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Figure S1. The enrichments of DE PCGs in Min dead (MD) vs. Min control (MC) groups. (A) KEGG pathway enriched by DE PCGs with significant 
up-regulation expression in MD vs. MC. (B) GO entries enriched by DE PCGs with significant up-regulation expression in MD vs. MC. (C) KEGG 
pathway enriched by DE PCGs with strong down-regulation expression in MD vs. MC. (D) GO entries enriched by DE PCGs with strong down-regulation 
expression in MD vs. MC.


