Supplementary Figures
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Supplementary Figure 1 Rarefaction analyses of all sampling groups.

(A) Rarefaction curves of all sampling groups based on the Shannon index (one
curve per group). (B) Rarefaction curves of all sampling groups based on the
observed OTUs (one curve per group).
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Supplementary Figure 2 Boxplot for the observed OTUs in each microbial
sampling group.
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Supplementary Figure 3 Principal coordinates analysis of all 123 microbial
samples using Jaccard distance.



