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FIGURE S1 Results of normalization by principal component analysis for TCGA-SKCM dataset.

Two boxplots of normal and tumor groups performed and visualized before (A) and after (B) batch effect

removement.
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FIGURE S2 Difference analysis of immune cells between melanoma and healthy tissues using the
CIBERSORTX algorithm. Barplots of different fractions of 22 immune cells between melanoma patients and

healthy tissues. NC represents healthy control, T represents Tumors.
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FIGURE S3 Heatmap of KEGG pathways identified by GSVA analysis in an individual sample. The blue

boxplot represents healthy control; the red boxplot represents Tumors.



