Figure S1. Study flowchart.

Figure S2. Confirmation of the association of pyroptosis with the overall survival (OS) outcomes among the SKCM patients in the TCGA dataset. (A) Hazard ratios (HR) for 20 hallmarks of cancer prognosis determined using a forest plot. (B) Kaplan–Meier curves for the patients with high and low pyroptosis scores. (C) Comparison of the pyroptosis scores in the living and deceased patients. Statistical analysis: *** p < 0.001.

Figure S3. Selection of the optimal soft-threshold power and clustered dendrogram of the genes identified by WGCNA. (A) Calculation of the scale-free index for different soft-threshold powers (β). (B) Calculation of the mean connectivity for different soft-threshold powers. (C) Clustered dendrogram for differentially expressed genes.

Figure S4. Principal component analysis for the expression of pyroptosis-related regulators that distinguish the PGS-low (n = 39) from the PGS-high (n = 38) SKCM patient groups in the GSE54467 dataset.

Figure S5. Validation of the PGS score in the GSE19234 dataset. (A) Kaplan–Meier OS curves for the SKCM patients in PGS-high and -low groups. (B) Comparison of the PGS scores in the living and deceased patients. (C) Time-dependent ROC curves at 1, 3 and 5 years. Statistical analysis: * p < 0.05.

Figure S6. （A-B）Evaluation of immune cell infiltration using MCPcount  and Cibersort in the PGS-low and -high groups. Statistical analysis: * p < 0.05, ** p < 0.01, *** p < 0.001.

[bookmark: _Hlk101422402]Figure S7. Correlation between the PGS score and stromal cell infiltration. (A)  Interrelationship between pyroptosis and cancer hallmarks. (B) Interrelationship between the PGS score and various stromal cell types. (C) Multivariate Cox regression analysis to identify various prognostic stromal cell types in a HR forest plot. (D)  Infiltration level of 11 stromal cell types in the PGS-low and -high groups. Statistical analysis: * p < 0.05, ** p < 0.01, *** p < 0.001.


