Identification of molecular biomarkers in HCC patients via plasma cfDNA

Gene mutations in the preoperative plasma ¢fDNA and tumor tissue

Patients ID
Mutant [1171072472075 7 42] 11 24 35 29 5 7 12
Gene cfDNA Tumor
EGFR 163 252 155 138 1338 1.4 166 532
ATM 157 1052 142 127 1.33 234 212 15 1.61
APC 183 344 134 205 195 1.79 1.98
CTNNBT 211 1.38 (108 2373 m-
CSFIR 402 149 131
VHL 245 297 (1280 14 214 145 '
PTPN11 248 437 1.83 132 186
RB1 237 257 1.34 164 141
ABL1 128 465 145 141 14
KRAS 1888 1087 1.63 137 1.66
CDKN2A 818 3.51 493 346
FGFR2 203 952 - 164
ERBB2 262 145 1.89 172 136
NOTCH1 149 355 246 375 188
AKT1 163 211 |
NRAS 194 1.77 173 269
FLT3 294 163 164
FGFR1 [ 125 [1ii05] 1.25 168 1.38
IDH2 491 166 1.32 134
BRAF 444 599 1.67 131
GNAS 688 156 121 20%
MLH1 138 141 - 162
GNAQ 325 394 148 (o
HNF1A 1543 1.45 194 -
SRC 162 4.96
JAK2 154 275
MPL 1.79 1.61

Figure S1. Mutant genes in paired tumor tissue DNA samples were not completely consistent with those in the pre-
operative plasma cfDNA. In the table, lower MAF values are shown in green and higher MAF values are shown in red.



