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

*#.Bacteroides thetaiotaomicron S_745 (GCA 034132785.1)
Bacteroides thetaiotaomicron S_366 (GCA_034129765.1)
“Bacteroides thetaiotaomicron S_358 (GCA_034129925.1)
=Bacteroides thetaiotaomicron BFG-265 (GCA_024793505.1)
=Bacteroides thetaiotaomicron BRZ_PH__bin98 (GCA_944320045.1)
“Bacteroides thetaiotaomicron D40t1_170626_C3 (GCA 015547765.1)
Bacteroides thetaiotaomicron D40stl D7 _D40tl 170626 (GCA_028398895.1)
Bacteroides thetaiotaomicron S_937 (GCA_034138605.1)
=Bacteroides thetaiotaomicron S_683 (GCA_034134005.1)

4.Bacteroides thetaiotaomicron BFG-123 (GCA_024788765.1)
“=Bacteroides thetaiotaomicron VPI-3164 (GCA_025916315.1)
—Bacteroides thetaiotaomicron S_712 (GCA_034133405.1)
Bacteroides thetaiotaomicron S 100 (GCA 034123885.1)
Bacteroides thetaiotaomicron S_105 (GCA_034123785.1)
~Bacteroides thetaiotaomicron S_196 (GCA_034121705.1)
~=Bacteroides thetaiotaomicron S 778 (GCA 034144445.1)
®.Bacteroides thetaiotaomicron KROO1_HAM_ 0006 (GCA_025757925.1)
®.Bacteroides thetaiotaomicron S_1226 (GCA 034146725.1)
Bacteroides thetaiotaomicron MGBC163181 (GCA 948640175.1)
Bacteroides thetaiotaomicron MGBC163509 (GCA_948765855.1)
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