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Figure S1 Flow chart of this study. CIRG, cuproptosis- and immune-related gene; TCGA, The Cancer Genome Atlas; HCC, hepatocellular
carcinoma; CIRGs, cuproptosis- and immune-related genes; ICGC, International Cancer Genome Consortium; GEO, Gene Expression

Omnibus.
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Figure S2 Expression of ten CRGs in HCC tissues. (A) Differential expression profiles of ten CRGs in HCC and normal tissues. (B)
Differential expression profiles of ten CRGs in HCC and corresponding paracancerous normal tissues. (C-L) Prognostic analyses of ten
CRGs in HCC samples. *, P<0.05; **, P<0.01; ***, P<0.001; ns, P>0.05. CRGs, cuproptosis-related genes; HCC, hepatocellular carcinoma.

© Translational Cancer Research. All rights reserved. https://dx.doi.org/10.21037/tcr-23-2182



A B

Patients with Age <65 years

Patients with Age>65 years
Risk ~+ high =+ low

Risk =+ high = low
1.00

C

Patients with MALE

Risk = high ~ low

Patients with FEMALE

Risk —+ high =+ low

1.00
2075
H 2075 207 2075
8 £ | £
8 = g g
5050 8 S 050 k]
=3 5050 = 5 0.50
s 5 5] s
B g 2 S
3 = g :
025 > @ 5
025
p<0.001 D025 D 0.25.
p<0.001 p<0.001 p=0.041
0.00
0.00
oo e o 6 1 2 3 4 5 6 7 & § 10 L O - L B o
Time(years) ; 6 1 2 3 78 8 10
Time(years) Time(years)

E

Patients with Grade1-2 Patients with Grade3-4

Risk ~ high = low Risk = high = low

1.00 1.00
2075 2075
H 5
8 E
8 S
5050 5.050
K] 3
E :
£ H
D025 B 25

p<0.001 p=0.001

0.00 0.00

o 1 2 7 8 9 10

Patients with Stage I-1I

Risk ~+ high = low

° °
g 3

Survival probability

o
&

p<0.001

1.00
0.00

El‘*—;t

Time(years)

Patients with Stagelll-IV

Risk = high =+ low

Survival probability
°

i 5 6
Time(years) Time(years)
Patients with T1-2 Patients with T3-4

Risk = high = low Risk = high = low

10

4 5 6
Time(years)

K

Patients with NO

Risk = high = low

1.00
0.75.
.50
0.25
p=0.006
0.00
0 1 2 3

6 7 8 9
Time(years)

Patients with MO

Risk =+ high =+ low

1.00 . 1.00
2075 075 2075
3 £
8 3
H g g
£ 050 os0 5050
= s E
s H B
701 pe0.001 0z z i

<0.

P p=0.006 °%1  0<0.001 p<0.001
0.00

0.00
ool v e 6 1 2 3 4 5 & 7 8 8§ 10 000 o
Time(years) Time(years) 51 2 3 ) 70 0 1 2 3 4 7 8 8 10

Time(years)

Time(years)

Figure S3 Prognostic analysis of HCC patients with different risk scores in different clinical subgroups. (A-L) K-M survival curves of the
different risk cohorts in various clinical subgroups. HCC, Hepatocellular carcinoma; K-M, Kaplan-Meier.
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Figure S4 Metabolism-related GSEA pathways in HCC. GSEA, gene set enrichment analysis; HCC, hepatocellular carcinoma.
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