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S7 Fig. Gene Ontology (biological pathways) enrichment in genes super-up-regulated in ADC or SQCC (a) and genes 
super-down-regulated in ADC or SQCC (b). Rows of the heatmap correspond to genes overlapping with at least one enriched term 
(red). Genes with no overlapping terms were removed from the graphical representation. Columns correspond to enriched terms 
clustered by Euclidean distance. GO Term significance score corresponds to -log10 of the Modified Fisher Exact P-Value after Benja-
mini correction (extracted from DAVID’s Functional Annotation tool).
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