Altered in 29 (100%) of 29 samples.
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Figure S1. Waterfall showing the top mutated genes and mutated types in the high TRPM2 expression patients
with UCS (A), OV (B), and LUSC (C).
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Figure S2. Univariate COX regression analysis of TRPM2 with (A) DSS; (B) DFI; (C) PFI.
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Figure S3. The correlation between methylation of TRPM2 and immunocyte infiltration.



A B

cD86

TNFRSF8

TNFSF13B

cD48

IL2RA

TNFRSF14

TNFRSF9 LoALso

e ey o CSFIR

TNFRSF4 ngaz

IC%;% PDCD1

CD80 CTLA4

TNFSF13 Han

L CD9%

o CD244

EBT(? IL10 correlation
ICOSLG PTDcc;:'I:D; :.Gz l N
TNTIZISBFS 5 — " correlation ADORA2A * 03

= 5 o & o 0.75 IDO1 oo

cD28 n = l ors I
TNFSF14 - 5 - ) NECTINZ .
STING1 . 025 IL10RB

CXCR4 0.00 STLa

CD40LG 5 v mm. . 025 o

TNFRSF13B = - oF - - 5 n i

TMIGD2 .

TNFRSF25 lgﬁg:

KLRC1

ENTPD1 KDR

IL6 TGFBR1

TNFSF15 VTONt

cD276

TNFRSF17

CXCL12

TNFSF4

TNFSF18

ULBP1 =

NT5E -

HHLA2 - ..

PVR .
TNFRSF13C. &=

IL6R -

RAETIE - == - -

BTNL2

Figure S4. Correlation of TRPM2 expression with (A) immune activation genes; (B) immunosuppressive genes. * Indicates p-value < 0.05; ** p < 0.01; *** p <0.001; *** p < 0.0001.



