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Figure S1 Determination of soft-thresholding power in WGCNA. (A, B) Hierarchical clustering dendrogram and trait heatmap of the samples in GSE27411 and GSE60427. (C, D) Histogram of connectivity distribution and checking the scale free topology in GSE27411 and GSE60427. 
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[bookmark: OLE_LINK136][bookmark: OLE_LINK137]Figure S2 Validation of H.pylori infection associated prognosis model in the testing TCGA cohort. (A) The K-M curves showed the different prognosis in risk group of the testing cohort. (B) The heatmap of the four genes in the testing cohort. (C) PCA and tSNE distinguished the risk groups in the testing cohort. (D) Risk score curve and patient survival status and time distributed by risk score in the testing cohort. (E) The time-dependent ROC curves for OS at 1-, 3-, and 5-years in the testing cohort. (F) The nomogram was constructed on the basis of clinical features and risk score in the testing cohort. (G) Nomogram calibration plots for predicting the probability of OS at 3 years in the testing cohort. (H) ROC curves of 1-, 3-, 5- years survival predicted by risk score and all the other clinical parameters in the testing cohort.
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Figure S3 Gene set enrichment analysis in the risk groups and the prediction of the drug response with risk genes. (A,B) Gene set enrichment analysis between the high-risk and low-risk groups. (C) The relationship between risk genes expression and possible drug response. KEGG pathway maps were used with permission from Kanehisa Laboratories (Ref: 254530). The original source is acknowledged by citing Kanehisa et al. (2025)1.
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Figure S4 Effects of H. pylori (BNCC338158) infection on KYNU expression in GC cells over time. (A) Relative mRNA levels of KYNU in MKN-45 cells at 0h, 6h, 12h, and 24h post-infection with H. pylori strain BNCC338158. (B) Relative mRNA levels of KYNU in AGS cells at 0h, 6h, 12h, and 24h post-infection. (C) WB analysis of KYNU protein expression in AGS cells at 0h, 6h, 12h, and 24h post-infection. (D) WB of KYNU protein expression in MKN-45 cells at 0h, 6h, 12h, and 24h post-infection. GAPDH was used as the loading control. Data are presented as mean ± SD. *p < 0.05, p < 0.01, ***p < 0.001, ns: no significance compared with the 0h control group.
1.	Kanehisa M, Furumichi M, Sato Y, Matsuura Y, Ishiguro-Watanabe M. KEGG: biological systems database as a model of the real world. Nucleic acids research. Jan 6 2025;53(D1):D672-d677. doi:10.1093/nar/gkae909

image1.tiff
GSE60427

GSE27411

Sample dendrogram and trait heatmap

Sample dendrogram and trait heatmap

Hpneg

136

0.91, slop

Check Scale free topology

scale RAZ

§0- 0k gi- 0z
(GidioLBor

Histogram of k

000Z 0051 000L 005 O
Kouonbaid

8
28
s¢
i
e
mm
53
s0- 01 si- 0z-
(ondotsor

Histogram of k

oosk  000L 005 O
Kouanbaig

24 26 28 30

22

200 400 600 800 1000

0

1a 16 18 20 22 24 26

200 300 400 500

100

10g10(K)

log10(k)




image2.tiff
Rk igh ik low ik

»
[ —

3o ) o
o5 100 oy se

Risk score
15 25 35

0s

0123456

Survivaltime (years)

Sensitiviy

~Figh ek
< low ik

— Aucat1 years: 0510
UG at 3 Years: 0633
H AUC at 5 years: 0982

00 o0z o4 o8 o8 10
1-specifcity

Sensitivity

04

08 10

08

02

00

O e Risk Risk 2! .
1 Fiven
po -
{11 R g
il | Lo *
|||f||\|| I 1A 4
EEERE
Pct
F G
s
™ s
Gonder = .
Age IJV\ V! H
0 g
s s H
.
o i) v gs -
=l b iz
3
iz
Ptuime <51,
Prtuime <3) S e
ety Nomogra raditad Prbablhy of - 08
v sovear v
2o £ e
23 HE
i i
@ 3 33
= el s = 2
G % 4 s 5 n S oz i ds T G 3z s s 5 o

1-Specificity 1-Specificity

1-specificity




image3.tiff
Running Enrichment Score

Ranked List Metric

2|

Enriched in high risk group P Enriched in lowrisk group G ANTIGEN FROCESSIG.AND PRESENTATON
" KEGG_CONPLEMENT AND_CORGULATON CASCADES " KEGG.GRAFT VERSUS.HOST DISEASE
" KEGG_ECM RECEPTOR INTERACTION " KEGGNATIRAL aLER
o €0 FOCAL ADHESION  KeceouacTom TRAvSD
NEURGACTIE LIGAND RECEPTOR ITERACTION o, PRIARY WMUNGOERCIENCY
0
o
I U1 I LpRI1]) LR LR ) R I
Wmm&]m"ﬂﬂw L ‘! lM T ﬂr“WI’ WI
o m ' oo s o4 fy fite
o
o
os
0
o o o o o o
Rank in Ordered Dataset Rank in Ordered Dataset
— 8 [ ——
. . 27 . 3.
-1 2 H - §
e o 2. H H
3 : 3 :
S . 3 [ o]
5, q 22 . 3 5
K o 5 *
g | Lk 3 g
g, i Sy 8 g =2
_1 T é . 4 - .
Iow high low high high low high Iow
The_expression_of-FDCD1  The_expression_of FBCD1 The_Gxpression_of. Fz02 he_exuression_of Fz02
. s
— 1 - " L T s g,
gz 8o g2 : £ H
g i - g g
H - 3t R . LN 2 EY
3o 3 50 37" 5
g g o L
g S . g 82 2
3
Qo

igh Tow
The_expression_of_FZD2

high Tow.
The_expression_of_FZD2

high Tow
The_expression_of_FZD2

high Tow
The_expression_of_FZD2

high Tow
The_expression_of_KYNU

_MEDIATED_CYTOTORCITY
TIoN




image4.tiff
MKN-45 B AGS

L

Relative mRNA expression
N -
*
*

Relative mRNA expression

o

Oh 6h 12h24h Oh 6h 12h24h

BNCC338158 BNCC338158
& & KIS kO S & IS 0
50 wn
g | RN [ 2| o [mm—mTsg
< X
GAPDH [Smessesmemn]- 13 =




