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Figure. S1. Petal plot of the number of genes in different samples[image: ]
Figure. S2. Box plot of differences in gene numbers between treatment and control groups
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[bookmark: _Hlk151036355]Figure. S3. Hierarchical cluster analysis of the bacterial communities sampled at different time points
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Figure. S4. The abundance of KEGG level 1 metabolic pathways in different groups
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Figure. S5. Differential test plot of KEGG level 2 metabolic pathways functional annotation in different groups [image: ]
Figure. S6. The abundance of KEGG level 3 metabolic pathways was composed in different groups
[image: ]
Figure. S7. The abundance of KEGG level 3 metabolic pathways was composed in different groups
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