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Supplementary Figure S1. Venn diagram illustrating the overlap of OTUs in the gut

microbiota among the two groups
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Supplementary Figure S2. Composition analysis of the gut microbiota at different
taxonomic levels among the two groups: (A) phylum, (B) class, (C) order, (D) family,
(E) genus. Only the top 10 most abundant OTUs are displayed.



