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The significantly different metabolites with KEGG
pathway annotation in Figure 4B.

The other significantly different metabolites with KEGG
database ID but no pathway anaotated in Figure 4C

The significantly different species
Alloscardovia omnicolens
Clostridium sp. CAG:53
Lachnoclostridium sp. An118
Aggregatibacter segnis
Bifidobacterium adolescentis
Firmicutes bacterium CAG:95
Weissella confusa

Clostridium leptum

Eubacterium siraeum

Holdemania filiformis

Akkermansia muciniphila

Alistipes finegoldii

Collinsella stercoris

Collinsella aerofaciens
Christensenella minuta

Firmicutes bacterium CAG:238
Actinomyces turicensis

The significant compounds(F4C-D)

Spearman correlation

cofficients
04 0.2 0 -0.2 -04
T R



