N) tree generated by a cgMLST analysis (based on 942 loci)

P*%.L actiplantibacillus plantarum DR7 (GCA_003586485.1)

P actiplantibacillus plantarum DS6_9 (GCA 003061725.1)

Lactiplantibacillus plantarum BP06 (GCA_002914965.1)

Lactiplantibacillus plantarum DS18_9 (GCA_003053035.1)

Lactiplantibacillus plantarum DS9_9 (GCA_003061785.1)

Lactiplantibacillus plantarum DS11_9 (GCA _003061805.1)

Lactiplantibacillus plantarum HACO1 (GCA_003143915.1)

0 Lactiplantibacillus plantarum ATG-K6 (GCA_003597595.1)

o Lactiplantibacillus plantarum ATG-K8 (GCA_003597615.1)

ZLactiplantibacillus plantarum NTTNO8 (GCA_006364975.1)

Lactiplantibacillus plantarum 022AE (GCA_021279005.2)

Lactiplantibacillus plantarum BRD_L15 (GCA_026183415.1)
Lactiplantibacillus plantarum V1 (GCA_026275505.1)

Lactiplantibacillus plantarum 1001274st1_G7_1001274B_151102 (GCA_028323145.1)
Lactiplantibacillus plantarum AM-LP-81 (GCA_040883545.1)
Lactiplantibacillus plantarum TCI999 (GCA_045348195.1)
Lactiplantibacillus plantarum FAM 25263 (GCA_045528025.1)
o Lactiplantibacillus plantarum TCI227 (GCA_046109905.1)
LLactiplantibacillus plantarum OBM7 (GCA_047495545.1)
Lactiplantibacillus plantarum RAL-4 (GCA_048657025.1)
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