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

20| evilactobacillus brevis D17 (GCA_045012225.1)
T o[ Levilactobacillus brevis 994 (GCA_025186345.1)
! 2%, evilactobacillus brevis KMB_620 (GCA 003346245.1)
85.1) L%, evilactobacillus brevis MB20 (GCA_026930365.1)
Levilactobacillus brevis MB1 (GCA_026930425.1)
Levilactobacillus brevis MB13 (GCA_027108875.1)
Levilactobacillus brevis MB2 (GCA_026930445.1)
L 3B, evilactobacillus brevis KMB_615 (GCA 003346095.1)
—— 2. evilactobacillus brevis 15f (GCA_000875905.1)
%,| evilactobacillus brevis TR052 (GCA 006381935.1)

45 " Levilactobacillus brevis TMW 1.2113 (GCA_002117325.1)
ﬂLevilactobacillus brevis TMW 1.2112 (GCA_002117225.1)
22, avilactobacillus brevis BD-LB (GCA 041228385.1)

b 47 Levilactobacillus brevis GOS-2 (GCA_040149435.1)

o £78. evilactobacillus brevis TUCO-5E (GCA 003289085.1)
Levilactobacillus brevis TR0O55 (GCA_006382065.1)
“=Levilactobacillus brevis ZLB004 (GCA_003184305.1)
Levilactobacillus brevis NCTC13386 (GCA 900452615.1)
Levilactobacillus brevis LSF9-1 (GCA_027591835.1)
Levilactobacillus brevis CIRM-BIA 2232 (GCA_025194285.1)

107,

HLO

o
|

399




