N) tree generated by a cgMLST analysis (based on 1285 loci)
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Bacteroides fragilis Map_60 003 (GCA_022722555.1)
Bacteroides fragilis FDAARGOS_1515 (GCA_020297585.1)
Bacteroides fragilis CLO4T03C20 (GCA_002810995.1)
Bacteroides fragilis ATCC 25285 (GCA_001997325.1)
Bacteroides fragilis NCTC 9343 (GCA_000025985.1)
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Bacteroides fragilis CCUG4856T (GCA_005706655.1)
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Bacteroides fragilis NCTC 9343 (GCA 900445515.1)
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