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Supplementary Fig. S2. Comparison of enriched pathways and biological functions among TME-A, TME-B, and TME-C subtypes based on GSVA scores. (A-B) KEGG pathway enrichment differences between TME-A and TME-B (A), and TME-A and TME-C (B). (C-D) GO functional enrichment differences between TME-A and TME-B (C), TME-A and TME-C (D). 
Abbreviations: GSVA, gene set variation analysis; GO, Gene Ontology; KEGG, Kyoto Encyclopedia of Genes and Genomes.
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