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Anaeroplasma abactoclasticum_nov_87.352%

Oscillospiraceae_[G−2] bacterium_MOT−149_nov_93.713%

Lachnospiraceae_[G−14] bacterium_MOT−185_nov_94.320%

Phocea massiliensis_nov_90.060%

Lachnospiraceae_[G−11] bacterium_MOT−177_nov_92.549%

Lachnospiraceae_[G−11] bacterium_MOT−177_nov_93.922%

Acetivibrio cellulolyticus_nov_85.921%

Oscillospiraceae_[G−2] bacterium_MOT−149_nov_93.267%

Lachnospiraceae_[G−14] bacterium_MOT−185_nov_97.154%

Hathewaya proteolytica_nov_84.569%

Lachnospiraceae_[G−11] bacterium_MOT−178_nov_94.778%

Duncaniella freteri_nov_93.208%

Lawsonibacter asaccharolyticus_nov_91.762%
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Parasutterella excrementihominis_nov_97.852%

Anaerotignum aminivorans_nov_92.184%
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Oscillospiraceae_[G−2] bacterium_MOT−149_nov_92.731%
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Lachnospiraceae_[G−10] bacterium_MOT−175_nov_91.085%
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Oscillospiraceae_[G−2] bacterium_MOT−149_nov_95.069%

Oscillospiraceae_[G−7] bacterium_MOT−154

Lachnospiraceae_[G−11] bacterium_MOT−177
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