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Figure S1 Expression distribution of the seven signature genes in the CGGA cohort. CGGA, Chinese Glioma Genome Atlas; OS, overall

survival.
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Figure S2 Survival analysis of seven key genes.
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Figure S3 Incremental prognostic value of the actin cytoskeleton-related gene signature compared with clinical variables.
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Figure S4 Comparative analysis of the actin cytoskeleton-related gene signature between IDH wild-type and IDH-mutant gliomas in the

CGGA cohort.
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Figure S5 Association between the riskScore and TCGA immune subtypes. TCGA, The Cancer Genome Atlas.
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Figure S6 Immune infiltration patterns associated with IDH status and riskScore in the CGGA cohort. Statistical significance is indicated as
follows: *, P<0.05; **, P<0.01; ***, P<0.001; ***, P<0.0001. CGGA, Chinese Glioma Genome Atlas; ns, not significant.

© AME Publishing Company. https://dx.doi.org/10.21037/ter-2025-1-2865



A EE high B8 low

Fedkkdk Fkkk Khkhkk AhkE kkkk AAKE kkkk KHhkk Kkk b2 23 ek ek *k T * * * * ns ns ns
8.
[ ]
[ ]
[ ]
6.
°
AR
<
=] ° M
34- e o ® : % . .
%’- s i o .
> ° H L4 °
w $ O : 14 e !
2 . . L .
. e ! 3 it .
. o |8 o
] 1] L4 ® o °
[ ] L ]
JoTK 3 . &
L REFA I D IR FFTF LSS DO
MRS VAR S Q Q& O« ¥ &Y
P *'000“«°Q’c5‘\\yoo‘3?°§q°‘“o"=\9*' &9
<Q \et

TGFBR1
CD274
IL10RB
*kk KDR
***  CD160

| ™% ADORA2A

LAG3
PDCD1LG2 .
CTLA4 Cog-léelatlon
**  BTLA 04
TGFB1 0.2
IDO1 0
PDCDA1 I'0v2
LGALS9 04
cD96
HAVCR2
CSF1R
TIGIT
*L10
VTCN1
g CD244

*
*
*
*
*
*

*
i
*
i

AKT1
FGFR1
LPAR2
PPP1R12A
PIPSK1A
APC2

Figure S7 Association between the actin cytoskeleton-related gene signature and immune checkpoint molecules in the CGGA cohort.
Statistical significance is indicated as follows: *, P<0.05; **, P<0.01; ***, P<0.001; ***, P<0.0001. CGGA, Chinese Glioma Genome Atlas; ns,
not significant.
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