
Figure S1. KEGG enrichment map of four modules from WGCNA. (A) KEGG pathways enriched by the 

MEgreenyellow. (B) KEGG pathways enriched by the MEorange. The rich factor is the ratio of 

differentially expressed gene numbers annotated in this pathway term to all gene numbers annotated in 

this pathway term. The greater the Rich factor, the greater the degree of pathway enrichment.
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