EGFR-  7.3% 17.2% 15.5% 16.3% 15.4% 16.4% 15.8% 15.1% 19.1%
ALK~ 36% 7.5% 9.1% 8.9% 7.7% 8.2% 8.9% 9.9% 4.4%
MET-  46% 5.4% 27% 3.5% 3.8% 5.2% 2.1% 4.2% 15%

BRAF- 5% 97% 10.7% 11.4% 7.7% 6.7% 13.7% 9.9% 11.8%
KRAS- | 887% | 207% 203%  208%  244%  224%  212%  234% 17.6%
ERBB2- 2% 14% 27% 2.5% 13% 15% 2.7% 2.8% 0%
ROSI-  36% 2.2% 9.1% 6.4% 7.7% 5.2% 8.2% 6.1% 8.8%
RET- 1% 97% 5.3% 5.9% 9% 8.2% 5.5% 7.5% 4.4%
e e o ||
MUC16-  25.4% 41.2%(0.022)
& csvp3-  198%
LRP1B - 19.8%
USH2A-  17.8%
ZFHX4 - 17.8% -
SPTA1-  152% 27.9%
FLG-  te2% | 409% | 289%  200% | 420% | %66% 25%
FATS-  08%  205% | 316% | 292% | 256%  224% 26.5%
CSMD1-  155% | 258% 23% 24.3% 24.6% 19.1%
INF536-  9.9% 25.8% m 28.2% 27.6% 27.9%
RYR3-  96% 28% 2B5%  238% 25.4% 23.5%
> N ‘})\’O? o S N
R N SN L &9
<L

B

T sen mask [ mew | saw | st mew | meak | rezoos EEEHOGHI

RYR2-  265% A% aam%  aTh 422%  420% 4% 426%
LRPIB-  18.1% 35% | 406% |416%(0.049) 30.1%(0.049)
SYNE1-  24.1% 28.5% 334%  346%(0.044) 23.3%(0.044)  29.6% 338% 31% 34.7%
USH2A-  22.9% 29.2% 272%  28.6%(0.009) 41.1%(0.009) 32.5%(0.036) [44.6%(0.036)
ZFHX4-  18.1% 314% 317% 33% 27.2% 32.7% 307% 30.1% 36.6%
FAM135B-  8.4% 25.5% 28% 27.8% 25.2% 28.6% 26% 28% 248%
NAV3-  15.7% 204% 229% 23.2% 18.4% 201% 23.8% 207% 267%
XIRP2-  14.5% 17.5% 218% 211% 18.4% 20.6% 203% 18.8% 257%
o CDHIO-  12% 19% 229% 214% 223% 23.6% 19.9% 228% 17.8%
S SPTAI-  12% 21.9% 222% 23.9% 16.5% 19.6% 24.2% 21% 257%
O Dnas- saw 16.8% 23.9% 223% 19.4% 19.1% 23.8% 21% 238%
KMT2D-  16.9% 307% 218% 263% 19.4% 27.6% 221% 237% 27.7%
RYR3-  10.8% 19% 24.6% 229% 223% 22.1% 23.4% 222% 248%
PAPPAZ-  193% 16.1% 18.1% 18.7% 136% 18.1% 16.9% 17.6% 16.8%
PKHDILT-  108% 212% 212% 211% 214% 20.1% 221% 21% 218%
PKHDT-  84% 19.7% 212% 211% 19.4% 211% 203% 201% 228%
PCLO-  145% 17.5% 19.8% 19.9% 16.5% 19.6% 18.6% 201% 15.8%
PCDH15-  16.9% 16.8% 21.5% 211% 16.5% 18.6% 21.2% 18.2% 257%
MUCI7-  12% 19.7% 16% 16.2% 204% 18.6% 16% 18.2% 13.9%
FAT3-  10.8% 13.9% 208% 19.3% 16.5% 15.6% 212% 16.7% 248%
ERICH3-  7.2% 212% 19.5% 202% 19.4% 216% 18.6% 19.5% 218%
FLG-  12% 15.3% 201% 205% 126% 19.1% 18.2% 18.8% 17.8%
\,O<' \,O? (o (o W« W@ \é\\é\ \/osﬂ
6’5/ D NP 0\0 O'\'e O
< o\ © 93 o5 &
ML © ©
>
<L

Figure S1 Mutation rates of concomitant genomic alterations in carriers of different types of TP53 mutations (TP53-MUTs) among (A)

patients with lung adenocarcinoma (LUAD) or (B) patients with lung squamous cell carcinoma (LUSC).
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Figure S2 The tumor mutation burden (TMB) levels of (A-D) patients with lung adenocarcinoma (LUAD) or (E-G) those with squamous
cell carcinoma (LUSC) carrying the indicated subtypes of TP53 mutations (TP53-MU'Ts).
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Figure S3 Kaplan-Meier survival plots showing the disease-free survival (DFS) rates of patients with lung adenocarcinoma (LAUD),
stratified by (A) TP53 mutation (TP53-MUT) status or (B-E) different classes of TP53-MUTSs.
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Figure S4 Kaplan-Meier survival plots showing the disease-free survival (DFS) rates of patients with lung squamous cell carcinoma (LUSC),

stratified by (A) TP53 mutation (TP53-MUT) status or (B-E) different classes of TP53-MUTs.
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Figure S5 Multivariate analysis of prognostic factors for overall survival (OS) in patients with resectable stage I-III lung adenocarcinoma
(LAUD) (n=470). **, P<0.01; ***, P<0.001
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