
[bookmark: _Hlk110786428][bookmark: _Hlk110762460][bookmark: _Hlk111990679]Supplementary Figure 1| Kaplan-Meier curves for patients with high and low expression of 12 signature genes in the TCGA dataset.

Supplementary Figure 2| The correlation between SRS and patients’ clinicopathological parameters, including age, gender, T stage, N stage, M stage, TNM stage, Breslow depth, Clark stage, location and ulceration. 

Supplementary Figure3 | The stratified survival analyses in different subgroups. (A) age, (B) gender, (C) T stage, (D) M stage, (E) N stage, (F) TNM stage, (G) Breslow depth, (H) Clark stage, (I) ulceration status and (J) tumor location. 

[bookmark: _Hlk110763227][bookmark: _Hlk110762890][bookmark: _Hlk110762595]Supplementary Figure 4 | (A) Analysis of 12 signature genes expression in GEPIA 2 database. (B) Compare the survival contribution of 12 signature genes in multiple cancer types using the GEPIA 2 database. *P < 0.05.

Supplementary Figure 5 | Analysis of promoter methylation levels of the FOXM1, BCL-6, NDRG1 and HK3 between tumor and normal tissues using UALCAN database. *P < 0.05, **P <0.01.

Supplementary Figure 6 | (A) Heatmap of significantly differentially expressed genes between the high- and low-risk groups in the TCGA dataset. (B) GO enrichment analysis and (C) KEGG pathway enrichment analysis of DEGs. (D) GSEA of hallmark gene sets compared between the high- and low- risk groups in the TCGA dataset.
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Supplementary Figure 7 | (A) The distributions of the immune score, ESTIMATE score, stromal score, and tumor purity between the high- and low-risk groups. (B) The Kaplan-Meier curves of overall survival in patients with diffrent immune score, stromal score, ESTIMATE score, and tumor purity.

