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MAZ; Silent; p.A160A; 16; 29818586; 0
KLHL30; Silent; p.A374A; 2; 239054445; 0
SP9; Silent; p.A462A; 2; 175202199; 0
CCDC142; Missense_Mutation; p.E506K; 2; 74702841; 0
RASL10A; Missense_Mutation; p.R172C; 22; 29709388; 0
OR4D11; Nonsense_Mutation; p.Y123*; 11; 59271417; 0
FLG; Missense_Mutation; p.R3240H; 1; 152277643; 2
SMG1; Missense_Mutation; p.G13S; 16; 18937327; 0
CBLB; Silent; p.H10H; 3; 105588203; 0
STK36; Missense_Mutation; p.S522Y; 2; 219554586; 0
WDR64; Missense_Mutation; p.R8H; 1; 241815809; 0
KRTAP10−5; Silent; p.T5T; 21; 46000441; 0
KRTAP10−5; Missense_Mutation; p.S11G; 21; 46000425; 0
ICOSLG; Silent; p.A439A; 21; 45649518; 0
SERPINB12; Missense_Mutation; p.Y115H; 18; 61226850; 0
VPS53; Missense_Mutation; p.P749L; 17; 423148; 0
C14orf178; Missense_Mutation; p.S63N; 14; 78235840; 0
CCDC122; Silent; p.Q270Q; 13; 44430621; 0
IGSF22; Missense_Mutation; p.K1258N; 11; 18727500; 0
PXDNL; Missense_Mutation; p.C184S; 8; 52387676; 0
POM121L2; Silent; p.P198P; 6; 27279356; 0
SPTBN1; Silent; p.P593P; 2; 54856089; 0
DPYSL5; Silent; p.A236A; 2; 27154546; 0
MYO18B; Missense_Mutation; p.R1254C; 22; 26243604; 0
SRRM5; Missense_Mutation; p.S79P; 19; 44116463; 0
TBXA2R; Silent; p.P352P; 19; 3595002; 0
CD6; In_Frame_Del; p.393_396NKES>T; 11; 60780922; NA
COL9A1; Missense_Mutation; p.S203P; 6; 71003959; 0
EYS; Missense_Mutation; p.H1025R; 6; 65532634; 0
GUF1; Missense_Mutation; p.S352P; 4; 44690139; 0
BOD1L1; Missense_Mutation; p.M878L; 4; 13605892; 0
TRAPPC12; Missense_Mutation; p.Q349K; 2; 3392439; 0
TRAPPC12; Silent; p.I348I; 2; 3392438; 0
FLG; Missense_Mutation; p.A704P; 1; 152285252; 0
FLG; Missense_Mutation; p.P3298A; 1; 152277470; 0
ARFGAP1; Missense_Mutation; p.S319L; 20; 61917453; 0
PMEPA1; Missense_Mutation; p.A11T; 20; 56284608; 0
PDILT; Splice_Site; ; 16; 20373725; 0
GATAD1; Missense_Mutation; p.K21N; 7; 92077106; 0
ZNF501; Missense_Mutation; p.A269T; 3; 44776718; 0
USP40; Missense_Mutation; p.R44I; 2; 234474070; 0
ARHGEF4; Missense_Mutation; p.E426K; 2; 131673785; 0
CCDC85A; Missense_Mutation; p.A463G; 2; 56599549; 0
NUF2; Missense_Mutation; p.N360S; 1; 163317683; 1
VAV1; Missense_Mutation; p.Y209C; 19; 6822497; 0
MKS1; Missense_Mutation; p.E3K; 17; 56296585; 0
CCDC168; Missense_Mutation; p.F1300I; 13; 103385262; 0
GOLGA3; Missense_Mutation; p.K1270E; 12; 133353591; 0
CCT2; Missense_Mutation; p.K13E; 12; 69980083; 0
NANOGNB; Missense_Mutation; p.R5W; 12; 7917894; 0
FAM115C; Missense_Mutation; p.W420R; 7; 143418033; 0
FAM115C; Silent; p.H418H; 7; 143418029; 0
FLG; Missense_Mutation; p.H2505R; 1; 152279848; 0
MIER1; Splice_Site; p.G22_splice; 1; 67390777; 0
ADAMTS2; Missense_Mutation; p.R598H; 5; 178564928; 0
CCDC17; Missense_Mutation; p.D76G; 1; 46089272; 0
USP7; Missense_Mutation; p.Q4H; 16; 9057131; 0
TREX1; Missense_Mutation; p.P10S; 3; 48508082; 0
DCSTAMP; In_Frame_Del; p.I245del; 8; 105361512; NA
LRRC9; Missense_Mutation; p.I810V; 14; 60465843; 0
RELL2; Missense_Mutation; p.D55N; 5; 141017955; 0
IGSF11; Silent; p.P62P; 3; 118648986; 0
RGPD1; Silent; p.K5K; 2; 87140987; 0
RPUSD2; Missense_Mutation; p.P114R; 15; 40861877; 0
TIMELESS; Missense_Mutation; p.F472L; 12; 56822179; 0
KIFC2; Missense_Mutation; p.R661C; 8; 145698297; 0
RPL5; Frame_Shift_Del; p.R58fs; 1; 93299200; NA
FOXO1; Missense_Mutation; p.S37L; 13; 41240240; 0
SLC17A7; Missense_Mutation; p.S344F; 19; 49935895; 0
PATZ1; Silent; p.S124S; 22; 31741217; 0
ZYG11B; Missense_Mutation; p.M545I; 1; 53267640; 1
SSBP3; Silent; p.P311P; 1; 54694494; 0
SUN1; Frame_Shift_Del; p.VQVREMVKLL548fs; 7; 899771; NA
ZSCAN23; Missense_Mutation; p.F286C; 6; 28402555; 0
BMPR2; Missense_Mutation; p.I412V; 2; 203397413; 0
PIM3; Silent; p.G101G; 22; 50355146; 0
NEK5; Missense_Mutation; p.E598K; 13; 52649899; 0
SLC9A8; Missense_Mutation; p.T560M; 20; 48503428; 0
SRSF6; Missense_Mutation; p.R255W; 20; 42089431; 1
DUSP15; Missense_Mutation; p.G274D; 20; 30436274; 0
ZNF324B; Nonsense_Mutation; p.Q513*; 19; 58967878; 0
SMARCA4; Missense_Mutation; p.E1669K; 19; 11170861; 1
MUC16; Missense_Mutation; p.A3309T; 19; 9077521; 0
PRAM1; Missense_Mutation; p.E614Q; 19; 8555544; 0
CES5A; Splice_Site; ; 16; 55907744; 0
TICRR; Missense_Mutation; p.L434F; 15; 90129062; 0
FANCM; Missense_Mutation; p.T1759S; 14; 45658500; 0
HNF1A; Silent; p.A174A; 12; 121426831; 0
VPS37C; Missense_Mutation; p.E165Q; 11; 60899867; 0
ARHGAP21; Missense_Mutation; p.E1341K; 10; 24880594; 0
GCNT1; Missense_Mutation; p.I104M; 9; 79117609; 0
BRAF; Missense_Mutation; p.V600E; 7; 140453136; 15808
FNDC1; Silent; p.H572H; 6; 159653260; 0
PIK3CA; Missense_Mutation; p.H1047R; 3; 178952085; 1582
CASP8; Missense_Mutation; p.S375C; 2; 202149683; 0
HNRNPA3; Silent; p.G280G; 2; 178082518; 0
PRKCE; Missense_Mutation; p.R402H; 2; 46234742; 0
RAD51AP2; Missense_Mutation; p.N745K; 2; 17697448; 0
SPTA1; Missense_Mutation; p.L793F; 1; 158632579; 0
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Supplementary Figure 1
The most frequent phylogenetic tree based on sampling mutations accord-
ing to their detection power (276/1000 samples). At top is a dendrogram 
where each split is labeled with the fraction of sampled trees containing an 
equivalent split. Filled blue squares indicate the presence of a mutation in a 
given biopsy. Mutations are labeled on the right hand column.
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Supplementary Figure 2
Allelic copy number profiles generated by ABSOLUTE (see Methods).
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