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Supplemental Figure S1 The altered gut microbiome of HUA rats. 

(A) The microbial composition at phylum level (n=5). (B) The relative abundance of altered phyla in the two groups (n=5); HUA= hyperuricemia group, N= Normal group; Asterisks, the significance of discrepancy by Wilcoxon rank-sum test; *, P<0.05
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