N) tree generated by a cgMLST analysis (based on 241 loci)

22.Bacteroides thetaiotaomicron S_738 (GCA 034132905.1)
Bacteroides thetaiotaomicron COPD032 (GCA_014871295.1)
=Bacteroides thetaiotaomicron CTOTU31273 (GCA_036793645.1)
Bacteroides thetaiotaomicron S_1145 (GCA_034148985.1)
834.Bacteroides thetaiotaomicron S 42 (GCA_034125125.1)
™2.Bacteroides thetaiotaomicron S 587 (GCA_034136525.1)
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., [““Bacteroides thetaiotaomicron BFG-114 (GCA_024788465.1)

OT{;:Bacteroides thetaiotaomicron S_804 (GCA 034143385.1)

% 2"%.Bacteroides thetaiotaomicron CL15T12C11 (GCA_007556425.1)
Bacteroides thetaiotaomicron CL15T119C52 (GCA_019857385.1)

Bacteroides thetaiotaomicron CL15T12C11 (GCA 019896115.1)

=Bacteroides thetaiotaomicron BJH_162 (GCA_021411845.1)

Bacteroides thetaiotaomicron 1001095H_141210_D10 (GCA_015547465.1)

Bacteroides thetaiotaomicron DFI.6.98 (GCA_020555425.1)

Bacteroides thetaiotaomicron DFI.6.40 (GCA_020558245.1)

Bacteroides thetaiotaomicron DFI.6.61 (GCA_024462275.1)

Bacteroides thetaiotaomicron S_170 (GCA_034122205.1)

Bacteroides thetaiotaomicron S_476 (GCA_034152845.1)

Bacteroides thetaiotaomicron S_1014 (GCA_034145145.1)

—=Bacteroides thetaiotaomicron SG-1401 (GCA_021589105.1)
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