Supplementary figure
Fig. S1. Enterotype classification by the principal component analysis (PCA)

A. Optimal number of clusters in PCA.
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B. Results of principal component analysis




Fig. S2. Fecal bacteria stratification into two enterotypes and bacterial composition in each
enterotype

A. Relative abundance of fecal bacteria in each enterotype at the family level
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B. Relative abundance of fecal bacteria in each enterotype at the genus level
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* Significant differences between ET-L and ET-P at P<0.00001 (Bonferroni corrected P value).

ET-L: Enterotype Lachnospiraceae ; ET-P: Enterotype Prevotellaceae



Fig. S3. a-diversity of fecal bacteria

A. o-diversity in total participants
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Fig. S4. B-diversity of fecal bacteria
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