H M3

i AN/~

CAL NAP25

ANK3 4

NFEBIA DM FN1

MNC

SCN2A

NP/\\/

SNAP25

NFKBIA
Y

HIF1TAVAMPE

m

=~ r—

PRER

MYC

GNAI1
2

~ GAD2

BRG2

K2

M3

C

EPC

SC

GABRG2Z
GADY—

5FR

NM1

LM3



EPC

MNC

Degree

Names P.value Hazard Ratio (95% Cl)
NPY 1e—04 0.6097(0.4723,0.7871) !
CALM3 0.0077 0.7088(0.5503,0.9129) =
GAD2 0.003 0.6827(0.5305,0.8785)
HIF1IA  0.0897 1.2427(0.9669,1.5973)
CDK4 <0.0001 2.7347(2.0805,3.5947)
—— e

VAMP2 <0.0001 0.3185(0.2427,0.4181) 1
SYT1 2e-04 0.6083(0.4705,0.7866) ‘
EGFR 0.0037 1.4536(1.1288,1.8718) ‘
ANK3 <0.0001 0.4337(0.3334,0.5641) -—
CCK 0.0127 0.7247(0.5626,0.9336)

A
SCN2A <0.0001 0.4811(0.3703,0.6252)
CALM1  0.0161 0.7335(0.5699,0.9442) .
STXBP1 <0.0001 0.4342(0.3344,0.5637)

I—

I | | | | | | | | |

|
SNAP25 <0.0001 0.5218(0.4032,0.6753) +—
TAC1 0.8905 0.9826(0.7649,1.2622) I

<0.0001 0.5685(0.44,0.7344)

SST 'é
FN1 <0.0001 4.3177(3.2223,5.7856)

0

15 2 256 3 35 4 45 5 55

Hazard Ratio

Supplementary Figure S2. Protein-protein interaction (PPI) network and batch survival analysis of overlapping differentially expressed genes

(DEGs). A—C — PPI network analysis of overlapping DEGs, including degree, maximum neighborhood component (MNC), and edge percolated

component (EPC). Nodes represent proteins or protein domains, while edges represent interactions between these proteins. D — Venn diagram,

intersection analysis of DEGs in three network modules, with the overlapping genes in the middle. E — Forest plot of the overall survival (OS)

prognostic value of the 17 overlapping genes
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