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

%% actiplantibacillus plantarum W32 (GCA_049177205.1)

o L[ Lactiplantibacillus plantarum DMR 17 (GCA_012272935.1)
HZ'—:Lactiplantibacillus plantarum DMR09 (GCA 014878225.1)

—2%,| actiplantibacillus plantarum Niz02259 (GCA_001639545.1)

28 actiplantibacillus plantarum SPS109 (GCA_040583315.1)
Lactiplantibacillus plantarum FBR6 (GCA_001619295.1)
Lactiplantibacillus plantarum LP3 (GCA_002286275.1)
hss Lactiplantibacillus plantarum KCKM 0112 (GCA_031432955.1)
o L7 actiplantibacillus plantarum Nizo2484 (GCA_001633325.1)
“Lactiplantibacillus plantarum Nizo2485 (GCA_001633335.1)
=Lactiplantibacillus plantarum CRL 681 (GCA 003325775.1)

Lactiplantibacillus plantarum B21 (GCA 000931425.2)

“Lactiplantibacillus plantarum MH-301 (GCA_025847695.1)
Lactiplantibacillus plantarum 19.1 (GCA_001633265.1)

Lactiplantibacillus plantarum CYLB561 (GCA_035338015.1)
=Lactiplantibacillus plantarum GR0128 (GCA_017068235.1)
Lactiplantibacillus plantarum GR1187 (GCA_019211785.1)
Lactiplantibacillus plantarum PS128 (GCA_001005805.1)
Lactiplantibacillus plantarum GR1184 (GCA 019211765.1)

Lactiplantibacillus plantarum GR1186 (GCA_021650875.1)
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