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

22.Bacteroides thetaiotaomicron KRO0O1_HAM 0006 (GCA_025757925.1)

Bacteroides thetaiotaomicron D40t1_170626_C3 (GCA_015547765.1)
Bacteroides thetaiotaomicron D40stl_D7_D40t1_170626 (GCA_028398895.1)
Bacteroides thetaiotaomicron S_ 937 (GCA 034138605.1)

=Bacteroides thetaiotaomicron BFG-123 (GCA_024788765.1)

=Bacteroides thetaiotaomicron VPI-3164 (GCA_025916315.1)

*2.Bacteroides thetaiotaomicron BFG-473 (GCA_024787555.1)

23.Bacteroides thetaiotaomicron BFG-119 (GCA_024760245.1)

Bacteroides thetaiotaomicron S_948 (GCA_034138145.1)

“=Bacteroides thetaiotaomicron S_255 (GCA_034131905.1)
%0LBacteroides thetaiotaomicron S 616 (GCA 034135425.1)

2%.Bacteroides thetaiotaomicron KLE1254 (GCA 001578565.1)

Bacteroides thetaiotaomicron BJH_73 (GCA_021409945.1)

“Bacteroides thetaiotaomicron S 28 (GCA _034125845.1)

Bacteroides thetaiotaomicron S_642 (GCA 034134865.1)

Bacteroides thetaiotaomicron MD35 (GCA_016759985.1)
Bacteroides thetaiotaomicron MD33 (GCA_016760015.1)
Bacteroides thetaiotaomicron S_352 (GCA 034130045.1)
Bacteroides thetaiotaomicron S_266 (GCA_034131685.1)
~Bacteroides thetaiotaomicron S_1172 (GCA_034148005.1)

=lo

%Root
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