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Supplementary Figure 1. KEGG and GSEA enrichment results of DEGs geneset. (A) The top 20 KEGG pathways interactive network
for the overall score share of BCC and SCC. (B, C) GSEA enrichment results of BCC and SCC in GSE7533 and GSE125285.
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Supplementary Figure 2. Correlation difference between ferroptosis genes and tumor microenvironment (TME) metabolic
functions. (A) Difference in Pearson correlation of TME metabolic functions and ferroptosis genes expression between BCC and SCC.
(B) Difference in Pearson correlation of ferroptosis genes higher/lower expression level and TME. (C) Comparison of TME metabolic function
between BCC and SCC. (*P<0.05,**P<0.01, ***P<0.001, ****P<0.0001).
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Supplementary Figure 3. Enrichment results of KEGG (A), LICA (B) and TME metabolic function (C) in overall score share of interactive

network of BCC, SCC and (adjacent) normal tissues.
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Supplementary Figure 4. The difference in GSVA(ssGSEA) enrichment results and ferroptosis genes expression of BCC, SCC
and adjacent/normal groups. (A, B) Difference in LICA and TME metabolic function between BCC, SCC and adjacent/normal groups.
(C) Difference in ferroptosis genes expression between BCC, SCC and adjacent/normal groups. (D) Difference in EMT and ROS estimated
enrichment score between BCC, SCC and adjacent/normal groups. (*P<0.05,**P<0.01, ***P<0.001, ****P<0.0001).
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