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Supplementary Figure S1 | Survival prediction in melanoma. A The
survival-associated cell types across Crosstalkln and other deconvolution methods.

B-D Time-dependent ROC curves of the survival prediction.
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Supplementary Figure S2 | Survival risk analysis in melanoma.

A

Kaplan—Meier curves of high- and low-risk groups. B Stratification of patients and

corresponding survival outcomes. C Pathway enrichment analysis by GSEA.
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Supplementary Figure S3 | Imnmunotherapy Response Analysis in GBM, RCC,
and STAD. A ROC curves of immunotherapy response prediction. B Regression

coefficients of key cell types.
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Supplementary Figure S4 | Analysis of the impact of varied fusion weights

via Spearman correlations.



