N) tree generated by a cgMLST analysis (based on 1102 loci)

150, evilactobacillus brevis LB_AVK (GCA _009741845.1)
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Levilactobacillus brevis LZB2 (GCA_026410225.1)
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8. evilactobacillus brevis CIRM-BIA 2225 (GCA_025194305.1)
Levilactobacillus brevis BIO5542 (GCA_013249075.1)
Levilactobacillus brevis LBAE A15 (GCA_025122425.1)
=Levilactobacillus brevis PL102 (GCA_024800685.1)

222, avilactobacillus brevis SRCM 103306 (GCA_004055405.1)

—| evilactobacillus brevis - (GCA_006539265.1)

B24) %3 ayijlactobacillus brevis KMB_620 (GCA_003346245.1)
Levilactobacillus brevis DRD-139 (GCA 023744105.1)
Levilactobacillus brevis DRD-59 (GCA_023743375.1)
Levilactobacillus brevis DRD-12 (GCA 023743495.1)
Levilactobacillus brevis DRD-52 (GCA_023743355.1)
Levilactobacillus brevis DRD-35 (GCA_023743475.1)
Levilactobacillus brevis DRD-201 (GCA 023744005.1)
Levilactobacillus brevis DRD-60 (GCA_023744095.1)
Levilactobacillus brevis DRD-198 (GCA_023744425.1)
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