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Suppl. Fig. 14

A Forest plot for OS and Key Gene Mutations B Forest plot for DSS and Key Gene Mutations
Mutations Hazard Ratio (95% Cl) P-value Mutations Hazard Ratio (95% Cl) P-value

casPg Mut  |——W——] 1.211(0.7122.069)  0.481 casPe Mut  —@—] 1.407 (0.7732.559)  0.264
EP300_Mut } ) | 133807722312) 0301 EP300_Mut } - | 1500(0.7802.886) 0.214
TP53_Mut —a— 1.508 (1.005 2.077)  0.012 TP53_Mut —a—] 1518 (1.027 2.242)  0.036
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C Forest plot for OS and Genes Down-Regulated in TP53 MT D Forest plot for DSS and Genes Down-Regulated in TP53 MT
Genes Hazard Ratio (95% Cl) P-value Genes Hazard Ratio (95% CI) P-value
IL17REL |—.—| 0.852(0.7710.84)  0.001 IL17REL |—H 0.869 (0.7750.974)  0.016
TAF7L HH 0.916 (0.8480.99)  0.028 TAFTL s 3 0.014 (0.832 1.005)  0.083
PAX1 L 0.95 (0.907 1.015)  0.152 PAX -k 0.946 (0.883 1.014)  0.117
NEFH I B 0.936 (0.874 1.003)  0.059 NEFH [ 0.914 (0.837 0.997)  0.042
KEL }-.-l 0.909 (0.839 0.985)  0.019 KEL |—.—| 0.892 (0.808 0.986)  0.025
ABCA17P |-.-| 0.929 (0.864 0.998)  0.043 ABCA17P m 0.927 (0.851.011)  0.086
SMC1B H 0.955(0.9031.01)  0.104 SMC1B m 0.946 (0.8831.012)  0.108
ZFR2 |-.-| 0.895(0.833 0.961)  0.002 ZFR2 |-.-| 0.9 (0.827 0.979) 0.014
UPB1 |—.—| 0.895(0.8170.98)  0.017 UPB1 m 0.888 (0.7950.993)  0.037
STAG3 |-.-| 0.916 (0.86 0.976)  0.007 STAG3 |-.-| 0.9 (0.83 0.974) 0.009
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Suppl. Fig. 15

A Forest plot for OS and Genes With Higher CNV in TP53 MT B Forest plot for DSS and Genes With Higher CNV in TP53 MT
Genes Hazard Ratio (95% Cl) P-value Genes Hazard Ratio (95% Cl) P-value
IGHMBP2 F—a— 1.112 (0.969 1.275)  0.131 IGHMBP2 —a— 1.059 (0.89 1.26) 0.518
MRGPRD —a— 116 (1017 1.322)  0.027 MRGPRD —a— 1.133 (0.964 1.331)  0.129
MRGPRF —a— 1.146 (1.0051.306)  0.042 MRGPRF —a— 1.122 (0956 1.318)  0.16
TPCN2 —a— 1124 (0991 1.275) 0068 TPCN2 b 1.116 (0.956 1.298)  0.159
MIR3164 —a— 1.124 (0.991 1.275)  0.068 MIR3164 H—a— 1.116 (0958 1.299)  0.159
MYEOV = 1.133 (1.02 1.259) 0.02 MYEOV —=— 1.156 (1.021 1.309)  0.022
CCND1 —=— 1419 (1.0111.238)  0.029 CCND1 —a— 1.141(1.0121.287)  0.031
ORAOV1 —=—] 1.121(1.0131.241)  0.026 ORAOV1 —a— 1.141(1.0121.286)  0.032
FGF18 =] 1133 (1.025 1.252)  0.015 FGF19 —a— 1.145(1.0161.29)  0.027
FGF4 —a— 1134 (1.026 1.254)  0.014 FGF4 f—a— 1.148 (1019 1.294)  0.023
FGF3 —m—] 1.137 (1.029 1.256)  0.012 FGF3 —a— 1.141(1.013 1.286)  0.03
ANO1 —m—] 1139 (1.034 1.254)  0.008 ANO1 —=— 1.139 (1.0141.279)  0.028
FADD = 1.136 (1.032 1.25) 0.009 FADD —a— 1.137 (1.013 1.276) 0.03
PPFIA1 = 1131 (1.027 1.245) 0012 PPFIAT —=— 1.132(1.0081.27)  0.036
MIR548K —a— 1131 (1027 1.245) 0012 MIRS48K —=—i 1.132(1.0081.27)  0.036
CTTN [ 1131(1.0271.245) 0,012 CTTN —=— 1.129(1.0051.267)  0.041
SHANK2 —=— 1119 (1.0151.234)  0.023 SHANK2 —=— 1127 (1.0031.267)  0.044
MIR3664 [E— 1221 (1.098 1.358) 0 MIR3664 —=—o 1.263 (1.116 1.429) 0
DHCR7 ] 1.163 (1.026 1.318)  0.018 DHCR7 —a— 1192(1031.38) 009
NADSYNT Fow 1.163(1.026 1318)  0.018 HACSYNIN ==l __{EBQDIE) 5L
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C Forest plot for OS and CpG Sites With Higher Methylation in TP53 MT D Forest plot for DSS and CpG Sites With Higher Methylation in TP53 MT
CpG Sites. Hazard Ratio (95% Cl) P-value CpG Sites Hazard Ratio (95% Cl) P-value
cg06833110 ] 1107 (1027 1193) _ 0.008 cg06833110 —=— 1136 (1034 1247)  0.008
cg12181372 = 1173 (1.055 1.304)  0.003 cg12181372 —a— 1.145(1.011 1.297)  0.033
cg02409878 = 1.161 (1.076 1.253) i £g02409878 —=— 1.135(1.035 1.244)  0.007
cg19013262 = 1146 (1.049 1.251)  0.002 cg19013262 —=— 1.107 (0.999 1.226)  0.052
©cg05436064 Fomo 1.206 (1.08 1.332) 0 ©cg05436064 i 1212(1072137) 0002
cg09996797 = 1126 (1.032 1.228)  0.007 ©g09996797 H—=— 1.083(0.978 1.198)  0.124
©g09969277 —— 1.182 (1.055 1.324)  0.004 cg09969277 —a— 1.196 (1.04 1.376)  0.012
£g09352720 ] 1.146 (1.031.274)  0.012 £g09352720 I 1.097 (0.974 1.236)  0.126
cg04918402 —=— 1.165(1.041 1.304)  0.008 cg04918402 —a— 1.163(1.0151.332) 003
©g00326958 3 1.013 (0.947 1.083)  0.708 cg00326958 fomot 1.043(0.9611132) 0311
cg05605299 = 1144 (1.053 1.244)  0.002 cg05605299 —=— 1102 (0.999 1.215)  0.053
cg13112404 = 1.079 (0.981 1.187)  0.119 cg13112404 —— 1.012(0.914 1.122)  0.814
cg16723800 - 1.101(1.0231.183)  0.01 cg16723800 —=—| 1.079(0.9911.175)  0.082
€g26570179 = 1.149 (1.068 1.237) 0 cg26570179 = 1123(1.028 1.227)  0.01
£g23084951 - 1.154 (1.081 1.255)  0.001 £g23084951 —=— 1109 (1.005 1.223)  0.039
cg21453451 - 1.114(1.041.192)  0.002 cg21453451 |-=— 108(0.997 1.171)  0.06
cg21103992 = 1.102 (1.005 1.208)  0.038 cg21103992 [ow 1.007 (0.982 1226) 01
cg10751382 = 1.125(1.0451.211)  0.002 cg10751382 —— 1.108 (1.014 1.208)  0.023
cg19656282 |os 1.146 (1.034 1.27)  0.009 cg19656282 | —— 1.163(1.024 1.321)  0.02
cg17824240 e 0.999 (0.948 1.053)  0.984 cg17824240 e 1.015(0.953 1.082)  0.638
cg07275648 = 1164 (1048 1293) 0005 cg07275648 b 1.135(10051282) 0041
cg23762633 —m— 1.072(0.989 1.161)  0.089 cg23762633 H—=— 1.076 (0.976 1.186)  0.142
©g13997124 = 1152 (1.06 1.252)  0.001 cg13997124 —=— 1.104 (1,003 1.215)  0.044
©g08520200 —a— 1103 (1.001 1.215)  0.047 ©g08520200 —a— 1.07 (0.958 1.195)  0.228
901278596 =] 1.072(0.993 1.158)  0.076 cg01278596 e 1036 (0.945 1.134)  0.453
cg02611507 —a— 1.095(1.0231.172)  0.009 cg02611507 = 1.099(10121.194)  0.026
cg02009088 = 1104 (1.0191.197)  0.016 cg02009088 H—-— 1.077 (0.978 1.185)  0.128
£g15992535 =y 1102 (1.016 1.195)  0.019 £g15992535 - 1.075(0.977 1.184)  0.138
cg06903569 = 1.135(1.053 1.224)  0.001 cg06903569 = 1.004 (1.0031.194)  0.044
cg07816687 = 1.162(1.0631.27)  0.001 cg07816687 — 1169 (1.049 1.304)  0.005
©g13826564 ] 1.09(1.028 1.155)  0.004 ©g13826564 = 1.111(1.034 1.194)  0.004
cg08343881 - 1.115(1.039 1.196)  0.003 cg08343881 —-—] 1.076 (0.991 1.169)  0.081
0g22338567 (e al 0.994 (0.933 1.058)  0.84 cg22338567 = 0.978 (0.907 1.055)  0.568
©g02085210 = 1.07 (1.001 1.144)  0.048 ©g02085210 ] 1.07 (0.986 1.16)  0.106
£g23074703 = 1.136 (1.0411.24)  0.004 £g23074703 - 1.093 (0.991 1.205)  0.076
cg21185289 = 112(1.0341.213)  0.006 cg21185289 - 1.103(1.004 1.212)  0.041
©g21950459 e 1107 (1.0291191)  0.007 ©g21950459 e 1.086(0.998 1182)  0.056
cg14477263 = 1136 (1.046 1.233)  0.002 cg14477263 —a— 1108 (1.008 1.217)  0.031
£g22220310 = 1.14(1.0611.237)  0.002 £g22220310 —=— 1.119(1.0181.23)  0.02
913924635 [ 1.139(1.052 1.233)  0.001 ©g13924635 = 1116 (1.018 1.223)  0.019
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Suppl. Fig. 16
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