
HEDGEHOG_SIGNALING**** 3.93e−17
PANCREAS_BETA_CELLS**** 2.27e−07
APICAL_SURFACE**** 3.09e−37
MYOGENESIS**** 5.86e−31
APICAL_JUNCTION**** 2.74e−58
COAGULATION**** 3.38e−69
ANGIOGENESIS**** 1.47e−69
EPITHELIAL_MESENCHYMAL_TRANSITION****    1.13e−71
INTERFERON_ALPHA_RESPONSE**** 4.59e−41
INTERFERON_GAMMA_RESPONSE**** 6.82e−73
ALLOGRAFT_REJECTION**** 1.21e−127
COMPLEMENT**** 5.24e−97
IL6_JAK_STAT3_SIGNALING**** 1.52e−95
INFLAMMATORY_RESPONSE**** 7.36e−92
IL2_STAT5_SIGNALING**** 1.01e−85
KRAS_SIGNALING_UP**** 8.98e−78
APOPTOSIS**** 2.96e−74
TNFA_SIGNALING_VIA_NFKB**** 9.19e−54
GLYCOLYSIS**** 3.71e−08
HYPOXIA**** 8.50e−29
UV_RESPONSE_UP**** 5.83e−21
MTORC1_SIGNALING**** 4.20e−13
UNFOLDED_PROTEIN_RESPONSE**** 7.88e−09
NOTCH_SIGNALING**** 5.50e−09
WNT_BETA_CATENIN_SIGNALING**** 2.41e−05
TGF_BETA_SIGNALING**** 3.39e−17
UV_RESPONSE_DN**** 1.30e−29
HEME_METABOLISM**** 1.10e−04
PI3K_AKT_MTOR_SIGNALING**** 8.74e−11
ANDROGEN_RESPONSE**** 2.74e−10
PROTEIN_SECRETION**** 8.54e−05
KRAS_SIGNALING_DN*** 1.85e−03
P53_PATHWAY**** 1.71e−10
ESTROGEN_RESPONSE_EARLY**** 5.74e−13
ESTROGEN_RESPONSE_LATE**** 2.71e−06
MITOTIC_SPINDLE*** 3.12e−03
SPERMATOGENESIS**** 6.63e−04
E2F_TARGETS*** 1.12e−03
G2M_CHECKPOINT** 6.05e−03
CHOLESTEROL_HOMEOSTASIS* 3.70e−02
ADIPOGENESIS** 8.92e−03
XENOBIOTIC_METABOLISM**** 5.01e−05
BILE_ACID_METABOLISM** 6.80e−03
FATTY_ACID_METABOLISM** 8.92e−03
PEROXISOME**** 2.82e−15
DNA_REPAIR**** 2.74e−07
MYC_TARGETS_V1**** 2.07e−04
MYC_TARGETS_V2*** 2.32e−03
OXIDATIVE_PHOSPHORYLATION**** 9.02e−04
REACTIVE_OXYGEN_SPECIES_PATHWAY**** 3.46e−11
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1p36.331p36.331p36.131p36.131p36.111p13.31q21.11q21.31q21.31q25.11q31.31q442q11.22q342q342q37.33p21.13p14.23p12.33q22.13q294q13.24q13.24q274q34.15p15.335p15.25q13.25q31.35q33.15q35.36p25.36p22.16p21.326q126q277q347q358p23.18p23.18p23.18p11.229p21.39p11.29p11.110p12.210p11.2310q22.310q23.211p15.511p15.411p15.411p15.111p11.1211q1111q2512p13.3312p13.212p13.213q13.113q14.214q11.214q21.114q32.3315q11.115q11.215q11.215q11.215q13.215q13.315q1415q24.316p13.316p13.1116p12.216q12.216q23.117p13.317p11.217q21.217q21.217q21.3118q12.319p1219q13.1219q13.3120p1322q11.122q11.2322q13.1
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1p36.331p36.211p36.131p36.131p36.111p13.31q21.11q21.31q21.31q25.11q31.31q442q11.22q21.12q31.22q342q37.33p21.13p14.23p14.23p12.33p12.13p11.13q22.13q293q294q13.24q13.24q21.34q274q34.15p15.335p15.25q21.35q31.35q33.15q35.36p25.36p22.16p21.326p21.326q127q347q358p23.38p23.18p23.18p23.18p23.18p23.18p11.229p21.39p11.29p11.110p12.210p11.2310q11.2210q22.311p15.511p15.411p15.411p15.111p11.1211q1111q2512p13.3312p13.3312p13.212p13.212p13.212p11.2312q23.113q13.113q14.214q11.214q11.214q11.214q21.114q24.314q32.3315q11.215q11.215q11.215q13.215q1415q15.315q24.316p13.316p13.1116p12.216p12.216p11.216q12.216q22.116q23.117p11.217q21.217q21.217q21.3118p11.3218q12.319p1219q13.1219q13.3119q13.4220p1320q11.120q13.221q11.222q11.2322q13.122q13.33
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1p36.331p36.331p36.211p36.131p36.131p36.111p13.31q21.11q21.31q21.31q25.11q31.31q442q11.22q31.22q342q37.33p22.23p21.13p12.33p11.13q22.13q294q13.24q13.24q21.34q34.15p15.335p15.25q35.36p25.36p22.16p21.326p21.327q347q358p23.18p23.18p23.18p11.229p21.39p11.19p11.110p12.210p11.2310q11.2210q22.311p15.411p15.411p15.111p11.1211q1112p13.3312p13.212q23.113q14.314q11.214q11.214q21.114q24.314q32.3315q11.215q11.215q11.215q13.215q1415q24.316p12.216p11.216q12.216q22.116q23.117p11.217q21.217q21.217q21.3118q12.319p1219q13.1219q13.3119q13.4119q13.4220p1320q13.221p11.2
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1p36.331p36.131p36.111p31.11p21.11p13.31p13.21q21.11q21.31q21.31q23.31q31.32p22.32p16.32q11.22q22.33p25.23p14.13q22.13q26.13q26.13q293q294p16.14p15.14q13.14q13.24q264q34.14q34.15p15.335p15.25p115q11.25q35.36p25.36p22.36p22.16p21.336p21.326q14.16q14.16q16.37p21.17p14.17q31.17q31.337q337q358p23.38p23.18p21.28p11.228q22.38q23.39p11.19q1310p12.210q11.2210q21.311p15.411p15.411p15.111q1111q12.111q13.312p13.3112p13.3112p13.212p13.212q1513q13.314q11.214q11.214q11.214q24.314q32.3315q11.115q11.215q11.215q13.215q24.316p11.216q12.216q23.117p11.217q1217q21.217q21.3118q12.319q1219q13.4120p1320q11.21
22q13.2
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1p36.331p36.331p36.211p36.131p36.111p34.21p31.11p21.11p21.11p13.31p13.21q21.11q21.31q21.31q21.31q23.31q31.32p22.32p16.32q11.22q12.22q22.33p25.23p14.13q21.33q22.13q26.13q26.13q293q294p16.14p15.14q13.14q13.24q264q34.14q34.15p15.335p15.25p115q11.25q35.36p25.36p22.36p22.16p21.336p21.326q136q14.16q14.16q16.37p21.17p14.17q31.17q31.337q337q358p23.38p23.38p23.18p23.18p21.28p11.238p11.228q22.38q23.39p129p11.29p11.19q1310p1410p12.210p12.110q11.2210q11.2210q11.2210q21.310q23.211p15.411p15.411p15.411p15.111q1111q13.312p13.3112p13.3112p13.212p13.212p11.2112p11.2112q1512q24.3313q13.314q11.214q11.214q11.214q24.314q32.3315q11.115q11.215q24.316p11.116q12.216q22.116q23.117p11.217q1217q21.217q21.3118q12.318q22.119q1219q13.219q13.219q13.4119q13.4220p1322q11.2122q11.23
22q13.2
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1p36.331p36.131p36.111p31.11p21.11p13.31p13.21q21.11q21.31q21.31q23.31q31.32p22.32p16.32q12.22q22.33p14.13q22.13q26.13q293q294p16.14p15.14q13.14q13.24q264q34.14q34.15p15.335p15.25q11.25q35.36p25.36p22.36p22.16p21.336p21.326q136q14.16q14.16q16.37p11.27q31.17q31.337q337q358p23.38p23.18p23.18p21.28p11.228q23.39p11.29q1310p12.210q21.311p15.411p15.411p15.111q1111q13.312p13.3112p13.3112p13.212p13.212p11.2113q13.314q11.214q11.214q24.314q32.3315q11.215q24.316p11.116q12.216q23.117p11.217q1217q21.217q21.3118q12.320p1322q13.2

HLA−A**** 5.72e−25
HLA−B**** 1.98e−31
HLA−C**** 7.52e−25
TAP1**** 6.58e−34
TAP2**** 4.06e−30
B2M**** 3.31e−34
HLA−DPB1**** 3.63e−53
HLA−DPB2**** 6.46e−13
HLA−DQB1**** 1.03e−44
HLA−DQB2**** 4.32e−26
HLA−E**** 8.51e−33
HLA−F**** 9.25e−31
HLA−G**** 4.25e−14
CTLA4**** 6.39e−52
TIGIT**** 7.73e−52
BTLA**** 8.61e−45
PDCD1**** 1.84e−52
LAG3**** 7.73e−52
CD274**** 2.88e−32
HAVCR2**** 5.36e−65
BTN2A2**** 7.84e−19
LAIR1**** 2.48e−63
BTN3A1**** 4.79e−21
PDCD1LG2**** 1.07e−62
VTCN1**** 4.26e−07
BTNL2 1.66e−01
ICOS**** 2.16e−52
TNFRSF9**** 9.47e−49
CD70**** 2.80e−39
CD80**** 8.65e−55
TNFRSF13C* 1.57e−02
TNFRSF13B****    2.61e−26
CD27**** 2.62e−50
SLAMF1**** 9.63e−54
TNFSF13B**** 2.19e−57
CD86**** 1.53e−60
TNFSF4**** 3.84e−43
TNFRSF18**** 8.21e−29
CD28**** 2.74e−50
CD226**** 1.45e−48
TNFSF9**** 2.40e−14
TNFSF8**** 1.28e−45
TNFSF18**** 2.76e−09
TNFRSF4**** 1.35e−42
TNFSF15 1.37e−01
TNFSF13**** 8.62e−08
CD58 3.38e−01
ICOSLG**** 2.95e−07
TNFRSF14**** 1.27e−05
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Cluster
Missense_Mutation
Frame_Shift_Del
Nonsense_Mutation
Splice_Site

Frame_Shift_Ins
In_Frame_Ins
In_Frame_Del
Multi_Hit

Cluster
ClusterA
ClusterB
ClusterC

Altered in 384 (93.2%) of 4  samples.
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