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Muribaculaceae_[G-2] bacterium_MOT-104_nov_93.333%
Muribaculum intestinale_nov_89.796%

Duncaniella freteri_nov_90.575%

Muribaculaceae_[G-1] bacterium_MOT-129_nov_89.726%
Muribaculum intestinale_nov_93.822%

Muribaculaceae_[G-2] bacterium_MOT-104_nov_90.115%
Muribaculaceae_[G-2] bacterium_MOT-104_nov_93.333%
Muribaculaceae_[G-2] bacterium_MOT-104_nov_91.954%
Saccharibacteria_(TM7)_[G-3] bacterium_HMT_351_nov_97.122%
Eubacteriales_[G-4] bacterium_MOT-165

Eubacteriales_[G-2] bacterium_MOT-162_nov_95.913%
Oscillospiraceae_[G-7] bacterium_MOT-154
Lachnospiraceae_[G-11] bacterium_MOT-178_nov_97.129%
Alistipes putredinis_nov_97.471%

Alistipes sp._MOT-127

Prevotellamassilia timonensis_nov_94.279%

Bifidobacterium pseudolongum

Desulfovibrio fairfieldensis_nov_95.000%

multigenus multispecies_sppn42_3_nov_87.668%
Lachnospiraceae_[G-11] bacterium_MOT-176_nov_97.608%
Lawsonibacter asaccharolyticus_nov_97.362%

Kineothrix alysoides_nov_97.837%

Kineothrix alysoides_nov_96.154%

Muribaculaceae_[G-2] bacterium_MOT-104_nov_92.644%
Muribaculaceae_[G-2] bacterium_MOT-104_nov_92.220%
Arthrobacter_Paeniglutamicibacter_Pseudarthrobacter cryotolerans.
Ramlibacter monticola

Mailhella massiliensis_nov_92.081%
Muribaculaceae_[G-2] bacterium_MOT-104_nov_94.483%
Parabacteroides merdae_nov_95.642%

Lacrimispora amygdalina_nov_96.627%

Faecalicatena multispecies_sppn226_2_nov_97.590%
Oscillospiraceae_[G-6] bacterium_MOT-153_nov_94.952%
Kineothrix alysoides_nov_97.115%

Ruminiclostridium papyrosolvens_nov_88.756%
Helicobacter ganmani

Turicimonas muris

Olsenella multispecies_sppn274_2_nov_91.966%
Duncaniella freteri_nov_90.612%

Kineothrix alysoides_nov_93.764%

Muribaculaceae_[G-2] bacterium_MOT-104_nov_92.414%
Bacteroides acidifaciens_acidofaciens

multigenus multispecies_sppn18_2_nov_92.677%
Muribaculum intestinale_nov_92.220%

Muribaculum intestinale

Muribaculaceae_[G-2] bacterium_MOT-104_nov_92.874%
Muribaculaceae_[G-1] bacterium_MOT-129_nov_86.957%
Alistipes senegalensis_nov_95.862%
Oscillospiraceae_[G-3] bacterium_MOT-150
Eubacteriales_[G-2] bacterium_MOT-162

Eubacterium coprostanoligenes_nov_95.683%
Eubacteriales_[G-1] bacterium_MOT-160
Eubacteriales_[G-1] bacterium_MOT-159

Clostridium disporicum_saudiense

Desulfovibrio fairfieldensis_nov_89.379%

Adlercreutzia caecimuris_nov_89.224%
Lachnospiraceae_[G-12] bacterium_MOT-180_nov_94.479%
Bacteroides uniformis_nov_95.893%
Muribaculaceae_[G-1] bacterium_MOT-129_nov_90.816%
Duncaniella freteri_nov_87.398%

Duncaniella freteri_nov_89.069%

Muribaculaceae_[G-2] bacterium_MOT-104_nov_88.554%
Lachnoclostridium [Clostridium] herbivorans_nov_92.917%
Muribaculaceae_[G-2] bacterium_MOT-104_nov_90.800%
Ligilactobacillus murinus

Clostridium disporicum

Lachnospiraceae_[G-11] bacterium_MOT-176_nov_94.523%
Faecalicatena orotica_nov_92.276%

Lactobacillus taiwanensis

Faecalicatena fissicatena_nov_94.154%
Lachnospiraceae_[G-6] bacterium_MOT-171_nov_93.096%
Turicibacter sanguinis_nov_95.923%
Lachnospiraceae_[G-3] bacterium_MOT-168_nov_94.792%
Lachnospiraceae_[G-11] bacterium_MOT-178
Lactobacillus johnsonii

Limosilactobacillus reuteri

Duncaniella freteri_nov_86.061%

Lachnospiraceae_[G-14] bacterium_MOT-185
Parabacteroides goldsteinii

Helicobacter typhlonius

Blautia hansenii_hominis_marasmi
Escherichia_Pseudescherichia_Shigella coli_fergusonii_flexneri_sor
Streptococcus acidominimus_sp._MOT-012

Rodentibacter pneumotropicus

Pasteurella_Rodentibacter caecimuris_heylii

Ligilactobacillus animalis_apodemi_murinus

Eubacteriales_[G-4] bacterium_MOT-164
Muribaculaceae_[G-1] bacterium_MOT-129_nov_91.705%
Muribaculaceae_[G-2] bacterium_MOT-104_nov_91.284%
Muribaculum intestinale_nov_87.443%

Prevotella sp._MOT-128

Muribaculaceae_[G-2] bacterium_MOT-104_nov_94.050%
Lactobacillus intestinalis

Muribaculaceae_[G-1] bacterium_MOT-129
Muribaculaceae_[G-1] bacterium_MOT-129_nov_89.431%
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Erysipelatoclostridium [Clostridium] cocleatum
Muribaculaceae_[G-1] bacterium_MOT-129_nov_91.705%

lleibacterium valens

Erysipelotrichaceae_[G-1] bacterium_MOT-189

Akkermansia muciniphila
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