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@ Original Sequencing Data (Expert-curated)

o Chromo HGVSc | HGVSp | Total | Variant Variant|Reference| HGYSP
Variant id Chr pos | Gene Exon| NM ID COSMIC id | Consequences desc
some desc desc | depth |frequency| counts| counts | o Gen
ABL1_chr9_133760827_G>A 9:133760827 ABL1 9 11 NM_005157 c.3150G>A p.Met1050Ile 427 0.059 - missense_variant 25 402 p.M10501
ERBB2_chr17_37868208_C>T  17:37868208 ERBB2 17 8 NM_004448 ¢.929C>T p.Ser310Phe 2090 0.14 COSM48358 missense_variant 292 1798 p.S310F
EGFR_chr7_55259515_T>G 7:55259515  EGFR 7 21 NM_005228 ¢.2573T>G p.Leu858Arg 3402 0.286 COSM6224 missense_variant 973 2429 p.L858R
ABL1_chr9_133760827_G>A 9:133760827 ABL1 9 11 NM_005157 ¢.3150G>A p.Met1050Ile 427 0.059 - missense_variant 25 402 p.M10501
ERBB2_chr17_37868208_C>T  17:37868208 ERBB2 17 8 NM_004448 ¢.929C>T p.Ser310Phe 2090 0.14 COSM48358 missense_variant 292 1798 p.S310F
EGFR_chr7_55259515_T>G 7:55259515  EGFR 7 21 NM_005228 ¢.2573T>G p.Leu858Arg 3402 0.286 COSM6224 missense_variant 973 2429 p.L858R
@ _In-depth analysis I — Mutational landscape @ In-depth analysis IT - Pathway analysis
Pathway /01-';?; Gene #  Freq Specimen ID \WNT signaling RTK-RAS signaling
B-catenin/WNT  TSG APC 12 % NN EEEEEEE ERBB2
B-catenin/WNT  TSG AXIN2 3 B 15% Ol | | WNT [ 1GF2 ] [mm 4.0% Im.n::“;.o% |]
B-catenin/WNT  TSG AMER1 1 | 5% B T
RTK/RAS/RAF/MEK  ONC KRAS 12 5% HEER [ [ [ [ [ [ []
RTK/RAS/RAF/MEK  ONC ERBB3 1 5% | |
RTK/RAS/RAF/MEK ONC ALK 1 5% .
RTK/RAS/RAF/MEK  ONC NTRK2 1 5% | | N ]
RTK/RAS/RAF/MEK ~ ONC NRAS 1 5% [G50% [ 50% |
PI3K/AKT/mTOR  ONC PIK3CA 2 10% [ ] ] e
PI3K/AKT/mTOR  TSG TSC2 1 5% | | e
PI3K/AKT/mTOR  TSG PIK3R1 1 5% | |
PI3K/AKT/mTOR ONC AKT2 1 5% - Nz
cell cycle_TP53_DNA repair  TSG TP53 11 [55% |0 H EEEEEER | W | E
cell cycle_TP53_DNA repair  ONC CCNE1 1 5% M S50 S.0%)
cell cycle_TP53_DNA repair ONC MDM4 1 5% .
Transmembrane serine TSG BMPRI1A 1 5% I
/threonine kinase receptor Prifereton cellsuviel Tanslaton
Transcription factor ~ ONC BCLY 2 10% [ | | |
Transcription factor  ONC ETV1 1 5% ] 18.0% XN —
TGF-B  TSG SMAD2 3 B 15% HE R _ P53 signaling
TGF-B TSG SMAD4 1 5% . DNA replication strwss
PKC family ~ ONC PRKCG 1 5% L P T I e e | ——— | Fosmmm—
other  ONC SOx9 2 [ 10 W W Proliferation
other  ONC PRKDC 1 5% | ]
other  TSG POLE 1 5% [ ] — Oncogenic strwss
EEE ::j E:ﬁ :5:: . ng: A ; z;ﬁ: = Variant type CTNNBI-TCF7 o/ iferation,stem/progenitor phenotype Cell survival
DDR and DNA repair ~ TSG PALB2 1 5% i
Chromatin remodeling ~ TSG KMT2C 1 5% - Loss of function
Chromatin remodeling  TSG ~ SMARCA4 1 5% I cosmic 10 Percent °:)°“5‘as (] = Proten actaton wp Transcptonlaciation o Genemutation %
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