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Figure S2

Table 1
Phylm Species Phylum Species Phylum Species Phylum Species Phylm Species
Actinobacteria Biidobacterium z Siackia i Actinobacteria Biidobacterium
Bacteroidetes Bacteroides Actinobacteria Varibaculum probacter Bacteroidetes Odorbacter Eggerthella
Paraprevotela Colinsela ‘Odoribacter Firnicutes Lachnospiraceae Firmicutes Blautia
ND3007 group
Prevotella Gordonibacter Tyzzerella 3 GCA-900066575
Alstipes Bacteroidetes Coprobacter Aistipes Fournierella Lachnospiraceae
ND3007 group
Firmicutes Lactobacilus Odoribacter Gyanobacteria  Clostridium sp. {Eubacterium] [Ruminococcus]
CAG:306 coprostanoligenes gnavus group
group
Streptococeus unculfured Faccaltalea [Eubacterium)
bacterium coprostanoligenes
group
Famiy Xil AD3011 unculfured organism Firmicutes. Christensenelaceas Holdemanela Faccalialea
group roup
Eubacterium Christensenelaceas Phascolarctobacters Megasphaera
nodatum group R-7 group m
Lachnoclostrdium Aistipes uncultured
Lachnospiraceas Cyanobacteria | Clostridium sp.
NK4A136 group. CAG:306
Terrisporobacter
CAG-352 Firmicutes Chistensenolaceas uncultured
R-7 group bacterium
DTUOBY Christensenelaceae
R-7 group
Osailibacter uncultured Defluvitaleaceas.
UCG-011
Alisonella | [Eubacterium]
brachy group
Proteobacteria unculfured Blautia
bacterium
Desufiovibrio uncultured organism Coprococcus 3
uncutured Lachnospiraceae
FCS020 group
Sutiersla Peptoniphius Lachnospiraceae
ND3007 group
Blautia Marinbryantia
Blauta [Eubacterum]
ruminantium group
Coprococcus 3 uncultured
Lachnospiraceae
FCS020 group
Maninbryantia Peptococous
uncultured uncultured
Peptococcus Hydrogenoanaeroba
uncultured Intestinmonas
uncultured Osalibacter
Butyrcicocaus Ruminiciostidium 5
Hydrogenoanaeroba Ruminiclostrdium 9
Intestinmonas. Ruminococcaceas.
UCG-002
Oscilibacter Ruminococcaceas
UCG-002
Ruminiclostrdium 5 Ruminococcaceae
UCG-005
Ruminiclostrdium 9 Ruminococcaceas.
UCG-005
Ruminococeaceae Ruminococcaceas
UCG-002 UCG-005
Ruminococoaceae Ruminococcaceae
UCG-002 UCG-010
Ruminococcaceas Subdoligranuium
UCG-005
Ruminococcaceae | [Eubacterium]
UCG-005 coprostanoligenes
group
Ruminococcaceae
UCG-010
Ruminococoaceae Candidatus
UCG-010 Stoquefichus
Subdoligranuium [Clostrdium]
innocuum group
| Eubacterium] uncultured
coprostanoligenes
group
uncultured
Victivalls
Desulfovibrio
Candidatus
Stoquefichus
[Clostrdium] Escherchia-Snigella
innocuum group
uncultured
Lentisphaerae Victvalls
Lentisphaerae

Tenericutes




Figure S3

Table 1
Phylum Species Phylum Species Phylum ‘Species Phylum Species Phylum Species Phylum Species Phylum Speces
Actinobacteria Eggerthella Actinobacteria Raoultibacter Actinobacteria Actinobacteria Enoma
Gordonibacter  Actinobacteria Actinomyces. Actinobacteria Atopobium uncuttured Bacteroidetes Bacteroides Firmicutes Gemela uncuttured
uncuttured Bifidobacterium Enterorabdus CHKCI002 uncutured GHKCI002
Bacteroidetes Paraprevotela uncuttured Paraggerthella Butyricmonas Streptococcus
Prevotella 2 Gordonibacter  Actinobacteria Slackia Bacteroidetes Sanguibacteroides Odoribacter Campylobact
Prevotelia 7 Parasggerthela  Bacteroidetes. Bacteroides Paraprevotela Finmicutes Enterococcus Eisenbergiella Fimicutes Mogibacterium
Provotela 7 ‘Senegaimassiia Coprobacter Gyanobacteria Clostridium sp. Vagococcus GCA-900066755 [Eubacterium]
CAG:306 nodatum group
Prevotelia 9 Bacteroidetes Odoribacter Alstipes Lactococcus Tyzerelad Sellmonas
Provotellaceae Porphyromonas Aistipes. Fimicutes. Famiy XIll UCG Chrstensenelaceae Tyzzerela s Tyzzerela 4
NK3B31 group 001 R-7 group
Aistipes Prevotela 2 Aistipes Acetitomaculum uncutured Acetanasrobacterium Tyzzerela
gut metagenome Prevotela 6 Firmicutes. Leuconostoc Blatia gut metagenome Anaerofium Foumierela
Fimicutes Lactobacillus Prevotella Catabacter Lachnospiraceae Butyrvibrio Phocea Fascalicoccus
NK4Ba g
Eubacterium Prevotell Christensenelaceae Lachnospiraceae Butyrvibrio Pseudofiavonifractor Fascaltalea
UCG-001
Finegoldia Aistipes Lachnospiraceas Coprococeus 2 Candidatus Fusobacteria Fusobacterium
UCG-008 Stoquefichus
Peptoniphius Rikenella uncuttured Maninbryantia Coprococeus 2 Erysipelatoclostridiu Proteobacteria Proteus.
Agathobacter Firmicutes, Christensenelaceae [Bacteroides] Lachnospiraceae Faccaitalea
R7g pectinophilus group. ND3007 group
Blautia Christensenslaceae Anaerovorax Lachnospiraceae Acidaminococcus
R-7 group xylanophilum group UCG-003
Blautia Christensenelaceae (Eubacterum] uncuttured [Eubacterium] Megamonas
R-7 group brachy group eligens group
Howardella Christensenelaceae Lachnospiraceae Terisporabacter uncutured Vellonela
R-7 group UCG-001
L c Selimonas Ruminiclostridium 6 Peptococcus Proteobacteria Succinivibrio
R-7 group
Lachnoclostridium uncuttured (Eubacterum] Ruminiclostidium 9 uncutured
fssicatena group
Lachnospiraceae unc (Eubacterum]
UCG-010 ‘Thermoanaerobacter ruminantium group UCG-013 UCG-005
ales bacterum
{Ruminococcus] GCA-900066575 1 Ruminococcaceae
torques group UCG-005
uncultured Lachnospracese Anaerofium Eubacterium) Ruminococcaceae
FCS020 group coprostanoligenes UCG-008
group
uncuttured UCs-1-263 Hydrogenoanasroba Merdibacter Ruminococcaceae
cterium UCG-009
uncultured {Ruminococeus] Intestinimonas  Fusobacteria Leptotiichia Ruminococcaceae
gauvreaui group UcG-010
Anaerotruncus Peptococcus. tme Subdoligranulum
Flavonifractor Peptostreptococcus Ruminococcaceae  Tenericutes qutmetagenome [Eubacterium]
uce-002 coprostanoligenes
group
Negativibacilus Anaerotruncus Ruminococcaceae uncuttured Catenibacterivm
UCG-007 Mollcutes bacterium
Osalibacter CAG-352 Ruminococcaceae Phascolarctobacteriu
UCG-010 m
Ruminiclostidium 9 Ruminiclostrdium 5 Ruminococcus 1 Proteobacteria  Azospirilum sp.
7.25
Synergistetes Pyramidobacter
UCG-004 NK4A214 group
Tenericutes uncuttured
UCG-013 UCG-013 bacterium
[Eubacterium] Ruminococcaceae  Lentisphaerae Victivalls
coprostanoligenes UcG-014
uncultured UBATB19 Proteobacteria
Holdemania [Eubacterium] Sutterela
coprostanoligenes
Phascolarctobacteru Synergistetes Cloacibacilus
Alisonela Dieima Tenericutes uncuttured organism
Megasphaera Proteobacteria Desufovibrio Vemucomicrobia  Cerasicoccus
Proteobacteria Suterella Tenericutes uncuttured
Vemucomicobia  Akkermansia




Figure S4
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