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

9.29

o[ Lactiplantibacillus plantarum CYLB561 (GCA_035338015.1)
! El” Lactiplantibacillus plantarum PS128 (GCA_001005805.1)
L(**Lactiplantibacillus plantarum 1529 (GCA_025133105.1)
=Lactiplantibacillus plantarum E932 (GCA_030575255.1)
=Lactiplantibacillus plantarum FBL-3a (GCA_003999275.1)
—Lactiplantibacillus plantarum TL2766 (GCA_001675425.1)
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=Lactiplantibacillus plantarum FUA3112 (GCA_026127745.1)
Lactiplantibacillus plantarum FSCPS6L4 (GCA 030464725.1)
Lactiplantibacillus plantarum SRCM210797 (GCA_024970165.1)
=Lactiplantibacillus plantarum PA21 (GCA 030736815.1)
=Lactiplantibacillus plantarum DW12 (GCA_019425695.1)
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Lactiplantibacillus plantarum AJ11 (GCA_017581005.1)
“Lactiplantibacillus plantarum HA3 (GCA 030646105.1)
Lactiplantibacillus plantarum CACC 558 (GCA_010092485.1)
Lactiplantibacillus plantarum CYLB101 (GCA_035336205.1)
=Lactiplantibacillus plantarum W2 (GCA_021560135.1)
Lactiplantibacillus plantarum FCQNA23M1 (GCA 030464545.1)
=Lactiplantibacillus plantarum HOM3204 (GCA_024396815.1)
Lactiplantibacillus plantarum M31 (GCA_048565635.1)
Lactiplantibacillus plantarum Y52 (GCA_048565615.1)
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