Table S1. Grouping of pathogenic bacteria according to the faecal metagenomic analysis of microbial

profile
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Supplementary Figure S1. (A) There is no difference in the relative abundance of three species
(Bifidobacterium adolescentis, Bifidobacterium bididum, and Bifidobacterium longum) contained in
SIMO1 between the placebo and SIM01 groups at baseline. (B) Oral SIM01 treatment significant increase
in the fold change (month 3/baseline) of three probiotic species contained in SIM01 compared with the
placebo arm. p values were given by the Wilcoxon rank-sum test (two-sided). Elements on boxplots:
centre line, median; box limits, upper and lower quartiles; points, each sample.



