Bacillota

B Anaerovoracaceae
B Lachnospiraceae
[l Ruminococcaceae
UBAG660
Other

Bacteroidota

B Bacteroidaceae

@ Tannerellaceae
Rikenellaceae
Barnesiellaceae
Other

Actinomycetota

[ Bifidobacteriaceae

[l Coriobacteriaceae
Atopobiaceae
Eggerthellaceae
Other

Pseudomonadota

B Burkholderiaceae

B CAG-239

[l Enterobacteriaceae
Succinivibrionaceae
Other
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Thermodesulfobacteriota
B Desulfovibrionaceae

Other

B Unknown

B Gastranaerophilaceae

! Sphaerochaetaceae
Methanobacteriaceae
Other
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KEGG Metabolism Category
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-8 Amino acid metabolism )
S Biosynthesis of other secondary metabolites
o Carbohydrate metabolism
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PCoA Axis 2 (3.9%)

vOTU

R2=0.0185 .’
[ ]

K 0 1
PCoA Axis 1 (7.1%)

Diagnosis
e Non-IBD

e CD
e UC

PCoA Axis 2 (8.7%)

PHF

R2=0.0261

PCoA Axis 1 (30.6%)
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Log, Fold-Change
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