A KEGG enrichment analysis(DEB_vs_DEC)
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Figure S3  The top 20 enriched KEGG pathways of DEGs in different groups, the ordinate
represents KEGG pathways, the rich factor represents the significant level of enrichment, the size of
the point represents the number of unigenes, the color of the point corresponds to the range of g-
value. (A) KEGG enrichment analysis of DEGs between DEB and DEC (B) KEGG enrichment
analysis of DEGs between DMB and DMC (C) KEGG enrichment analysis of DEGs between DAB
and DAC (D) KEGG enrichment analysis of DEGs between DEC and DMC (E) KEGG enrichment
analysis of DEGs between DMC and DAC.



