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Additional Figure Legends
[bookmark: _GoBack]Figure S1. The diversity of taxonomies and functions between cases and controls(A-C). (A) Alpha diversity between cases and controls. The figures below showed boxplots of observed species count, Shannon’s index(Plot1) ,Simpson’s index(Plot2)and Chao1’s index(Plot3) across groups of cases and controls. (B) Beta diversity of species between cases and controls. PCoA plot of Bray–Curtis dissimilarity. The x- and y-axes represent the first and second principal coordinates with the proportion of variance. Each point represents a sample and the dashed line indicates a 95% confidence ellipse for each group. (C) Beta diversity of pathway between cases and controls. PCoA plot of Bray–Curtis dissimilarity. The x- and y-axes represent the first and second principal coordinates with the proportion of variance. Each point represents a sample and the dashed line indicates a 95% confidence ellipse for each group.
