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Supplementary Table 1

File Type: HaloPlex Design Report
Platform: lon Torrent PGM/S5

167 Target IDs resolved to 167 targets comprising 2,707 regions.
Region Size: 548.261 kbp

# Amplicon Summary

Total Amplicons: 71,850

Total Target Bases Analyzable: 547.27 kbp
Total Sequenceable Design Size: 1.50 Mbp
Target Coverage: 99.82 %

# Target Parameters
Databases: RefSeq, Ensembl, CCDS

Region: Coding Exons

Region Extension: 10 bases from 3' end and 10 bases from 5' end.

Allow Synonyms: No

# Probe Tiling Parameters
Stringency: Balanced

Optimize for FFPE Samples: Yes

# Target and Probe Details
# TargetlD: The identifier entered in the Targets list.

# Interval: The genomic interval of the target.

# Regions: The number of regions within this target.

# Size: The total size (in base pairs) of the regions.

# Database(s): The databases in which this target was found.

TargetID Interval Region Size  Databases
ABCA3 chr16:2326665-2376477 30 5715
AFF3 chr2:100167926-100720926 23 4216
ALK chr2:29416080-30143535 29 5443
APC chr5:112043405-112179833 16 9017
ARID1A chr1:27022885-27107257 20 7258
ARID3B chr15:74836268-74888125 8 1843
ATM chr11:108098342-108236245 62 10411
ATRX chrX:76763819-77041497 35 8179
B2m chr15:45003735-45008550 420
BACH2 chr6:90642117-90718573 4 2606
BAX chr19:49458176-49464903 882
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Supplementary Table 2

" Normal Allele Transcript Amino Acid Variant

Sample Position Genotype Genotype Frequency Gene Change Effect
FL chr16:11348972 /T c/c 21% 50Cs1 NM_003745.1 p.Gly122Arg  missense
FL chr16:11349099 G/C G/G 16% socs1 NM_003745.1 p.Phe79Leu missense
FL chr16:11349328 G/C G/G 7% S0CS1 NM_003745.1 p.Ala3Gly missense
FL chr3:183225946 G/C G/G 13% KLHL6 NM_130446 p.Y270X stopgain
FL chr6:26157109 c/T c/c 32% HISTIH1E ~ NM_005321.2 p.Alal64Val missense
FL chr6:37138554 G/A G/G 25% PIM1 NM_002648.3 p.Glu30Lys missense
FL chr8:113564889 G/T G/G 14% CSMD3 NM_198123.1 p.Pro1432His  missense
FL chrX:76912081 C/A c/c 14% ATRX NM_000489.4 p.Glul395Ter  nonsense
PCNSL  chr2:100210093 G/A G/G 36% AFF3 NM_001025108.1  p.Ser702Leu missense
PCNSL  chr3:38182292 G/A G/G 47% MYD88  NM_001172567.1  p.Ser251Asn  missense
PCNSL  chr6:41903709 G/A G/G 20% CCND3 NM_001760.4 p.Thr283lle missense
PCNSL  chr7:2977605 A/G A/A 33% CARD11 NM_032415.5 p.Met360Thr  missense
PCNSL chr7:82785041 T/G T/T 20% PCLO NM_033026.5 p.lle306Leu missense
PCNSL  chr8:113564889 G/T G/G 37% CSMD3 NM_198123.1 p.Pro1432His missense
PCNSL  chrX:76939829 T/G J. 48% ATRX NM_000489.4 p.Lys307Gln missense



