N) tree generated by a cgMLST analysis (based on 241 loci)
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r{;Bacteroides thetaiotaomicron DFI.6.40 (GCA_020558245.1)
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S%Bacteroides thetaiotaomicron S_468 (GCA_034152565.1)
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“5.Bacteroides thetaiotaomicron ERR9762706_bin.13_MetaWRAP_v1.3_MAG (GCA 958427625.1)
*2Bacteroides thetaiotaomicron S_587 (GCA_034136525.1)
Bacteroides thetaiotaomicron S_3 (GCA_034126005.1)
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~Bacteroides thetaiotaomicron S_847 (GCA_034142185.1)
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