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

~lo

250

.87

Root

4% Ruminococcus bromii COPD262 (GCA_014870165.1)

478, Ruminococcus bromii COPD267 (GCA_014870075.1)
Ruminococcus bromii MGG27840_1680015448 (GCA_951801115.1)
Ruminococcus bromii AMR_MDS_2165 (GCA_035379585.1)

484 Ruminococcus bromii 2255 _6FAANB (GCA 032142755.1)

Z4.Ruminococcus bromii ERR9492505 bin.12_MetaWRAP_v1.3_MAG (GCA_958404545.1)

17> RUMinococcus bromii SRR20881984 _bin.33_MetaWRAP_v1.3_MAG (GCA_959019875.1)
H;Ruminococcus bromii DOME_MAG_13308 (GCA_036298385.1)
2% Ruminococcus bromii LMAG:64 (GCA_008679975.1)
Ruminococcus bromii MCC714 (GCA_018783565.1)
=Ruminococcus bromii MTG246_bin.46 (GCA_934879215.1)
Ruminococcus bromii MTG234_bin.18 (GCA_934844305.1)
Ruminococcus bromii MTG235_bin.27 (GCA_934846195.1)
Ruminococcus bromii MTG239_bin.8 (GCA_934876385.1)
Ruminococcus bromii MTG240_bin.11 (GCA_934876415.1)
Ruminococcus bromii MTG232_bin.3 (GCA_934832435.1)
Ruminococcus bromii MTG233_bin.33 (GCA_934838575.1)
Ruminococcus bromii MTG237_bin.18 (GCA_934863475.1)
LRuminococcus bromii MTG248_bin.19 (GCA 934876145.1)
Ruminococcus bromii MTG238_bin.15 (GCA 934876265.1)
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