -0,107758 4 4 14,8 44,287 0 12,373 178210000 Dual specificity mitogen-activated protein kinase kinase 4

Q96J42 TXNDC15 -0,107772 2 2 9,7 39,885 0 5,8814 110180000 Thioredoxin domain-containing protein 15

Q8IZ69 TRMT2A -0,108035 10 10 23 68,725 0 27,129 444350000 tRNA (uracil-5-)-methyltransferase homolog A

P13796 LCP1 -0,108186 48 46 83,4 70,288 0 323,31 3,5082E+11 Plastin-2

Q9Y5Z4 HEBP2 -0,108223 2 2 13,2 22,875 0 4,9101 38454000 Heme-binding protein 2

Q8WTS6 SETD7 -0,108304 5 5 27,3 40,72 0 16,21 779200000 Histone-lysine N-methyltransferase SETD7

Q15126 PMVK -0,10841 7 7 52,6 21,995 0 37,964 670990000 Phosphomevalonate kinase

P48634 PRRC2A -0,108419 34 32 26,1 228,86 0 114,01 2471700000 Protein PRRC2A

Q96TA2 YME1L1 -0,108424 18 18 27,6 86,454 0 80,771 1872100000 ATP-dependent zinc metalloprotease YME1L1

Q8WY22 BRI3BP -0,108462 3 3 17,1 27,835 0 22,388 1523600000 BRI3-binding protein

Q9UQN3 CHMP2B -0,108597 2 2 9,4 23,906 0 4,464 331080000 Charged multivesicular body protein 2b

Q86TM6 SYVN1 -0,108661 5 5 11,5 67,684 0 16,001 309350000 E3 ubiquitin-protein ligase synoviolin

Q6XZF7 DNMBP -0,10891 10 10 8,4 177,35 0 24,982 518670000 Dynamin-binding protein

P51970 NDUFA8 -0,108973 7 7 48,3 20,105 0 42,739 2282700000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 8

Q96SZ5 ADO -0,108983 3 3 21,5 29,751 0 6,6216 129660000 2-aminoethanethiol dioxygenase

P04844 RPN2 -0,109022 21 21 46,4 69,283 0 323,31 1,8905E+10 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2

O60318 MCM3AP -0,109072 6 6 5,4 218,4 0 19,006 308060000 Germinal-center associated nuclear protein

Q9Y388 RBMX2 -0,10911 2 2 6,8 37,335 0 5,6124 81292000 RNA-binding motif protein, X-linked 2

Q9BUN8 DERL1 -0,109148 4 4 18,7 28,8 0 5,7743 511730000 Derlin-1

Q9HCU8 POLD4 -0,10916 2 2 23,4 12,433 0 8,2235 55365000 DNA polymerase delta subunit 4

Q9NWU1 OXSM -0,109275 7 7 29 48,842 0 13,622 344930000 3-oxoacyl-[acyl-carrier-protein] synthase, mitochondrial

Q15388 TOMM20 -0,109433 3 3 22,1 16,298 0 7,6865 588870000 Mitochondrial import receptor subunit TOM20 homolog

P01106 MYC -0,109615 3 3 6,6 48,804 0,00021137 3,3504 99466000 Myc proto-oncogene protein

Q9Y294 ASF1A -0,110001 3 3 26,5 22,968 0 18,406 1599600000 Histone chaperone ASF1A

Q03519 TAP2 -0,110003 7 6 15,5 75,663 0 16,883 360380000 Antigen peptide transporter 2

Q53GQ0 HSD17B12 -0,11005 11 11 42,6 34,324 0 45,052 2962800000 Very-long-chain 3-oxoacyl-CoA reductase

Q9UJW0 DCTN4 -0,110087 8 8 28,7 52,337 0 18,031 667560000 Dynactin subunit 4

Q9NQW7 XPNPEP1 -0,110123 26 26 60,2 69,917 0 122,03 5885700000 Xaa-Pro aminopeptidase 1

P28715 ERCC5 -0,110153 6 6 10 133,11 0 12,056 154950000 DNA repair protein complementing XP-G cells

Q14249 ENDOG -0,110277 2 2 9,4 32,62 0 8,947 21720000 Endonuclease G, mitochondrial

Q9NS86 LANCL2 -0,110453 7 7 23,1 50,854 0 23,603 575880000 LanC-like protein 2

Q86Y39 NDUFA11 -0,110496 3 3 37,6 14,852 0 18,919 325220000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 11

O94875 SORBS2 -0,110552 5 5 6,5 124,11 0 8,8297 144790000 Sorbin and SH3 domain-containing protein 2

P10599 TXN -0,110585 9 9 88,6 11,737 0 64,503 3,115E+10 Thioredoxin

Q12789 GTF3C1 -0,110593 11 11 8,4 238,87 0 26,518 353530000 General transcription factor 3C polypeptide 1

P46977 STT3A -0,110643 14 13 20 80,529 0 51,948 5569900000 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A

Q92896 GLG1 -0,110766 11 11 13,1 134,55 0 41,621 768260000 Golgi apparatus protein 1

P16885 PLCG2 -0,110828 58 57 55,8 147,87 0 323,31 2,2649E+10 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-2

O95297 MPZL1 -0,110908 2 2 9,3 29,082 0 9,6934 130470000 Myelin protein zero-like protein 1

P46976 GYG1 -0,111544 6 6 22 39,383 0 48,4 1021700000 Glycogenin-1

Q71UM5 RPS27L -0,111664 5 2 73,8 9,4771 0 9,287 962530000 40S ribosomal protein S27-like

Q9BWD1 ACAT2 -0,111703 18 18 69 41,35 0 221,95 3,6098E+10 Acetyl-CoA acetyltransferase, cytosolic

P63000;P60763RAC1;RAC3 -0,111837 7 3 40,6 21,45 0 9,8122 2916600000 Ras-related C3 botulinum toxin substrate 1;Ras-related C3 botulinum toxin substrate 3

Q9GZY8 MFF -0,111848 3 3 21,3 38,464 0 26,033 345350000 Mitochondrial fission factor

P51571 SSR4 -0,111889 5 5 36,4 18,998 0 42,706 8904900000 Translocon-associated protein subunit delta

P07237 P4HB -0,112018 33 33 63,4 57,116 0 177 3,5587E+10 Protein disulfide-isomerase

Q9HC21 SLC25A19 -0,11212 6 6 19,1 35,511 0 9,5275 277790000 Mitochondrial thiamine pyrophosphate carrier

Q9BYD1 MRPL13 -0,112129 9 9 63,5 20,692 0 36,23 916860000 39S ribosomal protein L13, mitochondrial

Q9NPI6 DCP1A -0,112182 7 7 22,3 63,278 0 19,726 299090000 mRNA-decapping enzyme 1A

O14617 AP3D1 -0,112404 26 26 34,3 130,16 0 126,15 3202800000 AP-3 complex subunit delta-1

P03915 MT-ND5 -0,112601 5 5 13,1 67,026 0 22,388 515280000 NADH-ubiquinone oxidoreductase chain 5

Q9NZ45 CISD1 -0,112607 5 5 44,4 12,199 0 13,96 1151500000 CDGSH iron-sulfur domain-containing protein 1

P47914 RPL29 -0,11262 2 2 14,5 17,752 0 6,466 1,164E+10 60S ribosomal protein L29

P53367 ARFIP1 -0,112684 9 9 37 41,738 0 106,67 2641100000 Arfaptin-1

Q96P70 IPO9 -0,112891 17 17 22,1 115,96 0 77,034 2312500000 Importin-9

Q68D91 MBLAC2 -0,112977 7 7 39,1 31,371 0 23,834 498420000 Metallo-beta-lactamase domain-containing protein 2

P05023 ATP1A1 -0,113156 43 27 45,3 112,89 0 323,31 2,7891E+10 Sodium/potassium-transporting ATPase subunit alpha-1

Q13422 IKZF1 -0,113585 11 9 28,1 57,528 0 26,092 866830000 DNA-binding protein Ikaros

P18031 PTPN1 -0,113717 9 9 32,4 49,966 0 41,829 1213000000 Tyrosine-protein phosphatase non-receptor type 1

P49589 CARS -0,113747 28 28 43,6 85,472 0 115,03 4786500000 Cysteine--tRNA ligase, cytoplasmic

Q9BY11 PACSIN1 -0,113871 19 19 50 50,965 0 136,14 6620800000 Protein kinase C and casein kinase substrate in neurons protein 1

Q4VC05 BCL7A -0,114066 3 2 21,9 22,81 0 37,018 373430000 B-cell CLL/lymphoma 7 protein family member A

Q86TI0 TBC1D1 -0,114169 22 20 28,7 133,08 0 50,406 960570000 TBC1 domain family member 1

O95299 NDUFA10 -0,114249 11 11 42 40,75 0 47,165 1751800000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 10, mitochondrial

Q9NWZ5 UCKL1 -0,114381 2 2 4,6 61,14 0 5,0679 988290000 Uridine-cytidine kinase-like 1

P20292 ALOX5AP -0,115131 2 2 10,6 18,157 0 5,5338 1591600000 Arachidonate 5-lipoxygenase-activating protein

Q9BXK5 BCL2L13 -0,115314 8 8 28,5 52,723 0 29,004 604680000 Bcl-2-like protein 13

O00154 ACOT7 -0,115455 10 10 41,8 41,796 0 74,842 2695600000 Cytosolic acyl coenzyme A thioester hydrolase

Q96BY7 ATG2B -0,115938 4 4 2,4 232,76 0 9,708 98862000 Autophagy-related protein 2 homolog B

Q13614 MTMR2 -0,116046 4 4 8,7 73,38 0,0019972 2,3128 60697000 Myotubularin-related protein 2

Q6DD87 ZNF787 -0,116452 5 5 22 40,428 0 7,3775 175200000 Zinc finger protein 787

Q9NR31 SAR1A -0,116532 12 9 71,7 22,367 0 108,47 1,0093E+10 GTP-binding protein SAR1a

P26885 FKBP2 -0,11671 9 9 69 15,649 0 38,343 4420600000 Peptidyl-prolyl cis-trans isomerase FKBP2

Q9H2U2 PPA2 -0,116989 10 10 41,6 37,92 0 32,009 1800200000 Inorganic pyrophosphatase 2, mitochondrial

O14745 SLC9A3R1 -0,117285 16 16 56,1 38,868 0 155,29 6867700000 Na(+)/H(+) exchange regulatory cofactor NHE-RF1

Q9H3S1 SEMA4A -0,117473 17 17 39,3 83,573 0 149,56 3812500000 Semaphorin-4A

P46934 NEDD4 -0,117518 2 2 3,1 149,11 0 6,1529 99619000 E3 ubiquitin-protein ligase NEDD4

P00403 MT-CO2 -0,117739 7 7 44,9 25,565 0 23,39 4401200000 Cytochrome c oxidase subunit 2

Q7Z2K6 ERMP1 -0,117754 5 5 7,6 100,23 0 12,569 203580000 Endoplasmic reticulum metallopeptidase 1

P52756 RBM5 -0,117857 4 4 6,6 92,153 0 24,695 292910000 RNA-binding protein 5

O75956;O14519CDK2AP2;CDK2AP1-0,117913 2 2 40,5 13,101 0 5,6701 193110000 Cyclin-dependent kinase 2-associated protein 2;Cyclin-dependent kinase 2-associated protein 1

P49755 TMED10 -0,117916 9 9 38,8 24,976 0 79,187 6176000000 Transmembrane emp24 domain-containing protein 10

O75027 ABCB7 -0,11793 7 7 14 82,64 0 24,382 319120000 ATP-binding cassette sub-family B member 7, mitochondrial

O43374;C9J798RASA4;RASA4B-0,118074 12 12 25 90,457 0 41,285 731020000 Ras GTPase-activating protein 4;Putative Ras GTPase-activating protein 4B

Q15067 ACOX1 -0,118297 5 5 11,8 74,423 0 15,005 241440000 Peroxisomal acyl-coenzyme A oxidase 1

P52815 MRPL12 -0,118328 5 5 39,9 21,348 0 12,167 2000600000 39S ribosomal protein L12, mitochondrial

P04843 RPN1 -0,11853 30 30 61,1 68,569 0 322,7 3,9673E+10 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1

P13667 PDIA4 -0,118645 43 42 59,1 72,932 0 323,31 5,6837E+10 Protein disulfide-isomerase A4

Q9C037 TRIM4 -0,118763 2 2 5,4 57,46 0,00021249 3,4388 9256000000 E3 ubiquitin-protein ligase TRIM4

P80303 NUCB2 -0,119361 16 15 46,4 50,222 0 87,53 3402500000 Nucleobindin-2;Nesfatin-1

Q9Y4B6 VPRBP -0,119458 6 6 6,3 169,01 0 13,813 208790000 Protein VPRBP

Q9NUB1 ACSS1 -0,119595 14 14 31,3 74,856 0 89,857 1926200000 Acetyl-coenzyme A synthetase 2-like, mitochondrial

O75387 SLC43A1 -0,119683 2 2 5 61,476 0 3,9218 30041000 Large neutral amino acids transporter small subunit 3

Q8NB90 SPATA5 -0,11976 10 9 18 97,903 0 36,21 537900000 Spermatogenesis-associated protein 5

Q9HCU5 PREB -0,119893 13 13 51,8 45,468 0 101,69 3996600000 Prolactin regulatory element-binding protein

Q6I9Y2 THOC7 -0,119959 7 7 43,6 23,743 0 22,243 622850000 THO complex subunit 7 homolog

Q16594 TAF9 -0,120099 5 5 29,9 28,974 0 10,914 183870000 Transcription initiation factor TFIID subunit 9

O95197 RTN3 -0,120117 1 1 1,1 112,61 0 4,4029 510810000 Reticulon-3

Q12846 STX4 -0,120433 4 4 25,6 34,18 0 17,585 382660000 Syntaxin-4

Q15438 CYTH1 -0,120799 4 3 14,1 46,412 0 10,417 239910000 Cytohesin-1

Q14241 TCEB3 -0,121103 8 8 17,3 89,908 0 26,008 340970000 Transcription elongation factor B polypeptide 3

Q14149 MORC3 -0,121104 8 8 12,9 107,11 0 17,366 336460000 MORC family CW-type zinc finger protein 3

O75064 DENND4B -0,121275 3 3 4,7 163,84 0 5,0951 126920000 DENN domain-containing protein 4B

Q9NUL3 STAU2 -0,121373 11 10 25,1 62,608 0 28,83 657110000 Double-stranded RNA-binding protein Staufen homolog 2

Q96IW7 SEC22A -0,121424 3 3 13 34,947 0 6,1215 80027000 Vesicle-trafficking protein SEC22a

Q96SU4 OSBPL9 -0,121443 8 8 14,3 83,184 0 16,951 339850000 Oxysterol-binding protein-related protein 9

Q9NQS1 AVEN -0,121531 6 6 27,1 38,506 0 10,466 202960000 Cell death regulator Aven

Q5HYI8 RABL3 -0,121601 4 4 28,4 26,422 0 11,376 348980000 Rab-like protein 3

O14653 GOSR2 -0,12191 6 6 39,2 24,775 0 81,223 279890000 Golgi SNAP receptor complex member 2

P57088 TMEM33 -0,121976 6 6 25,9 27,978 0 106,25 2638400000 Transmembrane protein 33

Q8N5N7 MRPL50 -0,122224 5 5 49,4 18,325 0 25,529 1236600000 39S ribosomal protein L50, mitochondrial

Q9UHA4 LAMTOR3 -0,122232 5 5 62,1 13,623 0 36,402 1094600000 Ragulator complex protein LAMTOR3

P55210 CASP7 -0,122443 4 4 18,2 34,276 0 9,8869 202970000 Caspase-7;Caspase-7 subunit p20;Caspase-7 subunit p11

Q9NZJ5 EIF2AK3 -0,122494 4 4 8,1 125,21 0 11,238 149100000 Eukaryotic translation initiation factor 2-alpha kinase 3

O95747 OXSR1 -0,1226 13 10 30,6 58,022 0 67,797 1611100000 Serine/threonine-protein kinase OSR1

P52758 HRSP12 -0,122757 3 3 38 14,494 0 15,482 586830000 Ribonuclease UK114

O43237 DYNC1LI2 -0,122792 8 7 27,6 54,099 0 29,001 533270000 Cytoplasmic dynein 1 light intermediate chain 2

O75146 HIP1R -0,122843 9 8 12,7 119,39 0 43,367 543100000 Huntingtin-interacting protein 1-related protein

Q9Y6D5 ARFGEF2 -0,122847 20 11 16,8 202,04 0 34,208 424550000 Brefeldin A-inhibited guanine nucleotide-exchange protein 2

Q96HW7 INTS4 -0,122905 12 12 18,8 108,17 0 24,924 221280000 Integrator complex subunit 4

Q9UM00 TMCO1 -0,123073 3 3 19,7 21,175 0 22,31 575220000 Transmembrane and coiled-coil domain-containing protein 1

Q9BY42 RTFDC1 -0,123141 7 7 31 33,886 0 30,924 917520000 Protein RTF2 homolog

Q14493 SLBP -0,123581 4 4 23 31,285 0,00041511 3,0259 137280000 Histone RNA hairpin-binding protein

P30044 PRDX5 -0,123607 11 11 56,1 22,086 0 162,99 1,7266E+10 Peroxiredoxin-5, mitochondrial

Q9BT25 HAUS8 -0,123748 2 2 9,3 44,857 0 8,6404 75795000 HAUS augmin-like complex subunit 8

Q8TDZ2 MICAL1 -0,123827 14 14 19,8 117,87 0 28,332 1222100000 Protein-methionine sulfoxide oxidase MICAL1

P61916 NPC2 -0,123899 4 4 38,4 16,57 0 15,454 1023100000 Epididymal secretory protein E1

Q15392 DHCR24 -0,124095 12 12 27,1 60,101 0 55,09 2363600000 Delta(24)-sterol reductase

Q9P032 NDUFAF4 -0,124532 4 4 24,6 20,266 0 14,03 586110000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex assembly factor 4

P16435 POR -0,124738 20 20 47,4 76,689 0 81,042 2141800000 NADPH--cytochrome P450 reductase

P23284 PPIB -0,124832 14 14 52,3 23,742 0 84,951 7,2424E+10 Peptidyl-prolyl cis-trans isomerase B

Q5JRA6 MIA3 -0,124916 20 20 17 213,7 0 70,965 1577000000 Melanoma inhibitory activity protein 3

Q02978 SLC25A11 -0,125027 12 12 43,6 34,061 0 85,363 7177100000 Mitochondrial 2-oxoglutarate/malate carrier protein

Q9Y2H0 DLGAP4 -0,125173 2 2 2,6 108,01 0 6,1473 76569000 Disks large-associated protein 4

O43175 PHGDH -0,1253 27 27 54,4 56,65 0 277,97 8,4526E+10 D-3-phosphoglycerate dehydrogenase

P25325 MPST -0,125562 8 8 42,8 33,178 0 41,968 733500000 3-mercaptopyruvate sulfurtransferase

O15381 NVL -0,125646 15 15 26,8 95,05 0 61,87 782600000 Nuclear valosin-containing protein-like

Q5JSP0 FGD3 -0,12573 5 5 10,9 79,4 0 8,0157 350120000 FYVE, RhoGEF and PH domain-containing protein 3

P43307 SSR1 -0,125734 4 4 21 32,235 0 37,758 6009700000 Translocon-associated protein subunit alpha

Q9NRY4 ARHGAP35 -0,126179 9 9 8,7 170,51 0 20,292 338950000 Rho GTPase-activating protein 35

Q96AG4 LRRC59 -0,12659 15 15 49,8 34,93 0 92,477 2,1442E+10 Leucine-rich repeat-containing protein 59

P39656 DDOST -0,126803 16 16 58,3 50,8 0 206,81 1,5671E+10 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit

Q9Y6I9 TEX264 -0,126811 5 5 24,6 34,188 0 18,468 403800000 Testis-expressed sequence 264 protein

Q8NEB9 PIK3C3 -0,126847 10 10 17,8 101,55 0 27,071 484770000 Phosphatidylinositol 3-kinase catalytic subunit type 3

Q03426 MVK -0,127103 11 11 43,2 42,45 0 45,615 1575600000 Mevalonate kinase

O75915 ARL6IP5 -0,127151 4 4 21,3 21,614 0 23,654 626340000 PRA1 family protein 3

P47897 QARS -0,127278 34 34 55,2 87,798 0 167,92 9258300000 Glutamine--tRNA ligase

Q13137 CALCOCO2 -0,127297 4 4 14,1 52,253 0 9,0538 178850000 Calcium-binding and coiled-coil domain-containing protein 2

Q96RQ1 ERGIC2 -0,127494 3 3 13 42,548 0 12,041 151520000 Endoplasmic reticulum-Golgi intermediate compartment protein 2

P40616 ARL1 -0,127537 7 7 51,9 20,417 0 61,075 2234500000 ADP-ribosylation factor-like protein 1

Q9H7D7 WDR26 -0,127572 10 10 23,3 72,123 0 62,758 637120000 WD repeat-containing protein 26

Q96H20 SNF8 -0,127705 3 3 17,4 28,864 0 12,184 271150000 Vacuolar-sorting protein SNF8

Q9NRF8 CTPS2 -0,127734 13 11 32,1 65,677 0 30,542 880310000 CTP synthase 2

Q9P016 THYN1 -0,127778 10 10 50,7 25,697 0 19,958 2399700000 Thymocyte nuclear protein 1

Q12962 TAF10 -0,127873 2 2 15,1 21,711 0 6,2397 102420000 Transcription initiation factor TFIID subunit 10

P23368 ME2 -0,128092 27 27 59,8 65,443 0 235,54 1,3335E+10 NAD-dependent malic enzyme, mitochondrial

P24752 ACAT1 -0,128147 12 12 38,4 45,199 0 68,106 4009300000 Acetyl-CoA acetyltransferase, mitochondrial

Q969V3 NCLN -0,128304 14 14 30,9 62,974 0 48,444 1918500000 Nicalin

Q92759 GTF2H4 -0,128671 2 2 7,4 52,186 0,00021459 3,6483 98423000 General transcription factor IIH subunit 4

Q9UH62 ARMCX3 -0,128818 8 8 27,4 42,5 0 50,761 452770000 Armadillo repeat-containing X-linked protein 3

Q9UBW7 ZMYM2 -0,129312 6 6 7,1 154,91 0 6,9107 130000000 Zinc finger MYM-type protein 2

Q96BM9 ARL8A -0,129643 8 3 39,2 21,416 0 6,9735 227090000 ADP-ribosylation factor-like protein 8A

Q9Y315 DERA -0,129711 9 9 40,6 35,23 0 44,251 1004900000 Deoxyribose-phosphate aldolase

P08195 SLC3A2 -0,129901 32 32 52,7 67,993 0 263,14 4,4634E+10 4F2 cell-surface antigen heavy chain

O43521 BCL2L11 -0,13005 2 2 17,2 22,171 0 23,968 136410000 Bcl-2-like protein 11

P29728 OAS2 -0,130373 15 15 26,3 82,43 0 44,689 1357100000 2-5-oligoadenylate synthase 2

Q9BSJ8 ESYT1 -0,130451 36 36 44,7 122,85 0 215,53 7142700000 Extended synaptotagmin-1

P61019 RAB2A -0,130718 11 5 67 23,545 0 105,07 4515600000 Ras-related protein Rab-2A

P54132 BLM -0,130723 10 10 10,8 159 0 18,327 572440000 Bloom syndrome protein

P13284 IFI30 -0,130739 4 4 30 27,963 0 44,845 4348300000 Gamma-interferon-inducible lysosomal thiol reductase

Q8N9M5 TMEM102 -0,130883 5 5 17,5 54,174 0 13,787 359910000 Transmembrane protein 102

Q9Y673 ALG5 -0,131074 7 7 26,9 36,946 0 23,506 1066000000 Dolichyl-phosphate beta-glucosyltransferase

Q9Y608 LRRFIP2 -0,131075 4 3 7,1 82,17 0 7,8476 144100000 Leucine-rich repeat flightless-interacting protein 2

P48723 HSPA13 -0,131107 7 7 20,6 51,927 0 25,767 674180000 Heat shock 70 kDa protein 13

P49711 CTCF -0,131108 12 12 27,6 82,785 0 41,293 1047000000 Transcriptional repressor CTCF

Q7Z5L9 IRF2BP2 -0,131272 10 9 32,5 61,024 0 37,688 484650000 Interferon regulatory factor 2-binding protein 2

Q9NVI7 ATAD3A -0,131404 26 6 43,7 71,368 0 109,55 9079500000 ATPase family AAA domain-containing protein 3A

Q5VT52 RPRD2 -0,131549 25 25 31,7 156,02 0 84,713 2161600000 Regulation of nuclear pre-mRNA domain-containing protein 2

Q9NP72 RAB18 -0,131625 7 7 44,2 22,977 0 19,414 701400000 Ras-related protein Rab-18

P29353 SHC1 -0,131667 8 8 18,2 62,821 0 21,067 580880000 SHC-transforming protein 1

Q8IUD2 ERC1 -0,131774 6 6 6,4 128,08 0 18,777 540230000 ELKS/Rab6-interacting/CAST family member 1

Q9Y289 SLC5A6 -0,131939 2 2 3,6 68,641 0 5,5014 89561000 Sodium-dependent multivitamin transporter

Q8WVT3 TRAPPC12 -0,13209 6 6 17,4 79,374 0 20,533 265600000 Trafficking protein particle complex subunit 12

Q06547 GABPB1 -0,132151 1 1 5,1 42,482 0,0072561 1,6342 155560000 GA-binding protein subunit beta-1

Q8IWB1 ITPRIP -0,132561 4 4 7,5 62,059 0 4,7974 39551000 Inositol 1,4,5-trisphosphate receptor-interacting protein

O95831 AIFM1 -0,132778 26 26 46,2 66,9 0 228 1,3625E+10 Apoptosis-inducing factor 1, mitochondrial

P61803 DAD1 -0,132919 3 3 28,3 12,497 0 26,466 1793200000 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit DAD1

Q8NI77 KIF18A -0,133369 2 2 5,3 102,28 0 4,5925 48694000 Kinesin-like protein KIF18A

Q15025 TNIP1 -0,133939 4 4 9,3 71,863 0 4,3671 71622000 TNFAIP3-interacting protein 1

Q9BRT3 MIEN1 -0,134127 3 3 35,7 12,403 0 8,9324 516190000 Migration and invasion enhancer 1

P55263 ADK -0,134239 16 16 61 40,545 0 105,6 3501100000 Adenosine kinase

Q96C86 DCPS -0,134628 10 10 37,7 38,608 0 27,553 1253600000 m7GpppX diphosphatase

P11049 CD37 -0,13467 3 3 16,4 31,703 0 13,105 1695500000 Leukocyte antigen CD37

Q9Y3C0 CCDC53 -0,13473 2 2 13,4 21,172 0 6,3948 64346000 WASH complex subunit CCDC53

Q9HDC9 APMAP -0,134743 10 10 36,5 46,48 0 77,548 3254200000 Adipocyte plasma membrane-associated protein

Q14318 FKBP8 -0,134955 11 11 35,9 44,561 0 59,939 2306900000 Peptidyl-prolyl cis-trans isomerase FKBP8

Q9C0E8 LNP -0,135232 5 5 19,2 47,739 0 12,841 198840000 Protein lunapark



Q9BPW8 NIPSNAP1 -0,135301 7 7 45,1 33,31 0 27,856 1312100000 Protein NipSnap homolog 1

Q86UL3 AGPAT6 -0,135308 3 3 5,5 52,07 0 12,472 125080000 Glycerol-3-phosphate acyltransferase 4

P51809 VAMP7 -0,135616 5 5 28,2 24,935 0 6,6713 251460000 Vesicle-associated membrane protein 7

Q9NPB8 GPCPD1 -0,135631 6 6 11 76,034 0 11,337 191790000 Glycerophosphocholine phosphodiesterase GPCPD1

O75251 NDUFS7 -0,135791 4 4 15,5 23,563 0 65,374 629920000 NADH dehydrogenase [ubiquinone] iron-sulfur protein 7, mitochondrial

O15533 TAPBP -0,135858 7 7 19,6 47,625 0 19,956 1422600000 Tapasin

Q9HB90;Q9NQL2RRAGC;RRAGD-0,136051 4 4 10,5 44,223 0 7,3867 191480000 Ras-related GTP-binding protein C;Ras-related GTP-binding protein D

Q15070 OXA1L -0,13635 4 4 10,6 48,547 0 4,2559 195440000 Mitochondrial inner membrane protein OXA1L

O75396 SEC22B -0,136467 7 7 42,3 24,593 0 110,85 3589400000 Vesicle-trafficking protein SEC22b

P35232 PHB -0,136476 20 20 82 29,804 0 172,87 3,517E+10 Prohibitin

P82912 MRPS11 -0,136495 5 5 37,1 20,616 0 33,802 635890000 28S ribosomal protein S11, mitochondrial

Q86WQ0 NR2C2AP -0,136632 2 2 17,3 15,876 0 10,534 121490000 Nuclear receptor 2C2-associated protein

O60725 ICMT -0,137077 2 2 9,5 31,938 0,0038918 1,91 100040000 Protein-S-isoprenylcysteine O-methyltransferase

P09211 GSTP1 -0,137171 14 14 69,5 23,356 0 299,67 1,3232E+11 Glutathione S-transferase P

Q15102 PAFAH1B3 -0,137206 10 10 74,9 25,734 0 43,357 1754500000 Platelet-activating factor acetylhydrolase IB subunit gamma

Q9Y3D6 FIS1 -0,137403 4 4 24,3 16,937 0 16,308 1333700000 Mitochondrial fission 1 protein

Q9UHW5 GPN3 -0,137543 3 3 16,2 32,761 0 8,3397 110810000 GPN-loop GTPase 3

Q8NCF5 NFATC2IP -0,137596 4 4 16,5 45,816 0 17,837 308340000 NFATC2-interacting protein

P19484 TFEB -0,137759 3 3 8,8 52,864 0 8,8982 246380000 Transcription factor EB

Q9Y4H4 GPSM3 -0,138203 2 2 23,1 17,866 0 5,1371 214320000 G-protein-signaling modulator 3

P40818 USP8 -0,138511 7 7 9,7 127,52 0 11,36 203210000 Ubiquitin carboxyl-terminal hydrolase 8

P42356 PI4KA -0,138564 7 7 5,1 236,83 0 13,436 178870000 Phosphatidylinositol 4-kinase alpha

P08183 ABCB1 -0,1388 7 7 8,6 141,48 0 17,068 312190000 Multidrug resistance protein 1

Q9H8Y8 GORASP2 -0,139056 9 9 30,5 47,145 0 122,2 3702200000 Golgi reassembly-stacking protein 2

P05204 HMGN2 -0,139155 3 1 16,7 9,3926 0 7,7671 3169000000 Non-histone chromosomal protein HMG-17

Q99623 PHB2 -0,139214 15 15 61,2 33,296 0 137,47 2,335E+10 Prohibitin-2

Q96HV5 TMEM41A -0,139347 2 2 10,6 29,665 0 5,3527 140530000 Transmembrane protein 41A

Q96EV2 RBM33 -0,139581 8 8 10,5 129,98 0 33,918 640940000 RNA-binding protein 33

Q9UBN7 HDAC6 -0,139742 5 5 8,5 131,42 0 31,174 318650000 Histone deacetylase 6

Q3ZCQ8 TIMM50 -0,139818 9 9 30,6 39,646 0 122,04 3169000000 Mitochondrial import inner membrane translocase subunit TIM50

P12236 SLC25A6 -0,140186 17 4 57 32,866 0 34,61 7184400000 ADP/ATP translocase 3;ADP/ATP translocase 3, N-terminally processed

Q6PL24 TMED8 -0,140275 5 5 24,3 35,74 0 28,792 648100000 Protein TMED8

Q12907 LMAN2 -0,140372 16 16 59,6 40,228 0 104,03 1,2302E+10 Vesicular integral-membrane protein VIP36

O00418 EEF2K -0,140612 7 7 10,3 82,143 0 45,595 282360000 Eukaryotic elongation factor 2 kinase

P05091 ALDH2 -0,140875 25 24 58 56,381 0 156,72 1,2674E+10 Aldehyde dehydrogenase, mitochondrial

Q9H6V9 C2orf43 -0,141351 3 3 16 37,318 0 14,347 212330000 UPF0554 protein C2orf43

Q8WWH5 TRUB1 -0,14157 5 5 18,6 37,252 0 15,054 399370000 Probable tRNA pseudouridine synthase 1

Q92506 HSD17B8 -0,141805 4 4 21,1 26,973 0 41,903 453160000 Estradiol 17-beta-dehydrogenase 8

O75352 MPDU1 -0,141908 4 4 21,1 26,638 0 15,214 703280000 Mannose-P-dolichol utilization defect 1 protein

Q7Z7A1 CNTRL -0,142146 3 3 2,5 268,88 0 7,9882 72239000 Centriolin

P14550 AKR1A1 -0,142178 19 19 72,6 36,573 0 161,19 1,0768E+10 Alcohol dehydrogenase [NADP(+)]

Q03001 DST -0,142227 9 6 2 860,65 0 8,203 239320000 Dystonin

O95352 ATG7 -0,142404 3 3 4,6 77,959 0,00042017 3,2355 47531000 Ubiquitin-like modifier-activating enzyme ATG7

Q9BV44 THUMPD3 -0,142596 7 7 22,5 57,002 0 17,957 330480000 THUMP domain-containing protein 3

Q8TCJ2 STT3B -0,142792 11 10 13,9 93,673 0 28,687 1984700000 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3B

Q9UPQ7 PDZRN3 -0,142863 2 2 2,7 119,6 0 4,2982 653540000 E3 ubiquitin-protein ligase PDZRN3

P07602 PSAP -0,143396 12 12 26,7 58,112 0 24,024 2468500000 Prosaposin;Saposin-A;Saposin-B-Val;Saposin-B;Saposin-C;Saposin-D

Q92520 FAM3C -0,144139 5 5 30 24,68 0 30,524 847920000 Protein FAM3C

O00442 RTCA -0,144318 12 12 48,6 39,336 0 42,332 3652500000 RNA 3-terminal phosphate cyclase

Q16822 PCK2 -0,144424 30 30 58 70,698 0 218,78 1,63E+10 Phosphoenolpyruvate carboxykinase [GTP], mitochondrial

P48651 PTDSS1 -0,144506 5 5 14,4 55,527 0 30,07 815600000 Phosphatidylserine synthase 1

P50995 ANXA11 -0,144625 20 20 39,2 54,389 0 123,89 9250200000 Annexin A11

Q00688 FKBP3 -0,144674 12 12 55,4 25,177 0 57,021 5383600000 Peptidyl-prolyl cis-trans isomerase FKBP3

P19447 ERCC3 -0,144812 3 3 7,5 89,277 0 8,299 196830000 TFIIH basal transcription factor complex helicase XPB subunit

Q9ULC3 RAB23 -0,144843 2 2 11,8 26,659 0 10,467 121980000 Ras-related protein Rab-23

Q8NFW8 CMAS -0,144964 7 7 25,1 48,379 0 22,016 757690000 N-acylneuraminate cytidylyltransferase

Q92696 RABGGTA -0,145007 14 14 38,8 65,071 0 46,476 1188600000 Geranylgeranyl transferase type-2 subunit alpha

Q9Y4W6 AFG3L2 -0,14522 30 29 42,5 88,583 0 92,448 6510300000 AFG3-like protein 2

Q96BW9 TAMM41 -0,145294 4 4 13,1 51,066 0 8,5134 212080000 Phosphatidate cytidylyltransferase, mitochondrial

Q15771 RAB30 -0,145423 5 5 31 23,058 0 15,287 554040000 Ras-related protein Rab-30

P12074 COX6A1 -0,14545 2 2 43,1 12,155 0 7,9599 1410700000 Cytochrome c oxidase subunit 6A1, mitochondrial

O95864 FADS2 -0,14567 8 8 24,5 52,259 0 19,74 1621000000 Fatty acid desaturase 2

P49257 LMAN1 -0,146555 17 17 44,9 57,548 0 108,44 1,4872E+10 Protein ERGIC-53

Q96MW5 COG8 -0,146699 6 6 18,1 68,423 0 16,876 226110000 Conserved oligomeric Golgi complex subunit 8

Q9Y2Z9 COQ6 -0,146867 3 3 8,5 50,869 0 9,6024 98878000 Ubiquinone biosynthesis monooxygenase COQ6, mitochondrial

Q14164 IKBKE -0,146978 4 4 6,6 80,461 0,0027527 2,0438 69819000 Inhibitor of nuclear factor kappa-B kinase subunit epsilon

Q9H5N1 RABEP2 -0,147418 13 13 26 63,542 0 68,261 897680000 Rab GTPase-binding effector protein 2

P15907 ST6GAL1 -0,147485 6 6 17,7 46,604 0 13,409 623190000 Beta-galactoside alpha-2,6-sialyltransferase 1

Q9Y2Q3 GSTK1 -0,147557 7 7 45,1 25,497 0 23,487 1521100000 Glutathione S-transferase kappa 1

Q9NYL9 TMOD3 -0,147615 15 15 56,8 39,594 0 37,693 2976300000 Tropomodulin-3

Q9H8H3 METTL7A -0,147639 5 5 24,6 28,319 0 32,113 1159200000 Methyltransferase-like protein 7A

Q9H299 SH3BGRL3 -0,147649 3 3 31,2 10,438 0 26,714 3086500000 SH3 domain-binding glutamic acid-rich-like protein 3

P48960 CD97 -0,147692 10 10 19,3 91,868 0 37,137 904010000 CD97 antigen;CD97 antigen subunit alpha;CD97 antigen subunit beta

O60870 KIN -0,147958 3 3 6,9 45,373 0 11,767 187790000 DNA/RNA-binding protein KIN17

Q5UCC4 EMC10 -0,148077 2 2 16 27,347 0 15,873 160030000 ER membrane protein complex subunit 10

O95249 GOSR1 -0,148336 4 4 22,8 28,612 0 7,538 194750000 Golgi SNAP receptor complex member 1

Q9UKK9 NUDT5 -0,148546 14 14 71,2 24,327 0 76,006 1,0242E+10 ADP-sugar pyrophosphatase

P35611 ADD1 -0,148679 5 5 11 80,954 0 13,424 196870000 Alpha-adducin

P21359 NF1 -0,148779 4 4 2,4 319,37 0 6,0795 103320000 Neurofibromin;Neurofibromin truncated

P09417 QDPR -0,149026 6 6 34 25,789 0 15,011 334790000 Dihydropteridine reductase

Q6ZNW5 GDPGP1 -0,149636 3 3 17,9 42,362 0 8,6262 94164000 GDP-D-glucose phosphorylase 1

Q9Y2B0 CNPY2 -0,149701 8 8 58,2 20,652 0 44,079 2901900000 Protein canopy homolog 2

Q9Y2X7 GIT1 -0,149794 7 5 17,1 84,34 0 17,908 362650000 ARF GTPase-activating protein GIT1

P12235 SLC25A4 -0,149861 15 5 52,7 33,064 0 12,392 2139700000 ADP/ATP translocase 1

Q7L592 NDUFAF7 -0,149942 6 6 23,8 49,237 0 34,186 381180000 NADH dehydrogenase [ubiquinone] complex I, assembly factor 7

P26640 VARS -0,149973 56 56 54,4 140,47 0 323,31 3,1163E+10 Valine--tRNA ligase

Q9UGR2 ZC3H7B -0,150159 8 7 11,1 109,86 0 9,6652 181980000 Zinc finger CCCH domain-containing protein 7B

P50749 RASSF2 -0,150215 10 10 42,9 37,79 0 45,512 755150000 Ras association domain-containing protein 2

Q8WZ82 OVCA2 -0,150544 7 7 52,4 24,418 0 24,862 472920000 Ovarian cancer-associated gene 2 protein

Q01201 RELB -0,150556 3 3 8,5 62,134 0 5,6808 151480000 Transcription factor RelB

P09669 COX6C -0,150606 6 6 50,7 8,7813 0 12,656 1350700000 Cytochrome c oxidase subunit 6C

P42898 MTHFR -0,151014 6 6 16 74,596 0 8,6687 289780000 Methylenetetrahydrofolate reductase

Q8WW12 PCNP -0,151364 5 5 36 18,925 0 49,679 3733300000 PEST proteolytic signal-containing nuclear protein

P36776 LONP1 -0,151854 38 38 47 106,49 0 257,79 1,9773E+10 Lon protease homolog, mitochondrial

Q99933 BAG1 -0,151927 6 6 31,3 38,778 0 27,424 477960000 BAG family molecular chaperone regulator 1

Q9NR99 MXRA5 -0,151955 2 2 1 312,15 0,0078065 1,5847 1837600000 Matrix-remodeling-associated protein 5

Q96MG7 NDNL2 -0,151986 2 2 9,2 34,308 0 7,0359 151640000 Melanoma-associated antigen G1

Q02447 SP3 -0,152297 3 3 5,8 81,924 0 53,714 503370000 Transcription factor Sp3

Q14997 PSME4 -0,152456 19 19 16,4 211,33 0 83,439 1910800000 Proteasome activator complex subunit 4

Q12800 TFCP2 -0,152528 7 6 20,9 57,255 0 11,306 683690000 Alpha-globin transcription factor CP2

Q9UJ70 NAGK -0,152612 17 17 74,1 37,375 0 90,636 3806100000 N-acetyl-D-glucosamine kinase

O75044 SRGAP2 -0,153287 7 7 9,8 120,87 0 24,258 247640000 SLIT-ROBO Rho GTPase-activating protein 2

P16403 HIST1H1C -0,153572 8 1 26,8 21,364 0 56,777 7,7069E+10 Histone H1.2

P27824 CANX -0,153696 29 29 45,9 67,567 0 208,48 3,9534E+10 Calnexin

Q92947 GCDH -0,15392 9 9 41,3 48,127 0 50,24 1713800000 Glutaryl-CoA dehydrogenase, mitochondrial

Q8NHZ8 CDC26 -0,154313 2 2 14,1 9,7769 0 7,0323 368670000 Anaphase-promoting complex subunit CDC26

Q9UKV8;Q9UL18AGO2;AGO1 -0,154373 5 3 8,1 97,207 0 28,102 307200000 Protein argonaute-2;Protein argonaute-1

Q9GZM5 YIPF3 -0,1544 3 3 13,4 38,247 0 22,47 623880000 Protein YIPF3;Protein YIPF3, 36 kDa form III

Q96A49 SYAP1 -0,154506 12 12 52 39,933 0 42,088 1205200000 Synapse-associated protein 1

Q8NDA8 MROH1 -0,154859 3 3 3,9 181,25 0,00062048 2,9735 253590000 Maestro heat-like repeat-containing protein family member 1

Q13084 MRPL28 -0,155678 5 5 29,7 30,156 0 7,7186 235860000 39S ribosomal protein L28, mitochondrial

Q9Y3X0 CCDC9 -0,155823 3 3 7,5 59,702 0 5,0699 51898000 Coiled-coil domain-containing protein 9

P42331 ARHGAP25 -0,156035 13 13 28,7 73,434 0 39,949 1071000000 Rho GTPase-activating protein 25

Q5K651 SAMD9 -0,156306 4 4 3,2 184,28 0 8,6001 82717000 Sterile alpha motif domain-containing protein 9

Q06587 RING1 -0,156329 7 5 24,6 42,429 0 21,58 526440000 E3 ubiquitin-protein ligase RING1

P13637 ATP1A3 -0,156501 26 10 35,1 111,75 0 38,453 1529700000 Sodium/potassium-transporting ATPase subunit alpha-3

Q8WWC4 C2orf47 -0,157004 4 4 14,8 32,544 0 8,6512 383560000 Uncharacterized protein C2orf47, mitochondrial

Q9HCE5 METTL14 -0,15732 4 4 15,4 52,15 0 10,674 299270000 N6-adenosine-methyltransferase subunit METTL14

P01116 KRAS -0,157843 7 1 55,6 21,656 0,0010192 2,6648 196520000 GTPase KRas;GTPase KRas, N-terminally processed

Q9Y3A6 TMED5 -0,158056 6 6 29,7 26,005 0 12,974 5152300000 Transmembrane emp24 domain-containing protein 5

Q9H840 GEMIN7 -0,158139 4 4 69,5 14,536 0 20,468 369820000 Gem-associated protein 7

Q56VL3 OCIAD2 -0,158279 7 7 44,8 16,953 0 19,225 743590000 OCIA domain-containing protein 2

Q96KP1 EXOC2 -0,158584 6 6 7,7 104,07 0 13,769 234690000 Exocyst complex component 2

P31937 HIBADH -0,158767 3 3 14,3 35,329 0 5,9417 111160000 3-hydroxyisobutyrate dehydrogenase, mitochondrial

Q96SN8 CDK5RAP2 -0,159603 5 5 5 215,04 0 12,288 136860000 CDK5 regulatory subunit-associated protein 2

P48426 PIP4K2A -0,159642 5 3 16 46,224 0 12,139 379480000 Phosphatidylinositol 5-phosphate 4-kinase type-2 alpha

Q9NUT2 ABCB8 -0,159672 7 6 12,7 79,988 0 6,4894 87399000 ATP-binding cassette sub-family B member 8, mitochondrial

P60059 SEC61G -0,16044 2 2 36,8 7,7412 0 22,508 1030500000 Protein transport protein Sec61 subunit gamma

O60449 LY75 -0,161153 5 5 3,8 198,31 0 7,4201 210610000 Lymphocyte antigen 75

O95168 NDUFB4 -0,161164 4 4 41,1 15,208 0 10,376 702520000 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 4

Q96IJ6 GMPPA -0,161183 12 12 37,1 46,291 0 64,016 1817000000 Mannose-1-phosphate guanyltransferase alpha

O00264 PGRMC1 -0,161216 7 6 46,7 21,671 0 23,492 1401700000 Membrane-associated progesterone receptor component 1

P46019 PHKA2 -0,161402 3 3 4,1 138,41 0,00021354 3,541 70383000 Phosphorylase b kinase regulatory subunit alpha, liver isoform

P52630 STAT2 -0,161513 8 8 13,5 97,915 0 41,058 670440000 Signal transducer and activator of transcription 2

Q9H553 ALG2 -0,161525 4 4 15,6 47,091 0 10,247 328760000 Alpha-1,3/1,6-mannosyltransferase ALG2

O15228 GNPAT -0,161527 10 10 19,4 77,187 0 19,526 449230000 Dihydroxyacetone phosphate acyltransferase

Q9UJS0 SLC25A13 -0,161653 18 13 33,6 74,175 0 27,762 1459800000 Calcium-binding mitochondrial carrier protein Aralar2

P82921 MRPS21 -0,161669 1 1 16,1 10,688 0 10,822 119060000 28S ribosomal protein S21, mitochondrial

P62979;P62987;P0CG47;P0CG48RPS27A;UBA52;UBB;UBC-0,16192 11 11 58,3 17,965 0 66,784 4,5311E+10 Ubiquitin-40S ribosomal protein S27a;Ubiquitin;40S ribosomal protein S27a;Ubiquitin-60S ribosomal protein L40;Ubiquitin;60S ribosomal protein L40;Polyubiquitin-B;Ubiquitin;Polyubiquitin-C;Ubiquitin

Q9GZP9;Q96Q80DERL2;DERL3-0,161958 2 2 15,9 27,567 0,0010225 2,7545 197210000 Derlin-2;Derlin-3

Q12933 TRAF2 -0,161978 9 9 29,3 55,859 0 25,826 502000000 TNF receptor-associated factor 2

Q99536 VAT1 -0,162168 13 13 53,4 41,92 0 108,94 3209900000 Synaptic vesicle membrane protein VAT-1 homolog

Q8IU85 CAMK1D -0,16225 8 6 26,8 42,913 0 21,183 716010000 Calcium/calmodulin-dependent protein kinase type 1D

Q15629 TRAM1 -0,162739 5 5 14,2 43,071 0 15,993 429390000 Translocating chain-associated membrane protein 1

Q7Z6J4 FGD2 -0,163074 3 3 7,9 74,891 0,00021277 3,4671 45014000 FYVE, RhoGEF and PH domain-containing protein 2

O60547 GMDS -0,163314 9 9 37,6 41,949 0 17,423 648660000 GDP-mannose 4,6 dehydratase

Q15276 RABEP1 -0,163479 8 8 15 99,289 0 39,112 490420000 Rab GTPase-binding effector protein 1

P04632 CAPNS1 -0,163517 8 8 63,1 28,315 0 59,966 1810800000 Calpain small subunit 1

Q6PCB8 EMB -0,163703 3 3 15,6 36,881 0 11,537 188580000 Embigin

Q9H6F5 CCDC86 -0,164262 7 7 27,8 40,235 0 62,309 1295500000 Coiled-coil domain-containing protein 86

Q9UIF9 BAZ2A -0,164357 9 9 6,5 211,2 0 24,645 290870000 Bromodomain adjacent to zinc finger domain protein 2A

Q15650 TRIP4 -0,165424 6 6 14,8 66,145 0 26,747 427040000 Activating signal cointegrator 1

Q96RT1 ERBB2IP -0,165711 8 8 8,8 158,3 0 17,614 400460000 Protein LAP2

Q9Y223 GNE -0,165774 4 4 7,6 79,274 0,0046136 1,753 56590000 Bifunctional UDP-N-acetylglucosamine 2-epimerase/N-acetylmannosamine kinase;UDP-N-acetylglucosamine 2-epimerase (hydrolyzing);N-acetylmannosamine kinase

Q9BUR4 WRAP53 -0,166244 8 8 32,8 59,309 0 30,725 633690000 Telomerase Cajal body protein 1

Q99627 COPS8 -0,166288 6 6 61,2 23,225 0 31,383 1064600000 COP9 signalosome complex subunit 8

Q9P0I2 EMC3 -0,166323 4 4 18,4 29,952 0 11,561 252160000 ER membrane protein complex subunit 3

P36551 CPOX -0,166479 4 4 13 50,151 0 8,1576 195260000 Oxygen-dependent coproporphyrinogen-III oxidase, mitochondrial

Q70CQ3 USP30 -0,166572 3 3 16,8 58,502 0,0010152 2,6061 75109000 Ubiquitin carboxyl-terminal hydrolase 30

Q9Y672 ALG6 -0,166713 2 2 4,3 58,12 0 4,9288 113890000 Dolichyl pyrophosphate Man9GlcNAc2 alpha-1,3-glucosyltransferase

Q15121 PEA15 -0,166985 5 5 43,8 15,04 0 26,729 1323300000 Astrocytic phosphoprotein PEA-15

Q5VTB9 RNF220 -0,167005 2 2 4,1 62,765 0,00021281 3,4687 131360000 E3 ubiquitin-protein ligase RNF220

Q15027 ACAP1 -0,167067 23 23 47,7 81,535 0 148,52 3340800000 Arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 1

Q13740 ALCAM -0,167078 3 3 7,5 65,102 0 6,2963 246140000 CD166 antigen

Q9ULP9 TBC1D24 -0,167262 4 4 10,4 62,919 0 7,3382 499860000 TBC1 domain family member 24

Q9HBH1 PDF -0,167783 6 6 43,6 27,013 0 17,09 381580000 Peptide deformylase, mitochondrial

O60784 TOM1 -0,168234 7 7 27,2 53,818 0 35,429 383700000 Target of Myb protein 1

P16455 MGMT -0,168365 6 6 39,1 21,646 0 17,18 950700000 Methylated-DNA--protein-cysteine methyltransferase

Q8WVX9 FAR1 -0,168721 9 9 26 59,356 0 37,514 1061000000 Fatty acyl-CoA reductase 1

Q01433 AMPD2 -0,169153 11 11 14,1 100,69 0 22,33 701950000 AMP deaminase 2

Q9NVS9 PNPO -0,169328 11 11 51,3 29,988 0 34,568 2092100000 Pyridoxine-5-phosphate oxidase

Q13588 GRAP -0,169328 7 7 48,4 25,336 0 28,771 588640000 GRB2-related adapter protein

P23743 DGKA -0,169791 6 6 12,2 82,629 0 13,465 232980000 Diacylglycerol kinase alpha

P54709 ATP1B3 -0,169862 10 10 54,8 31,512 0 54,394 5623300000 Sodium/potassium-transporting ATPase subunit beta-3

Q9NUW8 TDP1 -0,170134 2 2 4,6 68,42 0 5,9306 131030000 Tyrosyl-DNA phosphodiesterase 1

P61073 CXCR4 -0,170625 2 2 8,5 39,745 0 13,795 284600000 C-X-C chemokine receptor type 4

Q96BX8 MOB3A -0,171188 5 5 30,9 25,464 0 8,2956 460180000 MOB kinase activator 3A

Q15554 TERF2 -0,172413 9 9 21,8 59,593 0 40,298 1210200000 Telomeric repeat-binding factor 2

Q15120 PDK3 -0,172425 3 2 8,4 46,938 0 5,634 51968000 [Pyruvate dehydrogenase (acetyl-transferring)] kinase isozyme 3, mitochondrial

P99999 CYCS -0,172475 8 8 58,1 11,749 0 27,645 3877300000 Cytochrome c

Q08722 CD47 -0,172809 2 2 6,2 35,213 0,00042096 3,2612 890580000 Leukocyte surface antigen CD47

P05362 ICAM1 -0,172885 11 11 29,5 57,825 0 88,551 1797800000 Intercellular adhesion molecule 1

O43924 PDE6D -0,173089 3 3 25,3 17,42 0 16,974 751000000 Retinal rod rhodopsin-sensitive cGMP 3,5-cyclic phosphodiesterase subunit delta

P12955 PEPD -0,173775 8 8 21,1 54,548 0 26,733 472570000 Xaa-Pro dipeptidase

P06239 LCK -0,173803 11 11 30,5 58 0 65,022 3239000000 Tyrosine-protein kinase Lck

O00165 HAX1 -0,173865 6 6 40,5 31,62 0 27,186 913030000 HCLS1-associated protein X-1

O14921 RGS13 -0,173889 2 2 15,1 19,135 0,0068834 1,6617 93881000 Regulator of G-protein signaling 13

Q9BYC5 FUT8 -0,174259 8 8 25 66,515 0 16,07 323780000 Alpha-(1,6)-fucosyltransferase

Q15904 ATP6AP1 -0,17437 2 2 6,8 52,025 0 7,4603 144470000 V-type proton ATPase subunit S1

Q14142 TRIM14 -0,174926 3 3 9 49,772 0 6,9915 137350000 Tripartite motif-containing protein 14

P55809 OXCT1 -0,174998 17 17 52,7 56,157 0 110,5 4824600000 Succinyl-CoA:3-ketoacid coenzyme A transferase 1, mitochondrial

Q9P0J0 NDUFA13 -0,175156 7 7 53,5 16,698 0 17,275 1411800000 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 13

P52735 VAV2 -0,175211 8 8 15 101,29 0 32,912 503320000 Guanine nucleotide exchange factor VAV2

Q9Y584 TIMM22 -0,175697 2 2 16 20,031 0,00021304 3,4975 73895000 Mitochondrial import inner membrane translocase subunit Tim22

Q8N766 EMC1 -0,176365 28 28 40,9 111,76 0 194,53 3980700000 ER membrane protein complex subunit 1

Q14254 FLOT2 -0,176584 10 10 30,4 47,064 0 50,983 1685800000 Flotillin-2

Q9NR19 ACSS2 -0,176783 4 4 11,3 78,579 0 15,369 196450000 Acetyl-coenzyme A synthetase, cytoplasmic

P78362 SRPK2 -0,176805 6 4 15 77,526 0 4,1175 85365000 SRSF protein kinase 2;SRSF protein kinase 2 N-terminal;SRSF protein kinase 2 C-terminal

P60468 SEC61B -0,177882 3 3 37,5 9,9743 0 35,128 1264400000 Protein transport protein Sec61 subunit beta

A0A024RBG1;Q9NZJ9NUDT4 -0,17825 3 3 22,7 20,434 0 7,9866 1259200000 Diphosphoinositol polyphosphate phosphohydrolase 2

P00167 CYB5A -0,181599 4 4 42,5 15,33 0 18,874 1636200000 Cytochrome b5

Q96PC5 MIA2 -0,181737 11 11 9,8 159,83 0 30,027 823670000 Melanoma inhibitory activity protein 2

Q16850 CYP51A1 -0,182529 18 18 46,7 56,805 0 55,593 3266800000 Lanosterol 14-alpha demethylase

Q9Y2H6 FNDC3A -0,182627 7 7 10,3 131,85 0 19,845 300400000 Fibronectin type-III domain-containing protein 3A

Q96MG2 JSRP1 -0,182802 2 2 10,3 36,318 0 15,225 83596000 Junctional sarcoplasmic reticulum protein 1

P13798 APEH -0,18287 6 6 11,2 81,224 0 23,317 511910000 Acylamino-acid-releasing enzyme

Q9BS26 ERP44 -0,183794 18 18 54,2 46,971 0 97,543 1,398E+10 Endoplasmic reticulum resident protein 44

P12694 BCKDHA -0,184449 9 9 36,4 50,47 0 39,893 943680000 2-oxoisovalerate dehydrogenase subunit alpha, mitochondrial

Q8WU39 MZB1 -0,184653 10 10 70,9 20,694 0 175,58 4,8709E+10 Marginal zone B- and B1-cell-specific protein

P48449 LSS -0,185067 32 32 59,6 83,308 0 158,51 8305600000 Lanosterol synthase

P16401 HIST1H1B -0,185252 8 7 25,2 22,58 0 44,174 2,4163E+10 Histone H1.5

Q15018 FAM175B -0,186115 9 9 26,7 46,9 0 18,081 565760000 BRISC complex subunit Abro1

O15498 YKT6 -0,186248 9 9 49 22,417 0 30,027 1866900000 Synaptobrevin homolog YKT6

P55001 MFAP2 -0,186422 1 1 6 20,825 0,0038986 1,9271 3638000000 Microfibrillar-associated protein 2

Q5JWF2;P63092GNAS -0,186677 12 11 15,4 111,02 0 33,399 1557200000 Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas;Guanine nucleotide-binding protein G(s) subunit alpha isoforms short

P11836 MS4A1 -0,187357 10 10 29,3 33,077 0 71,341 3010000000 B-lymphocyte antigen CD20

Q9UIJ7 AK3 -0,18744 5 5 29,1 25,565 0 9,6599 460400000 GTP:AMP phosphotransferase AK3, mitochondrial

Q8TEB1 DCAF11 -0,188091 4 4 11 61,669 0 6,8127 247810000 DDB1- and CUL4-associated factor 11

Q9P219 CCDC88C -0,18817 13 13 11,3 228,23 0 35,212 921420000 Protein Daple

P49591 SARS -0,188239 32 32 61,5 58,777 0 241,08 2,1439E+10 Serine--tRNA ligase, cytoplasmic

Q9H2H9 SLC38A1 -0,18898 4 4 10,7 54,047 0 10,231 447560000 Sodium-coupled neutral amino acid transporter 1

Q9BQ15 NABP2 -0,189007 3 3 35,1 22,338 0 4,035 104040000 SOSS complex subunit B1

P35236 PTPN7 -0,18942 4 4 14,4 40,529 0 7,2817 132470000 Tyrosine-protein phosphatase non-receptor type 7

Q9NP73 ALG13 -0,189433 3 3 4 126,05 0 8,1706 130330000 Putative bifunctional UDP-N-acetylglucosamine transferase and deubiquitinase ALG13

Q9UBM7 DHCR7 -0,189742 6 6 15,2 54,489 0 52,024 3824500000 7-dehydrocholesterol reductase

Q15628 TRADD -0,189841 4 4 16,7 34,247 0 13,231 246080000 Tumor necrosis factor receptor type 1-associated DEATH domain protein

Q6YHU6 THADA -0,189997 7 7 6,5 219,6 0 19,441 191060000 Thyroid adenoma-associated protein

Q8N122 RPTOR -0,190059 4 4 5,3 149,04 0 10,521 133100000 Regulatory-associated protein of mTOR

Q9HD45 TM9SF3 -0,190271 9 9 18,2 67,887 0 57,724 1946600000 Transmembrane 9 superfamily member 3

P46926 GNPDA1 -0,191071 9 5 53,3 32,668 0 47,739 1559800000 Glucosamine-6-phosphate isomerase 1

Q9BU02 THTPA -0,191496 4 4 21,3 25,566 0 10,605 85262000 Thiamine-triphosphatase

P17096 HMGA1 -0,191858 6 6 41,1 11,676 0 58,8 3400500000 High mobility group protein HMG-I/HMG-Y

Q8IXI1 RHOT2 -0,191908 8 7 21,4 68,117 0 21,673 1913900000 Mitochondrial Rho GTPase 2

Q9HC16 APOBEC3G -0,192241 2 2 6,8 46,407 0 5,0263 59266000 DNA dC->dU-editing enzyme APOBEC-3G

P78381 SLC35A2 -0,192249 1 1 7,8 41,307 0 3,9444 50859000 UDP-galactose translocator

Q9BUP3 HTATIP2 -0,193359 3 3 19,8 27,049 0 7,987 313090000 Oxidoreductase HTATIP2

Q8WUX9 CHMP7 -0,193664 7 7 24,9 50,91 0 31,281 624510000 Charged multivesicular body protein 7

Q13761;Q13950RUNX3;RUNX2-0,193833 2 2 11,1 44,355 0,0004171 3,0977 73983000 Runt-related transcription factor 3;Runt-related transcription factor 2

L0R6Q1 SLC35A4 -0,194034 2 2 15,5 11,133 0,0010101 2,5382 243260000

P53007 SLC25A1 -0,194098 9 9 32,2 34,012 0 30,148 2274800000 Tricarboxylate transport protein, mitochondrial

Q5QGS0 KIAA2022 -0,194377 2 2 1,4 167,55 0,0091082 1,5222 859520000 Protein KIAA2022

Q13438 OS9 -0,194411 14 14 34,8 75,561 0 35,029 1564900000 Protein OS-9

Q6ZU80 CEP128 -0,194493 1 1 1 128,01 0,00062099 2,9901 39545000 Centrosomal protein of 128 kDa

Q9NXA8 SIRT5 -0,195668 4 4 20,6 33,881 0 8,2984 238580000 NAD-dependent protein deacylase sirtuin-5, mitochondrial

Q16563 SYPL1 -0,195827 2 2 13,9 28,565 0 11,506 469260000 Synaptophysin-like protein 1

Q9NRC8 SIRT7 -0,197004 2 2 5,8 44,898 0,0099925 1,4446 419180000 NAD-dependent protein deacetylase sirtuin-7

P10301 RRAS -0,197387 3 2 16,1 23,48 0 4,6594 70549000 Ras-related protein R-Ras

P35610 SOAT1 -0,198058 4 4 10,5 64,734 0 8,9657 441110000 Sterol O-acyltransferase 1

Q8IZ83 ALDH16A1 -0,199028 17 17 35,4 85,126 0 92,009 3055100000 Aldehyde dehydrogenase family 16 member A1

O00291 HIP1 -0,199792 7 6 9,5 116,22 0 18,136 493600000 Huntingtin-interacting protein 1

P56962 STX17 -0,200309 3 3 12,9 33,403 0 6,7923 116180000 Syntaxin-17

Q9NQ48 LZTFL1 -0,200507 7 7 28,8 34,592 0 24,542 466450000 Leucine zipper transcription factor-like protein 1

Q9UHJ6 SHPK -0,200627 7 7 23,8 51,49 0 58,159 527940000 Sedoheptulokinase

Q9NSK0 KLC4 -0,200855 6 4 12,6 68,639 0 37,25 179990000 Kinesin light chain 4

Q15306 IRF4 -0,200895 18 18 62,1 51,772 0 91,253 3469800000 Interferon regulatory factor 4

Q14764 MVP -0,201112 5 5 6,8 99,326 0 6,9027 95363000 Major vault protein

Q93050 ATP6V0A1 -0,201189 5 5 6,9 96,412 0 8,1797 146010000 V-type proton ATPase 116 kDa subunit a isoform 1

Q16706 MAN2A1 -0,201767 2 2 2,8 131,14 0 7,0549 69136000 Alpha-mannosidase 2

Q9BV19 C1orf50 -0,201941 1 1 8 21,876 0 6,0768 135040000 Uncharacterized protein C1orf50

P06132 UROD -0,202411 9 9 39,2 40,786 0 60,529 1995000000 Uroporphyrinogen decarboxylase

Q92844 TANK -0,203234 9 9 34,1 47,815 0 47,064 931770000 TRAF family member-associated NF-kappa-B activator

Q13439 GOLGA4 -0,203411 8 7 4,1 261,14 0 11,722 482960000 Golgin subfamily A member 4

O75319 DUSP11 -0,203734 2 2 8,8 43,71 0 14,218 111730000 RNA/RNP complex-1-interacting phosphatase

Q96SB8 SMC6 -0,203782 14 14 22,1 126,32 0 64,716 842420000 Structural maintenance of chromosomes protein 6

Q86VQ1 GLCCI1 -0,204233 3 3 7,7 58,023 0,0023838 2,2182 50878000 Glucocorticoid-induced transcript 1 protein

Q49AR2 C5orf22 -0,204397 3 3 13,8 49,967 0 12,701 154930000 UPF0489 protein C5orf22

Q6YP21 CCBL2 -0,204775 6 6 22 51,4 0 37,617 405760000 Kynurenine--oxoglutarate transaminase 3

Q53EZ4 CEP55 -0,204947 7 7 20,9 54,178 0 59,557 298580000 Centrosomal protein of 55 kDa

Q86X76 NIT1 -0,205056 8 8 30 35,896 0 29,152 782440000 Nitrilase homolog 1

O43759 SYNGR1 -0,205314 2 2 10,3 25,455 0 4,5627 146980000 Synaptogyrin-1

Q8WTV0 SCARB1 -0,205556 6 6 13 60,877 0 11,648 631370000 Scavenger receptor class B member 1

Q8WW01 TSEN15 -0,205896 2 2 24 18,641 0 5,2319 94910000 tRNA-splicing endonuclease subunit Sen15

Q13405 MRPL49 -0,206375 5 5 48,8 19,198 0 98,856 980180000 39S ribosomal protein L49, mitochondrial

P49748 ACADVL -0,207112 23 23 49,2 70,389 0 89,806 4780700000 Very long-chain specific acyl-CoA dehydrogenase, mitochondrial

Q9NYL4 FKBP11 -0,207196 6 6 41,3 22,18 0 57,392 7933200000 Peptidyl-prolyl cis-trans isomerase FKBP11



Q8TE02 ELP5 -0,207643 4 4 14,2 34,841 0 10,639 145220000 Elongator complex protein 5

Q13586 STIM1 -0,208007 7 6 15,8 77,422 0 15,819 359690000 Stromal interaction molecule 1

O15173 PGRMC2 -0,208105 11 10 42,6 23,818 0 52,738 1317100000 Membrane-associated progesterone receptor component 2

Q53H12 AGK -0,208158 2 2 8,8 47,137 0 10,845 141580000 Acylglycerol kinase, mitochondrial

Q9NUK0 MBNL3 -0,208826 6 3 19,8 38,531 0 5,1022 102970000 Muscleblind-like protein 3

Q96A26 FAM162A -0,208926 6 6 31,8 17,342 0 19,436 1497100000 Protein FAM162A

Q9Y385 UBE2J1 -0,209336 8 8 42,8 35,198 0 65,403 2136000000 Ubiquitin-conjugating enzyme E2 J1

Q9UNK0 STX8 -0,210645 2 2 11,9 26,906 0 8,3787 126080000 Syntaxin-8

Q9H0U3 MAGT1 -0,210894 4 4 11 38,036 0 18,409 1144700000 Magnesium transporter protein 1

Q9Y320 TMX2 -0,210955 7 7 29,1 34,037 0 75,857 1032500000 Thioredoxin-related transmembrane protein 2

Q9NVG8 TBC1D13 -0,211621 6 6 18 46,553 0 15,056 624960000 TBC1 domain family member 13

Q969G6 RFK -0,211732 3 3 19,4 17,623 0,0046127 1,75 83556000 Riboflavin kinase

O43422 PRKRIR -0,211841 3 3 7,9 87,703 0 20,215 78917000 52 kDa repressor of the inhibitor of the protein kinase

Q9NZI7 UBP1 -0,212048 7 6 18,1 60,49 0 38,56 755490000 Upstream-binding protein 1

P50897 PPT1 -0,212903 6 6 28,1 34,193 0 47,317 1331600000 Palmitoyl-protein thioesterase 1

P18440 NAT1 -0,21292 5 5 23,1 33,898 0 12,124 195600000 Arylamine N-acetyltransferase 1

Q15477 SKIV2L -0,213019 15 15 20,1 137,75 0 36,677 779940000 Helicase SKI2W

Q5JTD0 TJAP1 -0,213504 2 2 5,2 61,82 0,0040682 1,8748 33382000 Tight junction-associated protein 1

Q8IY18 SMC5 -0,213866 5 5 6 128,81 0 13,06 226330000 Structural maintenance of chromosomes protein 5

Q9NXF7 DCAF16 -0,214065 2 2 12,5 24,193 0 7,8725 297950000 DDB1- and CUL4-associated factor 16

Q9UK58 CCNL1 -0,21494 4 4 11 59,633 0 12,112 192550000 Cyclin-L1

Q08257 CRYZ -0,215435 7 7 35,9 35,206 0 23,777 1163800000 Quinone oxidoreductase

Q8WTW3 COG1 -0,216185 11 11 18,5 108,98 0 20,916 464850000 Conserved oligomeric Golgi complex subunit 1

Q8WWI5 SLC44A1 -0,216916 7 7 13,2 73,301 0 41,266 1345000000 Choline transporter-like protein 1

Q9NQE9 HINT3 -0,217321 3 3 23,6 20,361 0 6,7232 210340000 Histidine triad nucleotide-binding protein 3

Q9H9A5 CNOT10 -0,217449 7 7 12,6 82,309 0 20,122 490790000 CCR4-NOT transcription complex subunit 10

O00221 NFKBIE -0,217994 8 8 20,4 52,863 0 33,169 403360000 NF-kappa-B inhibitor epsilon

Q13488 TCIRG1 -0,218211 4 4 7,6 92,967 0 13,913 131590000 V-type proton ATPase 116 kDa subunit a isoform 3

Q5BJH7 YIF1B -0,21927 2 2 12,7 34,435 0 4,5819 56056000 Protein YIF1B

P10620 MGST1 -0,220054 4 4 27,1 17,598 0 16,187 1077000000 Microsomal glutathione S-transferase 1

Q9Y2L9 LRCH1 -0,220343 10 8 19,8 80,874 0 38,585 463530000 Leucine-rich repeat and calponin homology domain-containing protein 1

P21953 BCKDHB -0,220474 8 8 45,9 43,122 0 22,764 931980000 2-oxoisovalerate dehydrogenase subunit beta, mitochondrial

Q9P107 GMIP -0,220611 9 9 13,7 106,68 0 26,606 413280000 GEM-interacting protein

Q05048 CSTF1 -0,220759 7 7 28,1 48,357 0 67,429 1494600000 Cleavage stimulation factor subunit 1

P11717 IGF2R -0,2208 20 20 10,6 274,37 0 38,848 700920000 Cation-independent mannose-6-phosphate receptor

P07384 CAPN1 -0,221248 20 20 36,7 81,889 0 87,141 2799500000 Calpain-1 catalytic subunit

O94953 KDM4B -0,221491 10 10 14,1 121,9 0 21,347 415240000 Lysine-specific demethylase 4B

Q15172 PPP2R5A -0,222242 5 5 13,8 56,193 0 8,6792 299670000 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit alpha isoform

O60613 15. Sep -0,22277 5 5 30,9 18,092 0 20,796 850050000 15 kDa selenoprotein

O15258 RER1 -0,222786 3 3 23 22,958 0 16,854 752750000 Protein RER1

P53999 SUB1 -0,222883 4 4 37 14,395 0 16,614 1268600000 Activated RNA polymerase II transcriptional coactivator p15

Q13395 TARBP1 -0,223037 5 5 3,8 181,67 0 8,9348 90721000 Probable methyltransferase TARBP1

P14324 FDPS -0,223328 10 10 33,2 48,275 0 139,27 2,5389E+10 Farnesyl pyrophosphate synthase

P13861 PRKAR2A -0,22386 12 9 40,3 45,518 0 46,065 1699000000 cAMP-dependent protein kinase type II-alpha regulatory subunit

P10321 HLA-C -0,225059 10 1 36,6 40,648 0,00041771 3,1285 29861000 HLA class I histocompatibility antigen, Cw-7 alpha chain

Q96EP0 RNF31 -0,226564 4 4 8,3 119,65 0 11,826 110160000 E3 ubiquitin-protein ligase RNF31

Q96HD9 ACY3 -0,22803 12 12 58,9 35,241 0 75,465 2528800000 N-acyl-aromatic-L-amino acid amidohydrolase (carboxylate-forming)

Q13162 PRDX4 -0,228186 13 11 63,5 30,54 0 97,928 4597000000 Peroxiredoxin-4

Q9BSH5 HDHD3 -0,228669 5 5 32,7 28 0 7,2962 250720000 Haloacid dehalogenase-like hydrolase domain-containing protein 3

P32322 PYCR1 -0,229405 13 12 58,3 33,36 0 65,97 2501400000 Pyrroline-5-carboxylate reductase 1, mitochondrial

P46013 MKI67 -0,229967 67 67 31,9 358,69 0 297,57 8038000000 Antigen KI-67

Q92845 KIFAP3 -0,230465 6 6 10,6 91,204 0 28,641 295480000 Kinesin-associated protein 3

Q9BZH6 WDR11 -0,231545 11 11 14 136,68 0 32,578 596710000 WD repeat-containing protein 11

P27361 MAPK3 -0,231642 9 5 30,9 43,135 0 31,184 543930000 Mitogen-activated protein kinase 3

O00764 PDXK -0,233078 10 10 56,7 35,102 0 30,288 1203100000 Pyridoxal kinase

P16188 HLA-A -0,233092 15 0 41,6 40,904 0 18,261 405950000 HLA class I histocompatibility antigen, A-30 alpha chain

Q5SWX8 ODR4 -0,233351 2 2 6,2 51,103 0 4,9493 82469000 Protein odr-4 homolog

Q86VR2 FAM134C -0,235325 5 5 21 51,396 0 20,702 516080000 Protein FAM134C

Q96SK2 TMEM209 -0,235343 4 4 12,1 62,921 0 15,516 385620000 Transmembrane protein 209

Q8N4T8 CBR4 -0,23587 5 5 31,6 25,301 0 14,56 477620000 Carbonyl reductase family member 4

P49356 FNTB -0,236809 2 2 11,2 48,773 0 4,4112 87790000 Protein farnesyltransferase subunit beta

P22732 SLC2A5 -0,237256 11 11 22,6 54,973 0 35,121 4092100000 Solute carrier family 2, facilitated glucose transporter member 5

Q9UBV2 SEL1L -0,23754 15 15 35 88,754 0 58,438 2339700000 Protein sel-1 homolog 1

O75449 KATNA1 -0,237863 8 8 27,7 55,964 0 26,454 553810000 Katanin p60 ATPase-containing subunit A1

Q15293 RCN1 -0,238189 8 8 29 38,89 0 28,208 919290000 Reticulocalbin-1

O43427 FIBP -0,238225 5 5 19,2 41,878 0 7,1471 472770000 Acidic fibroblast growth factor intracellular-binding protein

Q9NS91 RAD18 -0,23861 10 10 26,1 56,222 0 22,315 507160000 E3 ubiquitin-protein ligase RAD18

P10412 HIST1H1E -0,238715 8 1 26 21,865 0 5,1643 4665000000 Histone H1.4

Q03518 TAP1 -0,240181 10 10 25,5 87,217 0 74,074 970310000 Antigen peptide transporter 1

Q4KMP7 TBC1D10B -0,240672 8 8 17 87,198 0 27,524 572960000 TBC1 domain family member 10B

Q29963;Q29865HLA-C -0,2411 12 0 44,8 40,968 0,0027592 2,0868 48800000 HLA class I histocompatibility antigen, Cw-6 alpha chain;HLA class I histocompatibility antigen, Cw-18 alpha chain

O95363 FARS2 -0,241687 3 3 7,5 52,356 0 4,4079 145220000 Phenylalanine--tRNA ligase, mitochondrial

Q5JS54 PSMG4 -0,243778 4 4 59,3 13,775 0 10,056 188670000 Proteasome assembly chaperone 4

O43808 SLC25A17 -0,244024 5 5 20,2 34,566 0 15,887 300380000 Peroxisomal membrane protein PMP34

P18206 VCL -0,244802 6 6 6,1 123,8 0 17,903 198840000 Vinculin

Q86WA8 LONP2 -0,244842 4 4 8 94,615 0 7,3057 96233000 Lon protease homolog 2, peroxisomal

Q04323 UBXN1 -0,244921 10 10 51,2 33,325 0 72,615 2274800000 UBX domain-containing protein 1

Q8N1B4 VPS52 -0,245194 9 9 18,9 82,22 0 30,939 1363700000 Vacuolar protein sorting-associated protein 52 homolog

Q9NV96;Q3MIR4TMEM30A;TMEM30B-0,245251 2 2 6,9 40,683 0 6,3262 148590000 Cell cycle control protein 50A;Cell cycle control protein 50B

Q9P1U0 ZNRD1 -0,245933 2 2 36,5 13,904 0 5,4075 146950000 DNA-directed RNA polymerase I subunit RPA12

Q9BYV8 CEP41 -0,246548 5 5 19,3 41,368 0 14,381 228060000 Centrosomal protein of 41 kDa

O95298;E9PQ53NDUFC2;NDUFC2-KCTD14-0,246601 2 2 16 14,187 0,00021409 3,6083 421340000 NADH dehydrogenase [ubiquinone] 1 subunit C2;NADH dehydrogenase [ubiquinone] 1 subunit C2, isoform 2

Q6UW02 CYP20A1 -0,248068 3 3 6,9 52,432 0,0010121 2,5649 111880000 Cytochrome P450 20A1

O95613 PCNT -0,250303 5 5 1,8 378,03 0,00042141 3,284 566740000 Pericentrin

Q53GG5 PDLIM3 -0,251393 6 6 29,7 39,232 0 54,844 672180000 PDZ and LIM domain protein 3

Q9Y2Q0 ATP8A1 -0,251651 9 9 9,8 131,37 0 21,61 547720000 Phospholipid-transporting ATPase IA

Q8N1G0 ZNF687 -0,251985 3 3 4,8 129,53 0,0027624 2,1128 61269000 Zinc finger protein 687

Q9Y5B8 NME7 -0,252535 3 3 12,8 42,491 0 7,7772 148150000 Nucleoside diphosphate kinase 7

Q9H9C1 VIPAS39 -0,252857 2 2 4,5 57,005 0,0025727 2,1573 122750000 Spermatogenesis-defective protein 39 homolog

Q96JP5 ZFP91 -0,254035 4 4 12,1 63,444 0 12,079 173410000 E3 ubiquitin-protein ligase ZFP91

O95926 SYF2 -0,256666 2 2 11,9 28,722 0,00021245 3,4353 34986000 Pre-mRNA-splicing factor SYF2

Q8ND30 PPFIBP2 -0,257108 24 23 41,8 98,543 0 101,73 1602100000 Liprin-beta-2

Q96GQ5 C16orf58 -0,257684 5 5 16,2 51,017 0 22,998 411000000 RUS1 family protein C16orf58

Q9HC07 TMEM165 -0,258444 2 2 13,3 34,905 0 9,2858 173790000 Transmembrane protein 165

Q969X5 ERGIC1 -0,259036 7 7 34,1 32,592 0 25,041 1055800000 Endoplasmic reticulum-Golgi intermediate compartment protein 1

P54098 POLG -0,262107 2 2 4 139,56 0,00021422 3,6208 72115000 DNA polymerase subunit gamma-1

O95994 AGR2 -0,262372 10 10 60 19,979 0 35,072 2319300000 Anterior gradient protein 2 homolog

Q9NPA8 ENY2 -0,262798 2 2 25,7 11,528 0 11,434 631090000 Transcription and mRNA export factor ENY2

Q92918 MAP4K1 -0,263924 11 11 18,1 91,295 0 26,274 454730000 Mitogen-activated protein kinase kinase kinase kinase 1

Q8IV20 LACC1 -0,264391 2 2 7,2 47,78 0,00021173 3,3957 45217000 Laccase domain-containing protein 1

O75695 RP2 -0,266869 4 4 15,1 39,641 0 7,6128 170830000 Protein XRP2

O00584 RNASET2 -0,267 3 3 16 29,48 0 7,4218 139450000 Ribonuclease T2

O75157;Q15714TSC22D2;TSC22D1-0,267184 4 2 10 79,227 0 3,7345 89978000 TSC22 domain family protein 2;TSC22 domain family protein 1

Q32P44 EML3 -0,267785 4 4 7,6 95,196 0 27,921 176230000 Echinoderm microtubule-associated protein-like 3

Q15125 EBP -0,26872 1 1 5,2 26,352 0 8,3837 229400000 3-beta-hydroxysteroid-Delta(8),Delta(7)-isomerase

Q5T5X7 BEND3 -0,269734 5 5 7,6 94,474 0 14,18 105140000 BEN domain-containing protein 3

O95822 MLYCD -0,270243 1 1 4,1 55,003 0,00041632 3,0654 93455000 Malonyl-CoA decarboxylase, mitochondrial

Q13287 NMI -0,271867 6 6 18,9 35,056 0 9,1406 285360000 N-myc-interactor

Q9BVV7 TIMM21 -0,274094 3 3 13,3 28,202 0 6,1909 235360000 Mitochondrial import inner membrane translocase subunit Tim21

O75665 OFD1 -0,274249 4 4 5 116,67 0 5,5272 4853200000 Oral-facial-digital syndrome 1 protein

P31321 PRKAR1B -0,274739 3 3 12,3 43,072 0 6,7105 56503000 cAMP-dependent protein kinase type I-beta regulatory subunit

Q9H7B4 SMYD3 -0,276213 4 4 11 49,097 0 9,2185 118820000 Histone-lysine N-methyltransferase SMYD3

P22570 FDXR -0,276488 8 8 20,6 53,836 0 13,5 589470000 NADPH:adrenodoxin oxidoreductase, mitochondrial

Q5TKA1 LIN9 -0,278723 2 2 7,2 61,945 0,0010109 2,5495 55313000 Protein lin-9 homolog

O96005 CLPTM1 -0,279127 9 9 24,5 76,096 0 46,589 1368200000 Cleft lip and palate transmembrane protein 1

P15586 GNS -0,280001 3 3 5,6 62,081 0 7,3041 123670000 N-acetylglucosamine-6-sulfatase

Q8TBB5 KLHDC4 -0,28165 7 7 19,4 57,891 0 21,884 304090000 Kelch domain-containing protein 4

Q5W0V3 FAM160B1 -0,282369 2 2 6,5 86,557 0 5,2464 98289000 Protein FAM160B1

Q9BVT8 TMUB1 -0,283018 2 2 15,9 26,261 0 13,161 159300000 Transmembrane and ubiquitin-like domain-containing protein 1

Q96KA5 CLPTM1L -0,283253 6 6 23,4 62,228 0 50,735 1321600000 Cleft lip and palate transmembrane protein 1-like protein

Q14409;P32189GK3P;GK -0,284124 2 2 6 60,597 0 4,7479 349220000 Putative glycerol kinase 3;Glycerol kinase

Q8NF50 DOCK8 -0,284555 42 42 26,8 238,53 0 138,43 5092200000 Dedicator of cytokinesis protein 8

Q6UW68 TMEM205 -0,285183 2 2 15,9 21,198 0 7,7079 777820000 Transmembrane protein 205

Q658Y4 FAM91A1 -0,286375 4 4 6,4 93,908 0 17,213 140300000 Protein FAM91A1

Q9BYB4 GNB1L -0,286521 5 5 23,5 35,618 0 15,961 416420000 Guanine nucleotide-binding protein subunit beta-like protein 1

O95243 MBD4 -0,287871 3 3 6,2 66,05 0 5,2585 72681000 Methyl-CpG-binding domain protein 4

O75427 LRCH4 -0,28823 4 4 10,5 73,449 0 11,397 316090000 Leucine-rich repeat and calponin homology domain-containing protein 4

P50613 CDK7 -0,289016 2 2 10,1 39,038 0 4,1814 81060000 Cyclin-dependent kinase 7

Q8IYS2 KIAA2013 -0,289034 4 4 8,5 69,156 0 12,733 129960000 Uncharacterized protein KIAA2013

P56182 RRP1 -0,290307 6 6 18,9 52,839 0 20,96 1219700000 Ribosomal RNA processing protein 1 homolog A

Q96BJ3 AIDA -0,290903 2 2 14,7 35,023 0 4,0356 52313000 Axin interactor, dorsalization-associated protein

Q8WYJ6 01. Sep -0,290905 12 12 41,4 41,97 0 49,384 3223100000 Septin-1

Q8TB03 CXorf38 -0,291201 5 5 29,8 36,67 0 12,51 240470000 Uncharacterized protein CXorf38

Q13576 IQGAP2 -0,291208 26 24 23,5 180,58 0 67,447 1573800000 Ras GTPase-activating-like protein IQGAP2

Q8N8R7 ARL14EP -0,291221 2 2 10,4 29,337 0,00021331 3,537 127030000 ARL14 effector protein

O75600 GCAT -0,291292 3 3 16,2 45,285 0 11,193 118310000 2-amino-3-ketobutyrate coenzyme A ligase, mitochondrial

P16930 FAH -0,291562 9 9 32 46,374 0 42,435 591370000 Fumarylacetoacetase

Q2TAA5 ALG11 -0,294244 4 4 11,2 55,65 0 4,515 82738000 GDP-Man:Man(3)GlcNAc(2)-PP-Dol alpha-1,2-mannosyltransferase

Q01831 XPC -0,294444 6 6 9,3 105,95 0 8,553 193010000 DNA repair protein complementing XP-C cells

Q86VU5 COMTD1 -0,294933 2 2 10,3 28,808 0,0027554 2,057 80152000 Catechol O-methyltransferase domain-containing protein 1

Q9H4A5 GOLPH3L -0,29541 5 4 23,9 32,767 0 8,3697 243550000 Golgi phosphoprotein 3-like

Q5JSL3 DOCK11 -0,297882 3 3 2,5 237,67 0,0010134 2,5751 120520000 Dedicator of cytokinesis protein 11

Q8IUR7 ARMC8 -0,298599 5 5 8,6 75,509 0 12,274 150610000 Armadillo repeat-containing protein 8

Q8NEZ5 FBXO22 -0,299802 5 5 14,9 44,508 0 17,836 447350000 F-box only protein 22

Q8NBF6 AVL9 -0,300129 8 8 14,7 71,947 0 19,366 405260000 Late secretory pathway protein AVL9 homolog

Q92820 GGH -0,301926 4 4 17 35,964 0 12,733 327210000 Gamma-glutamyl hydrolase

P26572 MGAT1 -0,302493 2 2 6,5 50,878 0,003885 1,8974 51465000 Alpha-1,3-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferase

Q6XQN6 NAPRT -0,30302 8 8 23,2 57,578 0 49,886 481620000 Nicotinate phosphoribosyltransferase

Q5JU69 TOR2A -0,303276 1 1 5 35,714 0,00021418 3,6156 28536000 Torsin-2A

P54277 PMS1 -0,30333 4 4 5,9 105,83 0 5,7763 69785000 PMS1 protein homolog 1

Q9NXC5 MIOS -0,30597 3 3 5,4 98,583 0 3,9248 131240000 WD repeat-containing protein mio

P98171 ARHGAP4 -0,307005 15 15 23,6 105,02 0 43,884 963000000 Rho GTPase-activating protein 4

Q8WY07 SLC7A3 -0,308904 3 3 6,9 67,168 0 5,5867 110870000 Cationic amino acid transporter 3

P62070 RRAS2 -0,310221 4 3 32,4 23,399 0 28,976 379440000 Ras-related protein R-Ras2

Q8NB16 MLKL -0,310307 2 2 4 54,478 0,00021169 3,3906 218480000 Mixed lineage kinase domain-like protein

Q9P000 COMMD9 -0,310744 5 5 43,4 21,819 0 40,66 630880000 COMM domain-containing protein 9

Q96N11 C7orf26 -0,310916 2 2 6 50,046 0 4,1639 24993000 Uncharacterized protein C7orf26

P0CG08;B7ZAQ6GPR89B;GPR89A-0,3116 3 3 11 52,916 0 8,4159 295480000 Golgi pH regulator B;Golgi pH regulator A

Q9H081 MIS12 -0,312649 3 3 16,1 24,14 0 6,4562 168180000 Protein MIS12 homolog

Q14147 DHX34 -0,312975 3 3 4,5 128,12 0,00021468 3,65 40389000 Probable ATP-dependent RNA helicase DHX34

O00458 IFRD1 -0,313137 9 9 27,7 50,268 0 35,569 690010000 Interferon-related developmental regulator 1

Q8NF91 SYNE1 -0,314427 8 8 1,6 1011,1 0 12,244 3144200000 Nesprin-1

Q8WU76 SCFD2 -0,314948 3 3 5,8 75,126 0 5,0232 40481000 Sec1 family domain-containing protein 2

P57105 SYNJ2BP -0,315082 1 1 9,7 15,928 0 4,4949 256940000 Synaptojanin-2-binding protein

O43813 LANCL1 -0,319843 3 3 10,3 45,283 0 7,0734 420430000 LanC-like protein 1

Q9Y3P8 SIT1 -0,31993 4 4 35,7 21,126 0 15,202 561790000 Signaling threshold-regulating transmembrane adapter 1

O14920 IKBKB -0,320214 3 3 4,4 86,563 0 5,9712 90453000 Inhibitor of nuclear factor kappa-B kinase subunit beta

Q9H270 VPS11 -0,320756 5 5 8,2 107,84 0 8,8653 72467000 Vacuolar protein sorting-associated protein 11 homolog

O75460 ERN1 -0,321721 3 3 5,1 109,73 0 9,3477 126260000 Serine/threonine-protein kinase/endoribonuclease IRE1;Serine/threonine-protein kinase;Endoribonuclease

Q15149 PLEC -0,321755 73 73 21,8 531,78 0 209,46 5059100000 Plectin

Q8TEB9 RHBDD1 -0,322 2 2 11,1 35,823 0,0023814 2,2067 45975000 Rhomboid-related protein 4

Q8NDZ4 C3orf58 -0,324238 2 2 6,5 49,481 0 4,4012 111040000 Deleted in autism protein 1

Q8TB36 GDAP1 -0,325702 2 2 8,4 41,345 0,0040556 1,8313 88920000 Ganglioside-induced differentiation-associated protein 1

Q9BTM9 URM1 -0,327023 2 2 19,8 11,38 0,00041701 3,096 203520000 Ubiquitin-related modifier 1

Q8N5I9 C12orf45 -0,327276 2 2 15,1 20,123 0 6,3027 204720000 Uncharacterized protein C12orf45

Q14657 LAGE3 -0,328453 1 1 16,1 14,804 0 8,4945 538180000 EKC/KEOPS complex subunit LAGE3

P53634 CTSC -0,329166 7 7 20,7 51,853 0 22,549 1488400000 Dipeptidyl peptidase 1;Dipeptidyl peptidase 1 exclusion domain chain;Dipeptidyl peptidase 1 heavy chain;Dipeptidyl peptidase 1 light chain

Q4G0F5 VPS26B -0,332694 4 3 14,9 39,154 0 9,5886 225360000 Vacuolar protein sorting-associated protein 26B

Q9H1E3 NUCKS1 -0,335845 3 3 18,9 27,296 0 8,8888 894120000 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1

Q92643 PIGK -0,337337 4 4 13,7 45,251 0 6,8978 202260000 GPI-anchor transamidase

Q96BD5 PHF21A -0,337693 2 2 4,1 74,853 0,002 2,3223 36048000 PHD finger protein 21A

Q9UPP1 PHF8 -0,337807 3 3 4,3 117,86 0 8,9121 154770000 Histone lysine demethylase PHF8

Q96K37 SLC35E1 -0,338228 2 2 12 44,772 0 35,787 329380000 Solute carrier family 35 member E1

P04792 HSPB1 -0,33868 8 8 66,3 22,782 0 26,849 2517900000 Heat shock protein beta-1

Q7L523 RRAGA -0,338735 3 3 11,8 36,566 0 5,2561 86355000 Ras-related GTP-binding protein A

Q99633 PRPF18 -0,339637 2 2 13,2 39,859 0,0010136 2,5788 53324000 Pre-mRNA-splicing factor 18

Q8N4H5 TOMM5 -0,339666 3 3 43,1 6,0352 0,0010075 2,4605 427620000 Mitochondrial import receptor subunit TOM5 homolog

Q5VST6 ABHD17B -0,340392 4 4 26 32,214 0 9,5671 267010000 Alpha/beta hydrolase domain-containing protein 17B

Q8WUQ7 CACTIN -0,343674 4 4 7,8 88,701 0 25,731 267240000 Cactin

Q9UKR5 C14orf1 -0,34584 2 2 12,1 15,864 0,00021204 3,4109 109650000 Probable ergosterol biosynthetic protein 28

P21399 ACO1 -0,347721 14 14 21,4 98,398 0 45,176 1302800000 Cytoplasmic aconitate hydratase

Q06330 RBPJ -0,347997 3 3 6,6 55,637 0 6,1089 145770000 Recombining binding protein suppressor of hairless

P04921 GYPC -0,34896 1 1 20,3 13,81 0 9,1794 244800000 Glycophorin-C

Q9P031 CCDC59 -0,349677 2 2 10,8 28,669 0 4,3377 106340000 Thyroid transcription factor 1-associated protein 26

Q9HC52 CBX8 -0,351976 4 4 12,6 43,395 0,00042052 3,2521 59480000 Chromobox protein homolog 8

Q96FV2 SCRN2 -0,351992 4 4 25,2 46,596 0 18,752 344190000 Secernin-2

Q6ZNJ1 NBEAL2 -0,352567 15 15 10,1 302,51 0 53,285 1023400000 Neurobeachin-like protein 2

Q8IXM2 BAP18 -0,354065 3 3 37,2 17,9 0 8,7871 451670000 Chromatin complexes subunit BAP18

Q6P158 DHX57 -0,354738 8 6 7,7 155,6 0 6,8312 175870000 Putative ATP-dependent RNA helicase DHX57

Q9BRA0 NAA38 -0,357234 3 3 44 13,514 0,00021195 3,4069 194180000 N-alpha-acetyltransferase 38, NatC auxiliary subunit

P30622 CLIP1 -0,357511 3 3 2,1 162,24 0,0027652 2,1292 79677000 CAP-Gly domain-containing linker protein 1

P18074 ERCC2 -0,36119 4 4 8,8 86,908 0 13,41 180010000 TFIIH basal transcription factor complex helicase XPD subunit

Q9NZ43 USE1 -0,362833 3 3 13,5 29,371 0 6,9775 110620000 Vesicle transport protein USE1

Q00653 NFKB2 -0,36607 16 15 30,8 96,748 0 44,924 1299300000 Nuclear factor NF-kappa-B p100 subunit;Nuclear factor NF-kappa-B p52 subunit

P07339 CTSD -0,366877 11 11 38,1 44,552 0 50,581 2451100000 Cathepsin D;Cathepsin D light chain;Cathepsin D heavy chain

O96033 MOCS2 -0,367881 2 2 28,4 9,7552 0,00061971 2,9377 101600000 Molybdopterin synthase sulfur carrier subunit

P48454 PPP3CC -0,371744 4 2 7,2 58,129 0,0018058 2,3762 71885000 Serine/threonine-protein phosphatase 2B catalytic subunit gamma isoform

Q8N9N8 EIF1AD -0,372935 5 5 34,5 19,053 0 33,507 525880000 Probable RNA-binding protein EIF1AD

Q96DH6 MSI2 -0,373341 3 3 13,4 35,196 0 9,6861 186910000 RNA-binding protein Musashi homolog 2

P04424 ASL -0,375815 2 2 6,2 51,657 0 4,1492 66542000 Argininosuccinate lyase

Q8N5C6 SRBD1 -0,376395 2 2 3,1 111,77 0,0042455 1,8153 51562000 S1 RNA-binding domain-containing protein 1

Q7L1W4 LRRC8D -0,379095 3 3 5,9 98,2 0 6,8658 121710000 Volume-regulated anion channel subunit LRRC8D

Q86YV0 RASAL3 -0,379229 21 21 32,2 111,9 0 78,831 1503700000 RAS protein activator like-3

P84243 H3F3A -0,381175 6 1 48,5 15,328 0 25,479 9,4278E+10 Histone H3.3

P62805 HIST1H4A -0,381275 14 14 65 11,367 0 160,33 3,8075E+11 Histone H4

Q9UI08 EVL -0,38154 11 10 35,8 44,619 0 43,425 645130000 Ena/VASP-like protein

P48380 RFX3 -0,384847 2 2 6,7 83,529 0 6,2528 127610000 Transcription factor RFX3

P20936 RASA1 -0,387506 2 2 3,7 116,4 0,0038964 1,9183 117280000 Ras GTPase-activating protein 1

Q6UXV4 APOOL -0,387959 2 2 11,2 29,159 0 4,0202 86460000 MICOS complex subunit MIC27

Q7Z7H5 TMED4 -0,389051 6 5 34,8 25,943 0 19,258 633190000 Transmembrane emp24 domain-containing protein 4

Q8N511 TMEM199 -0,389162 2 2 17,8 23,13 0 11,258 201920000 Transmembrane protein 199

Q9BQE5 APOL2 -0,393103 4 4 19,3 37,092 0 26,953 245210000 Apolipoprotein L2

P14649 MYL6B -0,405394 4 2 26,4 22,764 0,00061767 2,8744 56522000 Myosin light chain 6B

Q96DA2 RAB39B -0,406101 2 2 10,8 24,622 0,0035163 1,945 104730000 Ras-related protein Rab-39B

Q9BPY3 FAM118B -0,410467 2 2 8,3 39,499 0,00061817 2,886 133430000 Protein FAM118B

O43822 C21orf2 -0,412962 2 2 10,5 28,34 0 5,7093 54513000 Protein C21orf2

Q9UPM8 AP4E1 -0,416134 2 2 2,6 127,29 0 7,9891 85971000 AP-4 complex subunit epsilon-1

Q15532 SS18 -0,417204 2 2 6,2 45,929 0 6,762 349700000 Protein SSXT

Q14019 COTL1 -0,417284 4 4 36,6 15,945 0 16,401 586880000 Coactosin-like protein

Q2TAZ0 ATG2A -0,417714 2 2 2 212,86 0 4,9458 44316000 Autophagy-related protein 2 homolog A

Q8N111 CEND1 -0,421361 2 2 25,5 14,954 0,00041973 3,2208 147520000 Cell cycle exit and neuronal differentiation protein 1

P29372 MPG -0,425462 2 2 9,1 32,868 0 7,76 110560000 DNA-3-methyladenine glycosylase

Q5MIZ7 SMEK2 -0,433448 7 4 9,3 97,457 0 4,7456 87474000 Serine/threonine-protein phosphatase 4 regulatory subunit 3B

Q12981 BNIP1 -0,437449 4 4 14,5 26,132 0 3,9689 315310000 Vesicle transport protein SEC20

Q9P0J7 KCMF1 -0,440814 3 3 13,4 41,945 0 17,383 185900000 E3 ubiquitin-protein ligase KCMF1

P16220 CREB1 -0,440987 3 3 14,7 36,688 0 6,065 535730000 Cyclic AMP-responsive element-binding protein 1

Q9NXS2 QPCTL -0,445627 3 3 20,7 42,924 0 14,203 358390000 Glutaminyl-peptide cyclotransferase-like protein

Q96NB2 SFXN2 -0,447854 6 6 26,4 36,231 0 10,674 243770000 Sideroflexin-2

Q53GS7 GLE1 -0,448863 3 3 8,7 79,835 0 6,7866 54647000 Nucleoporin GLE1

Q8IV04 TBC1D10C -0,449552 6 6 23,8 49,712 0 18,537 191790000 Carabin

Q8N2K0 ABHD12 -0,45182 2 2 9,5 45,096 0,0016061 2,3895 49466000 Monoacylglycerol lipase ABHD12

Q8IZD4 DCP1B -0,452412 2 2 6 67,722 0,0061279 1,6865 56652000 mRNA-decapping enzyme 1B

Q9BRJ6 C7orf50 -0,453154 3 3 29,4 22,083 0 10,381 663710000 Uncharacterized protein C7orf50

O95236 APOL3 -0,454781 5 5 19,2 44,278 0 8,1807 322200000 Apolipoprotein L3

A4UGR9 XIRP2 -0,460926 2 2 0,8 382,3 0,00061881 2,9186 74813000 Xin actin-binding repeat-containing protein 2

Q96K21 ZFYVE19 -0,462119 3 2 7,2 51,546 0 3,9036 65832000 Abscission/NoCut checkpoint regulator

P03928 MT-ATP8 -0,464784 3 3 48,5 7,9916 0 7,9618 350540000 ATP synthase protein 8

O15118 NPC1 -0,466397 1 1 0,9 142,17 0,00061932 2,9336 69745000 Niemann-Pick C1 protein

Q9HCF6 TRPM3 -0,467374 2 2 2 197,57 0,0040588 1,8425 37201000 Transient receptor potential cation channel subfamily M member 3

Q15545 TAF7 -0,468016 4 4 12,9 40,259 0 5,0954 119670000 Transcription initiation factor TFIID subunit 7

Q86Y79 PTRH1 -0,468671 1 1 11,7 22,936 0 8,3999 63968000 Probable peptidyl-tRNA hydrolase

Q8IYB5 SMAP1 -0,47347 3 3 7,7 50,386 0 8,5189 136750000 Stromal membrane-associated protein 1

P56589 PEX3 -0,473631 4 4 24,1 42,139 0 6,7747 188170000 Peroxisomal biogenesis factor 3

O43379 WDR62 -0,479271 4 4 3,8 165,95 0 14,877 80868000 WD repeat-containing protein 62

Q53EL6 PDCD4 -0,483499 8 8 26 51,735 0 34,98 1234500000 Programmed cell death protein 4

P29597 TYK2 -0,484412 4 4 6,3 133,65 0 9,3783 168970000 Non-receptor tyrosine-protein kinase TYK2

Q6P2P2 PRMT9 -0,488289 2 2 2,5 94,5 0,002381 2,202 38122000 Putative protein arginine N-methyltransferase 9

Q01804 OTUD4 -0,495166 2 2 2,9 124,04 0 15,501 143290000 OTU domain-containing protein 4

C9JLW8 FAM195B -0,495756 2 2 29,9 10,92 0 4,1012 140310000 Protein FAM195B

Q96C23 GALM -0,496803 3 3 12,3 37,765 0 16,064 265180000 Aldose 1-epimerase

P30536 TSPO -0,504182 2 2 9,5 18,828 0,0019928 2,2577 230340000 Translocator protein

O60645 EXOC3 -0,510368 6 6 10,8 86,844 0 10,372 290170000 Exocyst complex component 3

Q96T60 PNKP -0,517794 9 9 24,8 57,076 0 26,353 320840000 Bifunctional polynucleotide phosphatase/kinase;Polynucleotide 3-phosphatase;Polynucleotide 5-hydroxyl-kinase

Q6P1K8;Q13888GTF2H2C;GTF2H2-0,530501 3 3 11,6 44,452 0 5,9083 234420000 General transcription factor IIH subunit 2-like protein;General transcription factor IIH subunit 2

Q5VV52 ZNF691 -0,533451 2 2 8,9 35,809 0,00021142 3,3612 21514000 Zinc finger protein 691

Q12851 MAP4K2 -0,541765 5 5 11 91,555 0 7,909 80171000 Mitogen-activated protein kinase kinase kinase kinase 2

Q9BXI6 TBC1D10A -0,556499 2 2 6,7 57,117 0,004435 1,7994 59098000 TBC1 domain family member 10A

Q96MF7 NSMCE2 -0,573611 3 3 10,9 27,932 0 3,7536 116680000 E3 SUMO-protein ligase NSE2

P25774 CTSS -0,58037 3 3 10,3 37,495 0 9,6205 1224400000 Cathepsin S

Q9UIW2 PLXNA1 -0,585128 3 3 2,3 211,06 0,0023866 2,2332 274800000 Plexin-A1

O00754 MAN2B1 -0,586652 7 7 11,3 113,74 0 23,214 287840000 Lysosomal alpha-mannosidase;Lysosomal alpha-mannosidase A peptide;Lysosomal alpha-mannosidase B peptide;Lysosomal alpha-mannosidase C peptide;Lysosomal alpha-mannosidase D peptide;Lysosomal alpha-mannosidase E peptide

P13498 CYBA -0,586796 2 2 8,7 21,012 0,0040619 1,8615 62707000 Cytochrome b-245 light chain

Q9HAH7 FBRS -0,587641 2 2 10,4 48,388 0,001025 2,805 53618000 Probable fibrosin-1

Q03188 CENPC -0,596972 2 2 3 106,83 0,00021151 3,3774 88728000 Centromere protein C

Q9UKG1 APPL1 -0,601847 3 3 6,1 79,663 0 4,2748 48310000 DCC-interacting protein 13-alpha



Q9H714 KIAA0226L -0,603336 3 3 9,1 73,457 0 3,8598 121890000 Uncharacterized protein KIAA0226-like

Q68EM7 ARHGAP17 -0,62687 2 2 3,6 95,436 0,00041797 3,1474 93033000 Rho GTPase-activating protein 17

Q96EY5 MVB12A -0,639962 1 1 5,5 28,783 0,0074427 1,6269 29457000 Multivesicular body subunit 12A

Q15118 PDK1 -0,642463 6 5 15,1 49,244 0 7,8993 163090000 [Pyruvate dehydrogenase (acetyl-transferring)] kinase isozyme 1, mitochondrial

Q9NRP4 SDHAF3 -0,65304 2 2 35,2 14,651 0 15,033 126560000 Succinate dehydrogenase assembly factor 3, mitochondrial

Q9H3H1 TRIT1 -0,667538 2 2 7,7 52,725 0,0027581 2,0806 48721000 tRNA dimethylallyltransferase, mitochondrial

P59768 GNG2 -0,668135 2 2 39,4 7,8501 0 8,2729 456990000 Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-2

O00400 SLC33A1 -0,670589 2 2 8,6 60,908 0 7,955 276960000 Acetyl-coenzyme A transporter 1

Q96G28 CFAP36 -0,676526 2 2 14,3 39,446 0 6,8246 42487000 Cilia- and flagella-associated protein 36

Q9ULG1 INO80 -0,68701 2 2 1,7 176,75 0,0010196 2,6737 25627000 DNA helicase INO80

P04179 SOD2 -0,695823 8 8 53,6 24,75 0 28,689 1279800000 Superoxide dismutase [Mn], mitochondrial

Q9BVC5 C2orf49 -0,708008 3 3 15,9 25,858 0 5,0158 110600000 Ashwin

Q8N954 GPATCH11 -0,712803 2 2 8,1 33,277 0 5,4186 139840000 G patch domain-containing protein 11

P35080 PFN2 -0,713247 2 2 20 15,046 0 6,8693 183630000 Profilin-2

Q8IYJ3 SYTL1 -0,722563 2 2 5,5 61,856 0,00042248 3,3304 108300000 Synaptotagmin-like protein 1

Q8NHG8 ZNRF2 -0,744417 2 2 21,1 24,115 0,0002129 3,4711 184730000 E3 ubiquitin-protein ligase ZNRF2

O14936 CASK -0,753531 3 3 3,1 105,12 0,0096427 1,4779 30000000 Peripheral plasma membrane protein CASK

P52657;REV__Q6UB99GTF2A2 -0,76296 2 2 14,7 12,457 0 9,3191 230790000 Transcription initiation factor IIA subunit 2

Q96E22 NUS1 -0,770412 2 2 7,8 33,224 0,0010173 2,6283 88718000 Dehydrodolichyl diphosphate syntase complex subunit NUS1

Q5VWN6 FAM208B -0,776652 3 3 1,9 268,84 0 7,8507 84254000 Protein FAM208B

Q8N5F7;Q5M9Q1NKAP;NKAPL -0,811726 2 2 6,3 47,138 0,00041728 3,1016 130050000 NF-kappa-B-activating protein;NKAP-like protein

Q5BKY9;Q8N9E0FAM133B;FAM133A-0,838048 2 2 7,7 28,385 0,00021268 3,4596 125770000 Protein FAM133B;Protein FAM133A

Q9H7E9 C8orf33 -0,886555 2 2 11,8 24,992 0 8,1674 653270000 UPF0488 protein C8orf33

P26447 S100A4 -0,893377 2 2 18,8 11,728 0,0020048 2,3634 133230000 Protein S100-A4

Q9H582 ZNF644 -0,898081 3 3 3,9 149,56 0,00042212 3,3219 60677000 Zinc finger protein 644

Q8N5M9 JAGN1 -0,900664 2 2 13,1 21,125 0 5,4237 263990000 Protein jagunal homolog 1

Q96SB3 PPP1R9B -0,904139 3 3 4,9 89,191 0 5,1102 185040000 Neurabin-2

Q9HD47 RANGRF -0,918701 2 2 16,7 20,448 0 37,071 647190000 Ran guanine nucleotide release factor

Q9BUI4 POLR3C -0,961376 2 2 7,3 60,611 0 6,8575 402220000 DNA-directed RNA polymerase III subunit RPC3

Q9Y303 AMDHD2 -0,987961 4 4 12,5 43,747 0 5,7142 21390000 Putative N-acetylglucosamine-6-phosphate deacetylase

Q5TA45 CPSF3L -1,0258 4 4 13,5 67,662 0 9,2633 1696200000 Integrator complex subunit 11

Q9BTX7 TTPAL -1,05928 2 2 9,9 38,515 0,0031422 2,0204 67542000 Alpha-tocopherol transfer protein-like

Q9UBX3 SLC25A10 -1,13081 3 3 16 31,282 0 6,7968 113420000 Mitochondrial dicarboxylate carrier

Q9NWA0 MED9 -1,19621 1 1 15,8 16,403 0,00061792 2,8833 30454000 Mediator of RNA polymerase II transcription subunit 9

Q8NDD1 C1orf131 -1,20936 2 2 11,9 32,61 0 7,2168 123650000 Uncharacterized protein C1orf131

Q69YQ0 SPECC1L -1,32941 3 3 4 124,6 0,0010221 2,7409 79769000 Cytospin-A

P50416 CPT1A -1,411 3 3 5,6 88,367 0 3,9888 49289000 Carnitine O-palmitoyltransferase 1, liver isoform

Q9UQ90 SPG7 -1,45835 4 4 8,2 88,234 0 9,4462 96237000 Paraplegin

P51172 SCNN1D -1,47666 2 2 3,2 87,849 0,0010095 2,4939 340680000 Amiloride-sensitive sodium channel subunit delta

P42336 PIK3CA -1,4806 3 3 4,9 124,28 0 8,3598 81955000 Phosphatidylinositol 4,5-bisphosphate 3-kinase catalytic subunit alpha isoform

Q9ULR0 ISY1 -1,5282 3 3 14,7 32,992 0 29,348 670010000 Pre-mRNA-splicing factor ISY1 homolog

Q9GZN1 ACTR6 -1,57248 2 2 6,8 45,81 0 10,937 121350000 Actin-related protein 6

P17050 NAGA -1,63787 2 2 5,6 46,564 0 4,133 209410000 Alpha-N-acetylgalactosaminidase

Q5BJF6 ODF2 -1,65553 2 2 4,1 95,4 0 21,147 461000000 Outer dense fiber protein 2

O43292 GPAA1 -2,00775 2 2 3,1 67,622 0,0025707 2,1469 125540000 Glycosylphosphatidylinositol anchor attachment 1 protein

O94761 RECQL4 -2,56918 2 2 2,6 133,07 0,00021404 3,5991 158430000 ATP-dependent DNA helicase Q4

Q7Z7H8 MRPL10 -2,91485 2 2 13,8 29,282 0,0035204 1,9596 1618400000 39S ribosomal protein L10, mitochondrial
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[bookmark: _GoBack]Supplemental Figure 1: Interference with SHIP2 activity decreases proliferation of Burkitt’s lymphoma cells. A. Gene structure of the SHIP2-coding gene INPPL1 according to Ensembl Transcript ID ENST00000298229.7. Numbers indicate the respective exon. Exons in in grey, 3’- and 5’-UTRs as blank spaces. B and C. Target sites of the single guide RNAs utilized for CRISPR/Cas9 silencing of the INPPL1 gene. The genetic mutations were assessed by genomic PCR of the respective exons followed by sequencing and the prediction of the final amino acid chain after targeting. D. Results of the sequencing were validated by Western Blot analysis of cleared cellular lysates. Daudi, Ramos and DG75 cells were reconstituted with a Citrine-SHIP2 (CitSHIP2) using the PiggyBac transposase transposon system. E. Cells were stained with an IgM-AF647 and subjected to flow cytometry. F. Surface IgM levels of Raji cell lines compared to Daudi cells. G. SHIP2 and GFP protein levels after induced expression of shRNA targeting INPPL1 (shINPPL1) or of the non-targeting control (shNTC) as obtained by Western Blot analysis of cleared cellular lysates after 4 days of Doxycycline treatment (left panel). The proliferation of the same cells was assessed by XTT assay (right panel). Data is normalised to non-induced cells. Significance was calculated using one-way-ANOVA. If not indicated otherwise experiments were performed n ≥ 3. Error bars indicate the standard deviation. Significance is indicated by p<0.05 *, p<0.01 **, p<0.001 ***, p<0.0001 ****.

Supplemental Figure 2: Loss of SHIP2 coincides with decreased survival of BL cell lines. A. Gating strategy for the cell counting proliferation assay in Raji cells for day 0 and day 6. Dead cells and cell debris were excluded and single cells counted. B. Gating strategy for the AnnexinV-based apoptosis assay. Cell debri was excluded and the resulting cells categorized according to their 7-AAD and AnnexinV-APC signal. 7-AAD-/AnnexinV- = living cells, 7-AAD+/AnnexinV- = necrotic cells, 7-AAD-/AnnexinV+ = early apoptotic cells, 7-AAD+/AnnexinV+ = late apoptotic cells. C. Gating strategy for the intracellular staining of cleaved caspase-3. Cell debris was excluded and cells were gated for single cells. 

Supplemental Figure 3: Tonic PI3K-AKT and MAPK signaling remain unchanged upon SHIP2-deficiency. A. Gating strategy for the intracellular staining of phosphorylated Akt at serine 473. Cell debris was excluded and single cells were gated for further analysis. Unstained WT cells served as negative control. B. Intracellular staining for pAKT(S473) in Ramos cells after induced expression of shINPPL1 or shNTC combined with AS1949490 treatment. The data was normalised to WT control cells treated with DMSO that served as vehicle control. Cells were induced with doxcycycline for 5 days. C. pAKT(S473) levels of Daudi and DG75 WT cells after treatment with either AS1949490 or DMSO as vehicle control. The cells were treated for 30 min with AS1949490 and subsequently subjected to intracellular staining. The data was normalised to the respective DMSO control. If not indicated otherwise experiments were performed n ≥ 3. Error bars indicate the standard deviation. Significance was calculated by two-way-ANOVA and is indicated by p<0.05 *, p<0.01 **, p<0.001 ***, p<0.0001 ****.

Supplemental Figure 4: SHIP2-deficiency increases sensitivity of BL cells to PI3K inhibition. Apoptosis of Daudi (A.) and Ramos (B.) cells after 24 h treatment with 200 nM Copanlisib or 5 % TFA as vehicle. Apoptosis was visualized by AnnexinV/7-AAD staining. Cells were cultured in normal medium containing 10 % FCS. C. Proliferation of Daudi, Ramos and DG75 cell lines after treatment with the AKT inhibitor Capivasertibt. Living cells were counted on day 7 (Daudi) or day 4 (Ramos, DG75) and normalised to d0. Treatment with 1 µM Capivasertib or DMSO as vehicle control was started one day prior to read out. D. Intracellular staining for pAKT(S473) of Daudi, Ramos and DG75 WT cells after treatment with either copanlisib, a combination of copanlisib and AS1949490 or a mixture of 5 % TFA and DMSO as vehicle control. The cells were incubated for 30 min with respective treatments prior to intracellular staining. If not indicated otherwise experiments were performed n ≥ 3. Error bars indicate the standard deviation. Significance was calculated by two-way-ANOVA and is indicated by p<0.05 *, p<0.01 **, p<0.001 ***, p<0.0001 ****.

Supplemental Figure 5: Loss of SHIP2 correlates with reduced ATP production in BL cell lines. A. Gating strategy for the cell cycle assay. Cell debris was removed and only single cells were analysed further. The propidium iodide (PI) content in the cells was then analysed using FlowJos Watson-Pragmatic model for cell cycle analysis. B. Quantification of the cell cycle phases of Daudi and Ramos cell lines. Cells were fixed, permeabilised, stained with PI and gated according to A. C. Gating strategy for the glucose uptake assay. Cell debris was excluded and only cells with a low 7-AAD signal were considered for further analysis. The content of 2-NBDG in the cells was then quantified by measuring fluorescence in the FITC channel. D. Analysis of the mitochondria in Daudi WT, SHIP2-deficient and reconstituted cells. The cells were stained with MitoTracker™ Deep Red and subjected to imaging flow cytometry. No significant alterations could be observed in the intensity, the general mitochondrial area and the mitochondrial area relative to the cell area. If not indicated otherwise experiments were performed n ≥ 3. Error bars indicate the standard deviation. Significance was calculated by two-way-ANOVA.

Supplemental Figure 6: Expression of a TAPP1-PH construct reveals a decreased pool of PI(3,4)P2 on the plasma membrane and negatively impacts proliferation of BL cells. A. Gating strategy utilized to visualize the loss of the GFP-2xTAPP1-PH or GFP only construct. Dead cells and cell debris were removed by gating and the GFP content of the resulting cells was measured over a time span of 3 days after induction and washing. B. Histograms of GFP-positive Ramos and DG75 cells at indicated time points after electroporation of plasmids encoding either GFP-2xTAPP1-PH or GFP as control. Both cell lines were transfected with the TAPP1-PH construct or GFP by electroporation and the percentage of GFP positive cells was monitored over the next 4 days. C. Histograms of GFP-positive Ramos and DG75 cells at indicated time points after induced expression of GFP-2xTAPP1-PH or GFP as control.

Supplemental Figure 7: Targeting SHIP1 in BL cell lines compares to SHIP2-deficiency. A. Proliferation of Ramos cell lines after treatment with the SHIP1 inhibitor 3AC. Proliferation was assessed by XTT assay after 24 h treatment with 10 µM 3AC. Significance was calculated by two-way-ANOVA. B. Intracellular staining for pAKT(S473) in Ramos and Daudi WT and SHIP2-negative cells after induced expression of either shINPP5D or shNTC. The expression of the shRNAs were induced with doxycycline for 5 days and subjected to intracellular staining. C. Proliferation of the same cells as in B. Proliferation was visualized with the XTT assay after 5 days of shRNA induction. Data was normalised to non-induced cells and significances calculated by one-way-ANOVA. Proliferation of Ramos WT or SHIP2-deficient cells after induced expression of either shINPP5D or shNTC combined with inhibitors targeting mTORC1 (D.), PDK1 (F.) or AKT (E. and G.). The histograms represent the respective levels of GFP positive cells after 6 days of shINPP5D induction and 2 days treatment with 100 nM Rapamycin, 1 µM Ipatasertib, 2,5 µM GSK2334470 or 1 µM Capivasertib respectively. DMSO served as vehicle control. The number of GFP positive cells was normalised to day 0. Significance was calculated by two-way-ANOVA. If not indicated otherwise experiments were performed n ≥ 3. Error bars indicate the standard deviation. Significance is indicated by p<0.05 *, p<0.01 **, p<0.001 ***, p<0.0001 ****.



