N) tree generated by a cgMLST analysis (based on 1102 loci)
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Levilactobacillus brevis 7.8.33 (GCA_021384555.1)
Levilactobacillus brevis 3.2.41 (GCA_018991675.1)
Levilactobacillus brevis 7.2.12 (GCA 021384395.1)
=Levilactobacillus brevis 7.2.13 (GCA_021384495.1)
Levilactobacillus brevis 7.2.40 (GCA 021384445.1)
Levilactobacillus brevis 30.8.38 (GCA_021384595.1)
Levilactobacillus brevis 7.8.34 (GCA_021384565.1)
Levilactobacillus brevis 7.2.41 (GCA 021384405.1)
Levilactobacillus brevis 3.8.25 (GCA_021384415.1)
Levilactobacillus brevis 7.8.43 (GCA_021384515.1)




