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

291

°2%,| evilactobacillus brevis MYSN105 (GCA_019837695.1)

—“Levilactobacillus brevis CIRM-BIA 519 (GCA_025194365.1)
0.889

Levilactobacillus brevis NCTC13768 (GCA_900475625.1)

l—‘LO

[

Levilactobacillus brevis CIP102806T (GCA 965136155.1)
Levilactobacillus brevis TMW 1.6 (GCA_000833415.1)

Levilactobacillus brevis DSM 20054 (GCA_001433855.1)
2Levilactobacillus brevis ATCC 14869 (GCA_000469365.1)

o[ Levilactobacillus brevis NPS-QW-145 (GCA_001676805.1)
2% evilactobacillus brevis CHEE98 (GCA_041870135.1)

36.8

425ELeviIactobaciIIus brevis TMW 1.2108 (GCA _002117345.1)
1

22 evilactobacillus brevis TMW 1.2111 (GCA_002117375.1)
Levilactobacillus brevis UCCLBBS124 (GCA _006228205.1)
Levilactobacillus brevis DmCS_003 (GCA_000814725.1)
2L evilactobacillus brevis CRL 2013 (GCA_002093065.1)
> evilactobacillus brevis Dm-2019-31 (GCA _018257275.1)
Levilactobacillus brevis Dm-2019-67 (GCA_018257185.1)
20 <% evilactobacillus brevis Dm-2019-70 (GCA_018257245.1)
Levilactobacillus brevis SRCM210362 (GCA_025447255.1)
2Levilactobacillus brevis PYN10-6-2 (GCA_039880275.1)
=-Levilactobacillus brevis DPC 6108 (GCA_001722065.1)




