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Supplementary Fig. S2. Heat map displaying the enrichment of hub genes clusters PTC and NAT groups. Each group is colored by -log 10(P) values using a discrete color scale representing statistical significance. The functional annotation terms and their corresponding categories are M (canonical pathways), GO (Gene Ontology), WP (Wiki pathways), R-HSA (Reactome Gene Sets), and hsa (KEGG pathway).
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WP366: TGF-beta signaling pathway
hsa04933: AGE-RAGE signaling pathway in diabetic complications
198: PID SYNDECAN 1 pathway

sa05205: Proteoglycans in cancer
G0O:0043588: skin development

GO:0048545: response to steroid hormone

GO0:0030335: positive regulation of cell migration

hsa05144: Malaria

G0:0032355: response to estradiol
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WP5097: CCL18 signaling pathway
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