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network analysis in order to consider
1dentification of identification of comprehensive information

: : : : : underlying gut microbiome features
differentially obesity trait-associated of dict-microbe interaction, host:

abundant microbiota microbiota microbe interaction, microbe-
microbe interaction, and finally all
combined interactions.
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Species OTU

Akkermansia muciniphila
Bifidobacterium breve
Bifidobacterium longum
Bifidobacterium pseudolongum
Bifidobacterium thermacidophilum
Bifidobacterium animalks

Alistipes finegaoldii

Alistipes putredinis

Bacteroides acidifaciens

—_—

Bamesiella intestinihominis
Parabactercides gordonii
Porphyromonas caloniae

Alkaliphilus metalliredigens

Anaerostipes butyraticus
Anaerostipes caccae

| Anaerotruncus colihominis

Bacteroides cellulosolvens
Blautia sp, Seré

Clastridium aminophilum

Clostridium aminovalericum
~ Clostridium hathewayi

Clostridium hylemaonag

Clastridium phytofermentans
Clostridium propionicum

_ Clostridium scindens

| Clostridium sp. 7=14
Clostridium sp. Kas107-2

Coprococcus comes

Dorea formicigenerans
Enterococcus durans
Enterococcus faecalis

' Eubacterium cellulosolvens
" Eubacterium fissicatena

Eubacterium hallii

- Eubacterium rectale

Hespellia porcina

| Lactobacillus gasseri

Lactobacillus johnsonii
Lactococcus garvieas

Marvinbryantia formatexigens
Cribactenum sp. oral taxon 078
- Cxobacter pfennigii
Ruminococcus bromil

Ruminacoccus flavefaciens
Ruminococcus lactaris

Vielllcnella rati

Sisymbriurm irio

uncultured delta protecbacterium

a4H

a4

a4H
a4H
adH
d+0=H
d+0<4H

unculiured bacterium

i

- rumen bacterium MK4AGE

Phylum

o Verrucomicrobia

Actinobacteria

Bacteroidetes

Firmicutes

Streptophyta
Proteobacteria

i Unclassified (d.f. Bacteris

F

a4
a4
a4

a+04H|

d+0H

Skd+04H
S+d+04H
S+d+04H
Db+ -
S+d+04H

S4d+04H
D+d+0d4H

a41
adi

d SA Od4H
O+d A OdH

a47 sA d4dH

E Less abumdant i treatment group relative to HED group
. Maore atnndant in treatment group relative to HFD group
[0 o sinificant between treatment and HET group (FOR adjusted P < 0.05)
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Clostridium lituseburense 4
Cycas taitungensis 8
Streptococcus pleomorphus 4
Clostridiurm bartlettii 9
Coprococcus eutactus 4
Parabacteroides distasonis &
Mitrococcus mobilis ©
Alicyclobacillus kakegawensis 4
Laciococcus piscium 5
anaerobic bacterium EIOHE
Peptoniphilus asaccharolyticus %
Clostridium inmocuum %
Peplostreptococcus anaerobius 9
Eubacterium sp, WAL 18682 9
Streptococcus thermophius 9
uncultured marine bacterium 3139
rumen bacterium NEK4AGE
Acetobacterium woodii 9
Ornithobacterum rhinolracheale
Clostridium cadaveris 4
Eubacterium raminarntium 4
Tannerella forsythia
Candidatus Arthromitus sp. SFE-mouse
Peptoniphilus indolicus &
Megamonas hypermegale
Clostridium baratii &
Clostridium leptum 4
Desulfotomaculum indicum %

N |

MCNas Synerg
Lactobacillus sharpeag 9
Ethanoligenens harbinense 4
Eubacterium rectals 9
Veillonella ratli &

Ceobacter plennigli 5
Clostridium histolyticum 4
Anaerobranca gotischalkii
Dorea formicigenerans 4
Eubacterium fissicatena %
Clostridium hathewayi 9
Clostridium phytofermentans 4
Clostrdium aminophilurm 4
Clostridium scindens 4
Ruminocoocus bromii 49
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