Table 1. Genes differentially expressed between adult T-ALL overexpressing ABL1 and the remaining T-
ALL cases. Genes are rank-ordered according to their p-value.

Probeset Gene symbol p-value FC GenBank Gene function Chromosome Expression in
ID ID location “high”
ABLI cases
38847 _at MELK <10 2.79 NM_014791 Protein amino acid phosphorylation 9pl13.2 High
37999_at CPOX <10* 2.86 NM_000097 Heme biosynthesis 3ql2 High
38711 _at CLASP2 <10 2.33 NM_015097 Cell division 3p23 High
40822 _at NFATC3 0.00011 2.06 NM_004555 Regulation of transcription from 16q22.2 High
RNA polymerase II promoter
41638 _at PPWDI1 0.00025 2.13 NM_015342 Protein folding 5q12.3 High
41278 _at BAF53 0.00085 2.08 NM_004301 Regulation of transcription, 3q26.33 High
DNA-dependent
39388 _at CAMK2G 0.00088 2.32 NM_001222 Protein amino acid phosphorylation 10q22 High
32916 _at PTPRE 0.0011 2.13 NM_006504 Protein amino acid dephosphorylation 10926 High
36511 _at SACMIL 0.0014 2.16 NM_014016 Unknown 3p21.3 High
38834 _at TOPBPI 0.0015 2.55 NM_007027 DNA replication and 3q22.1 High
chromosome cycle
33301_g_at CDC2L1 0.0017 2.16 NM_001787 Regulation of transcription, 1p36 High
DNA-dependent
32767 _at SIL 0.0025 223 NM_003035 Cell proliferation 1p32 High
40828 _at ARHGEF7 0.0025 2.08 NM_003899 Signal transduction 13q34 High
38431 _at MAPK9 0.0026 2.24 NM_002752 Protein amino acid phosphorylation 5935 High
35663 _at NPTX2 0.0028 3.68 NM_002523 Synaptic transmission 7q21.3-q22.1 High
38325 _at MINPPI1 0.003 2.58 NM_004897 Multiple inositol-polyphosphate 10923 High
phosphatase activity
35747 _at SDFR1 0.0035 228 NM_012428 Receptor 15q22 High
32954 at RIF1 0.0038 2.54 NM 018151 Response to DNA damage stimulus 2q23.3 High
34893 at NDUFV2 0.0043 2.02 NM_021074 Mitochondrial electron transport 18p11.31-pl11.2 High
35364 _at APPBPI 0.0044 2.02 NM_001018159 Ubiquitin cycle 16q22 High
40334 _at CSTF2 0.0072 2.34 NM_001325 mRNA processing Xq22.1 High
40082 _at ACSLI 0.0081 3.04 NM_001995 Lipid metabolism 4q34-q35 High
38353 at TUBGCP3 0.0085 22 NM_006322 Microtubule cytoskeleton organization 13q34 High
39379_at Clorfl21 0.0094 2.06 NM_016076 Unknwon 1q44 High
37305_at EZH2 0.011 2.16 NM_004456 Regulation of transcription, DNA- 7q35-q36 High
dependent
39677 _at PSF1 0.011 2.58 NM_021067 DNA replication 20p11.21 High
33772_at PTGER4 0.013 3.09 NM_000958 Immune response 5pl3.1 High
818 s at ATRX 0.013 2.12 NM_000489 Regulation of transcription, DNA- Xql3.1-q21.1 High
dependent
582 g at NR2C1 0.014 2.63 NM_001032287 Regulation of transcription, DNA- 12q22 High
dependent
40018 _at NUPLI 0.014 2.58 NM_001008564 Transport 13q12.13 High
33219_at USP33 0.018 2.03 NM_015017 Protein deubiquitination 1p31.1 High
41129_at TMEM41B 0.02 2.45 NM_015012 Integral to membrane 11pl15.4 High
38992 at DEK 0.021 2.17 NM_003472 Regulation of transcription from RNA 6p23 High
polymerase II promoter
32223 at SFRS14 0.021 2.04 NM_001017392 Nuclear mRNA splicing 19p12 High
41716_at DMXL2 0.021 2.42 NM_015263 Translational initiation 15q21.2 High
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