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Figure S1. The abundance of microorganisms for the samples.

g&(g&g& B

Genus

B Actinomyces

OAlistipes

O Barnesiella

O Blautia

B Butyricimonas

® Caviibacterium

B Clostridium sensu stricto 1
a Collinsella

& Cutibacterium

B Dorea

B Erysipelatoclostridium

B Escherichia-Shigella

B Eubacterium hallii group

O Flavonifractor

@ Fusobacterium

O Intestinimonas

B Lactococcus

B Paeniclostridium

B Paraprevotella
Peptostreptococcis

@ Prevotella

B Pseudobutyrivibrio

B Rikenellaceae RC9 gut group
B Ruminococcaceae UBA1819
B Ruminococcus gnavus group
O Sphaerochaeta

B Streptococcus

B Sutterella

B Akkermansia

O Bacteroides

O Bifidobacterium

O Butyricicoccaceae UCG-008
B Campylobacter

@& Christensenellaceae R-7 group
B Clostridium sensu stricto 2

a Corynebacterium

O Dialister

B Enterococcus

B Erysipelotrichaceae UCG-003
B Eubacterium fissicatena group
B Faecdlibacterium

O Fusicatenibacter

O Holdemanella

O Lactobacillus

B Oscillospiraceae UCG-002

B Parabacteroides

B Parasutterella

B Phascolarctobacterium
Propionimicrobium

W Pseudomonas

B Roseburia

B Ruminococcus

B Ruminococcus torques group
B Staphylococcus

@ Subdoligranulum

[ Veillonella



