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

L[*Bacteroides uniformis 1001713st2_A4_1001713B170214_170313 (GCA_028397205.1)
Bacteroides uniformis 1001713B170221_170320_B4 (GCA_015671055.1)
—Bacteroides uniformis 2789STDY5608864 (GCA_001406095.1)
Bacteroides uniformis FSDTA-HCK-B1 (GCA_019733555.1)
Bacteroides uniformis AF04-22B (GCA_027688375.1)
—Bacteroides uniformis e3zArYC4i3_bin.1.MAG (GCA_946222525.1)
=Bacteroides uniformis AM09-11 (GCA_003473285.1)
23%.Bacteroides uniformis VPI-C20-25 (GCA_021409465.1)
Bacteroides uniformis SRR17794283_bin.40_metawrap_v1.3_MAG (GCA_947641855.1)
=Bacteroides uniformis CTOTU33385 (GCA _036832415.1)
—Bacteroides uniformis UBA10665 (GCA_003448415.1)
“=Bacteroides uniformis Map_16_006 (GCA_022740715.1)
Bacteroides uniformis CTOTU30759 (GCA_036843625.1)
—Bacteroides uniformis 2226st1_D10_2226SCRN_200925 (GCA_028397085.1)
—+Bacteroides uniformis MGYG-HGUT-01346 (GCA 902374035.1)
Bacteroides uniformis MB18-33 (GCA_015124985.1)
Bacteroides uniformis MB20-127 (GCA_023668465.1)
0_006840 Bacteroides uniformis MB18-80 (GCA_015124975.1)
W{;Bacteroides uniformis MB18-76 (GCA_023669315.1)
098 Bacteroides uniformis MB20-85 (GCA_023668775.1)
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