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Figure S2 Inulin intervention changed the alpha diversity and composition of intestinal microbiota. (A) Comparison of chao index, shannon index, sobs index and ace index of gut microbiota in different groups. Percent of microbiota abundance on (B) phylum level, (C) class level, (D) order level, (E) family level, (F) genus level. N = 5 mice/group.
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