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Figure S1. LEfSe analysis on genus levels. Species were displayed that exhibited significant differences among groups, characterized
by LDA values greater than 2.5.
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Figure S2. (a) Key metabolites identified by LEFse analysis. Metabolites characterized by LDA values greater than 2.5. (b). KEGG
pathway analysis of differential metabolites in the CA vs DSS group. Each dot on the graph represents a distinct KEGG pathway,
with dot size corresponding to the number of metabolites in the pathway. Larger dots indicate a higher metabolite count. The color
of each dot reflects the p-value magnitude, with darker colors indicating smaller p-values.



