N) tree generated by a cgMLST analysis (based on 1013 loci)

ZL.Ruminococcus bromii AF25-7LB (GCA_003458325.1)

Ruminococcus bromii SRR17798026_bin.24_MetaWRAP_v1.3_MAG (GCA_958432885.1)
Ruminococcus bromii TM10-21 (GCA_003466165.1)

Ruminococcus bromii AM46-2BH (GCA_003466725.1)

448, puminococcus bromii AMR_MDS_2165 (GCA_035379585.1)
Ruminococcus bromii AMR_MDS_5712 (GCA_035435905.1)
Ruminococcus bromii SO1C.meta.bin_1 (GCA_008674055.1)
=Ruminococcus bromii SO1A.meta.bin_1 (GCA_008674425.1)

4%%.Ruminococcus bromii AMR_MDS_5726 (GCA_035435605.1)
120 “RUminococcus bromii MTG227_bin.33 (GCA_934837945.1)
! E“-S Ruminococcus bromii MTG244 bin.30 (GCA 934875855.1)

485, Ruminococcus bromii MGG27840_1680015448 (GCA 951801115.1)
Ruminococcus bromii ERR9578248_bin.25_MetaWRAP_v1.3_MAG (GCA_958420565.1)
Ruminococcus bromii COPD262 (GCA_014870165.1)
48L.Ruminococcus bromii 5SAMG (GCA_002834235.1)
4"%.Ruminococcus bromii 1001713B170207_170306_G10 (GCA 015550625.1)
Ruminococcus bromii SRR17622768_bin.46_metawrap_v1.3_MAG (GCA_948441415.1)
489.Ruminococcus bromii AM28-28LB (GCA_027670865.1)

! 190 E Ruminococcus bromii TM09-5AC (GCA_003466205.1)
' D.Ruminococcus bromii TM09-18AC (GCA_003466225.1)
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