N) tree generated by a cgMLST analysis (based on 942 loci)
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% actiplantibacillus plantarum Niz02258 (GCA_001639525.1)

Lactiplantibacillus plantarum Nizo2257 (GCA 001639505.1)
Lactiplantibacillus plantarum P-8 (GCA_000392485.2)
Lactiplantibacillus plantarum E6-1 (GCA_004300925.1)
Lactiplantibacillus plantarum E6-2 (GCA_004300935.1)

Lactiplantibacillus plantarum E6-4 (GCA_004300945.1)

Lactiplantibacillus plantarum KMB_614 (GCA _003346105.1)

=Lactiplantibacillus plantarum UCMA 3037 (GCA_000347515.1)
22 actiplantibacillus plantarum FBR4 (GCA 001619275.1)

s Lactiplantibacillus plantarum VHProbi V38 (GCA_023347215.1)
H;:Lactiplantibacillus plantarum C410L1 (GCA_001874125.1)

‘ *12 actiplantibacillus plantarum 16 (GCA_000412205.1)
=Lactiplantibacillus plantarum K4 (GCA_017581025.1)
=Lactiplantibacillus plantarum Nizo2753 (GCA_001633435.1)
“=Lactiplantibacillus plantarum WHH1701 (GCA_045159745.1)
Lactiplantibacillus plantarum A8 (GCA_021559915.1)
=Lactiplantibacillus plantarum CIRM-BIA 1110 (GCA _025190035.1)
Lactiplantibacillus plantarum FUA3309 (GCA_020844675.1)
Lactiplantibacillus plantarum FUA3309 (GCA 026127635.1)
=sLactiplantibacillus plantarum FUA3171 (GCA 026127605.1)




