
Figure S2: The 130 genes EMT-core list and the 365 genes list exhibit comparable 
enrichment ratios of GO molecular functions. The enrichment ratio is the number of 
observed genes divided by the number of expected genes for a given term or pathway. 
Enrichment ratios were obtained from WebGestalt or calculated with data from FatiGO. GO, 
gene ontology; BP, biological process; MF, molecular function; KEGG, Kyoto encyclopedia 
of genes and genomes.


