Faecalibaculum =

Muribaculaceae -

Lactobacillus -

Akkermansia -

Blautia -

Romboutsia -

Turicibacter =

Roseburia -
Clostridium_sensu_stricto_1 -
Eubacterium_coprostanoligenes_group -
Muribaculum -
Eubacterium_xylanophilum_group -
Eubacterium_oxidoreducens_group -
Lachnospiraceae_NK4A136_group -
Oscillospirales UCG_010-
Anaerotruncus -

Anaerovorax -

Gemella -
Ruminococcaceae_UCG_005 -
Enterorhabdus -

Staphylococcus -

Streptococcus -
Enterococcaceae RF39 -
Peptococcus -

Dorea -
Eubacterium_brachy_group -
Clostridia_UCG_014 -
Lachnospiraceae_UCG_006 -
Prevotellaceae_ UCG 001 -
Parasutterella -
Lachnospiraceae_UCG_004 -
Rikenella -

Oscillospiraceae_ NK4A214_group -
Lachnospiraceae_FCS020_group -
Lachnospiraceae A2 -

Tuzzerella -

Gastranaerophilales -
Intestinimonas -

Acetatifactor -
Clostridia_vadinBB60_group -
Rs_E47_termite_group -
Lachnoclostridium -

Oscillibacter -

Parabacteroides -

Desulfovibrio -

Quinella -
Candidatus_Saccharimonas -
Erysipelatoclostridium -
Colidextribacter -

Mucispirillum -

Odoribacter -

Helicobacter -
Eubacterium_fissicatena_group -
Prevotellaceae_ UCG_003 -
Rikenellaceae_RC9_gut_group -
Bacteroides -
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