Supplementary Table S1. Full list of pathogenic mutations

Hugo_Symbol Chromosome Position Ref Alt Variant_Classification =~ HGVSp_Short Coverage f(‘)lfm t Frequency Sample Name HPV
PIK3CA chr3 178936091 G A Missense_Mutation p.E545K 1997 143 7.2 225 26_s606_8256 pos
TP53 chrl7 7578235 T C Missense_Mutation p.Y205C 1999 157 7.9 225 26 s606_8256 pos
NOTCH1 chr9 139399362 C T Missense_Mutation p.R1594Q 349 23 6.6 274 29 S715_ 10256 pos
TP53 chrl7 7579442 G - Frame_Shift_Del p.P82Rfs*41 590 211 35.8 274 29 S715 10256 pos
RB1 chr13 48942685 C T Nonsense_Mutation p.R358* 187 14 7.5 257_31 s610_6032 pos
IDH1 chr2 209113112 C T Missense_Mutation p.R132H 1797 154 8.6 227 9 S606 6278 pos
CDKN2A chr9 21971155 G A Missense_Mutation p.A68V 919 109 11.9 227_9 S606_6278 pos
TP53 chrl7 7578458 G A Missense_Mutation p.R158C 907 74 8.2 227_9 S606_6278 pos
STK11 chrl9 1220487 G A Missense_Mutation p.D194N 1505 78 5.2 227 9 S606 6278 pos
SMARCB1 chr22 24133967 C T Nonsense_Mutation p.R40* 506 77 15.2 227 9 S606_6278 pos
PIK3CA chr3 178936091 G A Missense_Mutation p.E545K 1998 158 7.9 21018 02_4428 pos
PIK3CA chr3 178936082 G A Missense_Mutation p.E542K 950 196 20.6 207_21_01 6107 pos
ERBB2 chrl7 37881332 G A Missense_Mutation p.\vV842| 400 39 9.8 207_21_01_6107 pos
SMADA4 chrl8 48591918 C T Missense_Mutation p.R361C 107 18 16.8 207_21_01_6107 pos
PDGFRA chra 55152108 C T Missense_Mutation p.S847L 181 151 83.4 236_22_S607_3808 neg
FGFR2 chr10 123279677 G A Missense_Mutation p.S252L 1197 169 141 236_22_S607_3808 neg
FLT3 chrl3 28592624 T C Missense_Mutation p.N841D 981 73 7.4 236_22 S607_3808  neg
TP53 chrl7 7578458 G A Missense_Mutation p.R158C 1056 415 39.3 236_22_S607_3808 neg
AKT1 chrl4 105246482 C T Missense_Mutation p.E40K 812 100 12.3 214 24 03_5248 neg
TP53 chrl7 7578212 G - Frame_Shift_Del p.R213Dfs*34 1057 144 13.6 214 24 03_5248 neg
TP53 chrl7 7578212 G A Nonsense_Mutation p.R213* 1226 317 25.9 214 24 03 5248 neg
SMADA4 chrl8 48575152 C T Nonsense_Mutation p.Ql16* 2000 180 9 214 24 03_5248 neg
PTEN chr10 89720799 TACT - Frame_Shift_Del p.T319* 1395 327 234 217_25 04 6322 pos
PDGFRA chra 55152108 C T Missense_Mutation p.S847L 1081 78 7.2 226 _27_s606_7629 pos
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