Figure 1S

Chronic social defeat (SD) model
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Bacteriodetes

207 mm Bacteroidia;o__ Bacteroidales;f__[Odoribacteraceae];g__Odoribacter
154 Bacteroidia;o___Bacteroidales;f __S24-7;,g
Bacteroidia;o _Bacteroidales;f Rikenellaceae;g AF12
1.0- Bacteroidia;o__Bacteroidales;f__Rikenellaceae;g___
U I ., Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__Prevotella
0.54 il -_ - h - mm Bacteroidia;o___Bacteroidales;f __Porphyromonadaceae;g__Parabacteroides
I mmm Bacteroidia;o___Bacteroidales;f __Bacteroidaceae;g__ Bacteroides
0.0-8ank L “~mmm Bacteroidia;o__Bacteroidales;f ;g
control SD
C
Firmicutes
1.0+
Clostridia;o__Clostridiales;f___Ruminococcaceae;g___Ruminococcus
0.8 Clostridia;o__Clostridiales;f __Ruminococcaceae;g__Oscillospira

Clostridia;o__Clostridiales;f __Ruminococcaceae;g__
Clostridia;o__Clostridiales;f__Lachnospiraceae;g__[Ruminococcus]
Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Dorea

Clostridia;o__ Clostridiales;f__Lachnospiraceae;g__Coprococcus

Clostridia;o__ Clostridiales;f__Lachnospiraceae;g__

Clostridia;o__ Clostridiales;f__Lachnospiraceae;Other

control SD

Clostridia;o__Clostridiales;f__Dehalobacteriaceae;g__Dehalobacterium
Clostridia;o__ Clostridiales;f__Clostridiaceae,g__Candidatus Arthromitus
Clostridia;o__Clostridiales;f__;g_

Clostridia;o__ Clostridiales;Other;Other
Bacilli;o__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus

Bacilli;o__Lactobacillales;f__Lactobacillaceae;g__

Bacilli;o__Lactobacillales;f__;g_
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Proteobacteria

Gammaproteobacteria;o__Pseudomonadales;f__Pseudomonadaceae;g__Pseudomonas

Epsilonproteobacteria;o__Campylobacterales;f __Helicobacteraceae;g__Flexispira

Deltaproteobacteria,o__Desulfovibrionales;f__Desulfovibrionaceae;g__Desulfovibrio

Deltaproteobacteria;o__Desulfovibrionales;f__Desulfovibrionaceae;g__Bilophila

Betaproteobacteria;o__Burkholderiales;f__Alcaligenaceae;g__Sutterella

Alphaproteobacteria;o_ RF32;f__;g_
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Computational analyses for the increased bacterial functions following SD
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Membrane Transport/Transporters
Membrane Transport/ABC transporters

Membrane Transport

Flagellar assembly
Bacterial motility proteins
Bacterial chemotaxis
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fhu operon transcription regulator

Transposase putative

Negative regulator of genetic competence sporulation and motility
PF14266 domain protein
9-O-acetyl N _acetylneuraminate esterase
UPF0297 protein BACPEC 00725

flagellar protein FIiS, partial

flagellar biosynthesis protein FliS

chromosomal replication initiator protein DnaA
flagellar hook-associated protein FlgK

Activator of (R)-2-hydroxyglutaryl-CoA dehydratase
DTDP-glucose 4,6-dehydratase (Fragment)

DAK2 domain fusion protein YioV

Cysteine synthase



