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

o[““Lactiplantibacillus plantarum L3 (GCA_036353295.2)
=Lactiplantibacillus plantarum L125 (GCA 020916405.1)
Lactiplantibacillus plantarum AS-10 (GCA_003045645.1)
=Lactiplantibacillus plantarum BGPKM22 (GCA_030504815.1)
=Lactiplantibacillus plantarum BGAN8 (GCA_029269595.1)
ﬂLactiplantibacillus plantarum B1.3 (GCA_017580905.1)
22, actiplantibacillus plantarum B1.1 (GCA_017580925.1)

5[ “>Lactiplantibacillus plantarum 83-18 (GCA_009759825.1)
=Lactiplantibacillus plantarum zZ45 (GCA_040448705.1)
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=-Lactiplantibacillus plantarum LL441 (GCA_001754025.1)
rr.a) 20 L actiplantibacillus plantarum LP51 (GCA_026127705.1)
Lactiplantibacillus plantarum EML1 (GCA 008016845.1)
Lactiplantibacillus plantarum SA3 (GCA_008016855.1)
=-Lactiplantibacillus plantarum C1 (GCA_008016925.1)
Lactiplantibacillus plantarum Lp-6 (GCA 024181705.1)

221, actiplantibacillus plantarum 1020 (GCA 025129255.1)
28, actiplantibacillus plantarum FUA3590 (GCA 004683785.1)
284, actiplantibacillus plantarum HFC8 (GCA_001302645.1)
L) actiplantibacillus plantarum W43 (GCA_049177195.1)
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