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Table S1 Mutations in tissue samples
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TP53

EGFR

LRP1B
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ERBB4
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NOTCH?1
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PTPRT
KDR

ASXL1
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EP300

ERCC4
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KMT2C
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MYC
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PTPRS
STK11

BRCA1
ROS1

AGO2

AMER1

ARID1B
ARID2

ASXL2
ATR
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BCL6

BCOR
BRD4

BRIP1
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CDKN2A
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CTNNB1
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EPHA3
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ERBB3

ERCC3
ERCC5

ETV6

FGF10
FGF12
FGF23
FGFR3
FLT4

FOXL2
GATA4
GLI

HIST1H3C
IGF2
IRS2
JUN

KEL

KLF4

MAP3K13
MCL1
MET
MGA

MSH2

MSH3
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MTOR

NCOR1
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NSD1

NUP93
PARP1
PGR

PHOX2B
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POLD1
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PRKCI

RAD51D
RAF1

RASA1
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RPTOR
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SDHAF2
SESN1
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SOS1
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https://dx.doi.org/10.21037/tcr-22-970

© Translational Cancer Research. All rights reserved.



Table S2 Mutations in ctDNA samples

Hugo_Symbol SFP::tTS_eI S':k:i‘tnji_s In_Frame_Del In_Frame_Ins MI\/iISuStZ?izi_ N&ET:S;? Splice_Site  Total glaur;igi
TP53 1 0 0 0 7 1 1 10 9
EGFR 0 0 2 0 3 0 0 5 5
LRP1B 0 0 0 1 4 0 0 5 3
ERBB4 0 0 0 0 3 0 0 3 3
ARID1A 0 0 1 0 1 0 0 2 2
ARID1B 0 0 0 0 2 0 0 2 2
BRCA1 0 0 0 0 1 1 0 5 >
EPHA5 0 0 0 0 2 0 0 2 2
EPHA7 0 0 0 0 2 0 0 2 2
KRAS 0 0 0 0 2 0 0 2 2
PRKD1 0 0 0 0 2 0 0 2 2
PTEN 0 0 0 0 2 0 0 2 2
RECQL4 0 0 0 0 2 0 0 2 2
TSHR 0 0 1 0 1 0 0 5 5
STAG2 0 0 0 0 1 2 0 3 1
ALK 0 0 0 0 2 0 0 2 1
KDR 0 0 0 0 1 1 0 2 1
RB1 0 1 0 0 0 1 0 2 1
ABL1 0 0 0 0 1 0 0 1 1
AGO2 0 0 0 0 1 0 0 1 1
AMERT 0 0 0 0 1 0 0 1 1
AR 0 0 0 0 1 0 0 1 1
ARID2 0 0 0 0 0 1 0 1 1
ASXL1 0 0 0 0 1 0 0 1 1
BCL6 1 0 0 0 0 0 0 1 1
BCOR 1 0 0 0 0 0 0 1 1
BRAF 0 0 0 0 1 0 0 1 1
BRCA2 0 0 0 0 1 0 0 1 1
CDKN1A 0 0 0 0 1 0 0 1 1
CREBBP 0 0 0 0 0 1 0 1 1
CTNNB1 0 0 0 0 1 0 0 1 1
CYSLTR2 0 0 0 0 1 0 0 1 1
E2F3 0 0 0 0 1 0 0 1 1
ELF3 0 0 0 0 1 0 0 1 1
ERBB2 0 0 0 0 1 0 0 1 1
ETV6 0 0 0 0 1 0 0 1 1
FANCL 0 0 0 0 1 0 0 1 1
FGF12 0 0 0 0 1 0 0 1 1
FLT1 0 0 0 0 1 0 0 1 1
FOXP1 0 0 0 0 1 0 0 1 1
HGF 0 0 0 0 1 0 0 1 1
HOXB13 0 0 0 0 1 0 0 1 1
IRS2 0 0 0 0 1 0 0 1 1
KDMG6A 0 0 0 0 0 1 0 1 1
KEAP1 0 0 0 0 1 0 0 1 1
KMT2B 0 0 0 0 1 0 0 1 1
KMT2D 0 0 0 0 1 0 0 1 1
LTK 0 0 0 0 1 0 0 1 1
MET 0 0 0 0 1 0 0 1 1
MGA 0 0 0 0 1 0 0 1 1
MYC 0 0 0 0 1 0 0 1 1
MYCN 0 0 0 0 0 1 0 1 1
NCOR1 1 0 0 0 0 0 0 1 1
NF1 0 0 0 0 0 1 0 1 1
NOTCH3 0 0 0 0 1 0 0 1 1
PARP1 0 0 0 0 0 0 1 1 1
PHOX2B 0 0 1 0 0 0 0 1 1
PIK3CG 0 0 0 0 1 0 0 1 1
POLD1 0 0 0 0 1 0 0 1 1
PRKCI 0 0 0 0 0 1 0 1 1
PTPN11 0 0 0 0 1 0 0 1 1
RAF1 0 0 0 0 1 0 0 1 1
RASA1 0 0 0 0 1 0 0 1 1
RET 0 0 0 0 1 0 0 1 1
SF3B1 0 0 0 0 1 0 0 1 1
SO81 0 0 0 0 1 0 0 1 1
SOX17 0 1 0 0 0 0 0 1 1
SPEN 0 0 0 0 1 0 0 1 1
SRC 0 0 0 0 0 1 0 1 1
STAT5A 0 0 0 0 1 0 0 1 1
STK11 0 0 0 0 1 0 0 1 1
Suz12 0 0 0 0 1 0 0 1 1
TCF3 0 0 0 0 1 0 0 1 1
TERT 0 0 0 0 1 0 0 1 1
TNFRSF14 0 0 0 0 1 0 0 1 1
TP53BP1 0 0 0 0 1 0 0 1 1
XPO1 0 0 0 0 1 0 0 1 1
ZFHX3 0 0 0 0 1 0 0 1 1
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