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Figure S4. Statistics of Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway enrichment of
differentially expressed metabolites in meta24 vs. meta0 group (upper picture) and meta72 vs. meta0
group (bottom picture), respectively. The variable importance in projection (VIP) > 1.0 and the
absolute value of LogoFC (fold-change) > 1.0 are used as the threshold for significantly regulated

metabolites.



