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Fig S1 Quality of microbial sequencing data and its β-diversity. A, B, C illustrate the Rarefaction Curve 
plots for Chao1, Shannon, and Simpson indices, respectively. D Species Accumulation Curves. E principal 
component analysis (PCA) among three groups. F principal coordinate analysis (PCoA) among three 
groups. G non-metric multidimensional scaling analysis (NMDS) among three groups. P values and R 
values were calculated by the ANOSIM test.


