
Additional File 6. Phylogenetic 16S rRNA gene tree of HQ MAGs. The phylogenetic trees were computed using MOLE-BLAST against 
nt/nr database and including uncultured and environmental taxa. The 16S rRNA genes from our HQ MAGs are indicated with a green 
line. A) Succinivibrio: Uncultured bacterium clone CL_F_057 16S from wild wolves’ feces [1]; B) Prevotellamassilia: Uncultured 
bacterium clone with codes CL_F from wild wolves’ feces [1]; C) Phascolarctobacterium: Uncultured bacterium clone C2-26 from 
canine GI tract [2]; D) Catenibacterium: Uncultured organism clone ELU0052-T330-S-NIPCRAMgANa_000116 from the human GI 
microbiome [3]; and E) Blautia sp900541345 : Ruminococcus sp. WAL 17306 from the human GI microbiome (FJ687607.1). 
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