SUPPLEMENTARY FIGURES

A

® = immunoglobulin complex

g - ITIMUN aglol;rulln complex,
3075 = MHC class Il protein com

= = negative I cel s$lec on )
o - negative thymic T cell selection
£050

Z

EO 25

< 0.00

&

£ 10 !

@

= 5

= 0

2 5

& -10

10000 20000
Rank in Ordered Dataset

30000

irculati
p?ggu ating

B

e o e o
o N o

Running Enrichment Score
o
H

Ranked list metric
(=)

7

= 1 cell receptor signaling pathway
= Th1 and Th2 cell differéntiation

AT S

IIIII " III

10000

30000

2000
Rank in Ordered Dataset

Supplementary Figure 1. GSEA analysis comparing the immune phenotype between the two immune-related groups. (A, B) In
high immune cell infiltration group, (A) the significant enrichment of top 5 GO terms, and (B) the significant enrichment of 5 immune-related

KEGG pathways.
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Supplementary Figure 2. Association between two immune-related groups and OS for melanoma patients.
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Supplementary Figure 3. The forest plot for the 7-gene prognostic signature.
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Supplementary Figure 4. Validation of the 7-gene prognostic signature. (A, B) Kaplan-Meier survival curves and ROC curves of OS in
GSE54467. (C, D) Kaplan-Meier survival curves and ROC curves of DSS in GSE65904.
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Supplementary Figure 5. Assessment of the independent prognostic value of the prognostic signature. The (A) 1-year ROC
curves, (B) 3-year ROC curves, and (C) 5-years ROC curves for the signature and clinical features. (D) The univariate Cox regression analysis.
(E) The multivariate Cox regression analysis.
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Supplementary Figure 6. Evaluation of the OS nomogram. (A, B) The (A) 3-year and (B) 5-year ROC curves. (C, D) The calibration
curves for the probability of (C) 3-year and (D) 5-year OS.
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Supplementary Figure 7. Relationship between the prognostic signature and stromal score. (A, B) The high-risk group has lower
stromal scores compared with the low-risk group in (A) the TCGA dataset and (B) GSE54467. (C-1) The association between stromal score and
the expression of each gene in the 7-gene prognostic signature: (C) CYTL1, (D) CCL8, (E) FCGR2C, (F) OAS1, (G) HAPLN3, (H) WIPF1, (1) CLIC2.

WWWw.aging-us.com 4 AGING



B Cell

Purity

CD8+ T Cell

CD4+ T Cell

Macrophage

Neutrophil

Dendritic Cell

=] 10 ]

CD4+ T Cal

‘partigl.cor = 0,083
= B.0se-02|

parfial cor = ~0.03|
o TS a0t

partl cor = 0021
Ml -

CYTL1
CYTLI Expression Level (log2 TPM)
koM

& Wy
i partalcor =0.172 partalcor = 0570
. B T aend P Al
0 3.
)
[5)
(&)
3
8
s
£
rs
&)
o~
4
Q
o
L
]
B
¢

OAS1
OAS1 Expression Level flog2 TPM)

‘partial.cor = 0.488
P =4.10e-28

HAPLN3
HAPLN3 Expression Lovel (032 TPM)

nfiraton Level

s Py =] orToa D Tea ] 10 ]
B partial cor = 0,327 partial.cor = 0,108’ partial.cor = 0.462| partial.cor = 0.3
A Pl T isth Rgrrir =
3 o
w g
a <
= 19,
k &
= 00 01

C04- T coll

. Aastialcor
pei
s

=0.313|
jo=11
K

CLIC2
CLIC2 Exprassion Level {log2 TPM)
Show

Supplementary Figure 8. Association between the gene
FCGR2C, (D) OAS1, (E) HAPLN3, (F) WIPF1, (G) CLIC2.

expression level and six subtypes of TIICs. (A) CYTL1, (B) CCLS,
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