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

#3Bacteroides uniformis 25_110627.2_1677753088 (GCA_949409115.1)

Bacteroides uniformis MGBC106009 (GCA_948909365.1)

Bacteroides uniformis MGBC100938 (GCA_949079495.1)

Bacteroides uniformis extra-ERR982812.45_ 1677760381 (GCA_949449155.1)

Bacteroides uniformis 19_110627.15_1677753047 (GCA_949402505.1)

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

Bacteroides uniformis 28_110627.26_1677753111 (GCA_949409425.1)
Bacteroides uniformis MGBC106042 (GCA_949067405.1)

Bacteroides uniformis extra-ERR982815.15_1677760401 (GCA_949423725.1)
Bacteroides uniformis MGBC101010 (GCA_949030215.1)

Bacteroides uniformis D-Fe4_120416.1_1677753864 (GCA_949398415.1)
Bacteroides uniformis MGBC108142 (GCA_949085795.1)

Bacteroides uniformis MGBC100498 (GCA_948639715.1)

Bacteroides uniformis extra-ERR982795.22_1677760209 (GCA_949469305.1)
Bacteroides uniformis 10_110627.34_1677752997 (GCA_949386435.1)
Bacteroides uniformis D-Fe8_120416.25_1677753919 (GCA_949379595.1)
Bacteroides uniformis MGBC165663 (GCA_948878225.1)
Bacteroides uniformis dnLKV2 (GCA_000403175.2)
%Bacteroides uniformis MGBC108267 (GCA_948504755.1)
Bacteroides uniformis MGBC165632 (GCA_948810825.1)

%Root

250



