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Figure S1. PC decreased the « -diversity of the microbiota in AOM/DSS induced mice model. Bacterial
diversity estimated with the Shannon index (A) and Simpson's index (B) and bacterial richness
estimated with the ACE value (C) and Chao value (D) were shown. Cont, normal control group; AD,
AOM/DSS treated group; PC50, PC low-dose(50mg/kg) group; PC100, PC high-dose(100mg/kg) group;.
Data were analyzed by Kruskal-Wallis H non-parametric test and were expressed as mean = SEM (n =

5 per group).’p << 0.05; “p << 0.01 vs. AD group..
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Figure S2. GO enrichment analysis of differentially expressed genes (DEGs) identified in the study. The
DEGs were identified following the cutoff criteria fold-change |1og2FC| = 1 and P-value < 0.05.



