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Figure S1. Ridgeplot representing the most significantly enriched pathways by KEGG or GSEA enrichment analysis.
A. KEGG and B. GSEA pathway enrichment for DEGs between Negative BL and Negative RL groups; C. KEGG and D.
GSEA pathway enrichment for DEGs between Negative RL and RAS/PAX8-PPARg positive groups.
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Figure S2. A. Heatmap representation of the fractions of each immune cell subtype in each sample obtained by
CIBERSORTx software. The lower fractions have shades of blue and the higher have shades of red; B. Fractions of each
immune cell subtype in TCGA-THCA’s BRAF or RAS positive sample obtained by CIBERSORTx software. Black bars
represent BRAF mutated samples and white bars represent RAS mutated samples; C. Absolute score generated by
CIBERSORTX software representing the abundance of immune cells in TCGA-THCA'’s samples. The higher the score, the
more presence of immune cells. The black bar represents BRAF mutated samples and the white bar represents RAS mu-
tated samples.
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Figure S3. Kegg'’s ‘Pathways in cancer’ enriched pathway. Colored squares represent DEG detected in our differential
expression analysis. Red boxes represent upregulated genes and green boxes represent downregulated genes, the degree
of fold change is expressed in the upper-right legend; A. DEGs between TCGA-THCA BRAF and RAS positive samples;
B. DEGs between negative BL and negative RL samples; C. DEGs between negative RL and RAS/PAX8-PPARg positive
samples.



