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Figure S1. (A) The 1-year ROC curve with the lowest AIC value for the optimal cut-

off point of prognostic model. (B) Risk plot showing the distribution of the risk score

in the validation group (C) Risk plot showing the distribution of OS outcome in the

validation group. (D) Nomogram for predicting 1-year, 3-year, and 5-year probabilities

of PFS outcome. (E) Calibration curves for assessing accuracy of the nomogram. The

dashed diagonal line in grey colour represents the ideal model. ROC: receiver operator

characteristic; AIC: Akaike information criterion; OS: overall survival; PFS: Progression-Free-

Survival.



>

Cor=0.222 (p<0.001)
2001 )
150
100

HLA-DOA

w
o
|

oA

12 14 16 18 20
Risk score

m

Cor=0.245 (p<0.001)

o 150
2
5 100+
I 'f':l
50 1 Lo
Y
e .
12 14 16 18 20
Risk score
Cor=0.119 (p<0.05)
300 .

HLA-DRB&
N
=]
S

12 14 16 18 20
Risk score

Risk score

HLA-DRB1
w
S
IS]
I

Risk score

Cor=0.243 (p<0.001)

HLA-DQA1
@
=]
o

12 14 16 18 20
Risk score

Cor=0.244 (p<0.001)

S B B R R
12 14 16 18 2.0

Cor=0.189 (p<0.001)

T
12 14 16 18 20

. 1500/

800 - ~
X : g
g 6001 £ 1000

]

< 4001 <
T . T 500 .

2004 ., ; <L

. RPN
o i shit o dermi Sy

D

Cor=0.269 (p<0.001) Cor=0.119 (p<0.05)

12 14 16 1.8 20
Risk score

12 14 16 18 2.0
Risk score

I

Cor=0.176 (p<0.001) Cor=0.139 (p<0.01)
300]

200/

HLA-DQB2

100 .
R
A i'.'i-ﬁi'»':in:ﬁ L
0 {ctw R
T T T T T
12 14 16 1.8 2.0
Risk score

Risk score

Cor=0.264 (p<0.001) Cor=0.209 (p<0.001)

12 14 16 18 20
Risk score

12 14 16 18 20
Risk score

Figure S2. Spearman correlation diagram showing the correlation between the risk

score and HLA gene expression. HLA: Human leukocyte antigen.
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Figure S3. (A) UMAP plot showing cell categories after dimension reduction. (B) Box
plot of SRI expression in GC using the GEPIA2 tool (http://gepia2.cancer-
pku.cn/#index) (***, p<0.001). (C) Kaplan—Meier curves showed the difference in OS
between the high- and low-SRI expression groups in the TCGA-STAD dataset. (D)
Kaplan—Meier curves showed the difference in OS between the high- and low-SRI
expression groups in the GSE84437 dataset. UMAP: Uniform Manifold Approximation

and Projection; GC: gastric cancer; OS: overall survival.



