N) tree generated by a cgMLST analysis (based on 219 loci)

I.Bacteroides uniformis MGBC155963 (GCA 948539235.1)

Bacteroides uniformis MGBC101010 (GCA_949030215.1)

Bacteroides uniformis extra-ERR982815.15 1677760401 (GCA_949423725.1)

Bacteroides uniformis extra-ERR982796.31_1677760217 (GCA_949469235.1)

Bacteroides uniformis MGBC100498 (GCA_948639715.1)

Bacteroides uniformis MGBC160079 (GCA_948709745.1)

Bacteroides uniformis MGBC151703 (GCA_949009985.1)

Bacteroides uniformis MGBC153099 (GCA_948729315.1)

Bacteroides uniformis MGBC158013 (GCA_948547565.1)

Bacteroides uniformis MGBC157560 (GCA_948936875.1)

Bacteroides uniformis MGBC157216 (GCA_948709925.1)

Bacteroides uniformis MGBC157104 (GCA_948683155.1)

Bacteroides uniformis MGBC155674 (GCA_948979175.1)

Bacteroides uniformis MGBC158453 (GCA_948885645.1)

Bacteroides uniformis MGBC158146 (GCA_948701645.1)
29%8.Bacteroides uniformis MGBC157198 (GCA_948757455.1)
Bacteroides uniformis MGBC159287 (GCA_948643155.1)
Bacteroides uniformis MGBC155169 (GCA_948701595.1)
%Bacteroides uniformis MGBC159384 (GCA _948812155.1)
270,85 cteroides uniformis MGBC156500 (GCA_948815325.1)
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