S1 Fig. Principal component analysis (PCoA) of microbial communities.
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The relative abundances of OTUs defined at a 3% dissimilarity were used to calculate weighted UniFrac distance, followed by a PCoA analysis. PC1 and PC2 of the PCoA result were selected to plot the individual samples. The samples IDs were described in Table 2. This PCoA analysis did not take the samples, ABS175 and DBS150, into consideration, due to their low sequencing depth. 
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