Figure S1. Venn diagram of operational taxonomic units (OTUs) of each group.
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Figure S2. Linear discriminant analysis effect size (LEfSe) analysis of each group.
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Figure S3. The bubble chart of enrichment analysis for metabolic pathways.

The manipulated metabolic pathways are based on the analysis of different metabolites
among three treatments following the KEGG pathway database. The metabolome view
shows all matched pathways according to the P-values from the pathway enrichment
analysis and impact values from the topology analysis. The node colors varied from green
to red, indicating that the metabolites have different levels of significance.



