N) tree generated by a cgMLST analysis (based on 773 loci)

2%, acticaseibacillus paracasei BF3 (GCA_034555135.1)
2, acticaseibacillus paracasei Lpp48 (GCA_000410115.1)

@E::\cticaseibacillus paracasei YEO1 (GCA _033815995.1)
P18 acticaseibacillus paracasei NKM 5.4 (GCA_039615445.1)

6.4

%acticaseibacillus paracasei Dm-2019-60 (GCA_018257175.1)
osg]  °11% acticaseibacillus paracasei GRO562 (GCA_021650835.1)

%fLacticaseibacillus paracasei DSM 4905 (GCA 028878315.1)
' 2| acticaseibacillus paracasei CIRM-BIA 1445 (GCA_025190685.1)
1%, acticaseibacillus paracasei BS2-PB5 (GCA_040822445.1)

3.68

03] 188 acticaseibacillus paracasei 1567 1L3212 (GCA_036762765.1)
Lacticaseibacillus paracasei MGB0245 (GCA_015476075.1)
Lacticaseibacillus paracasei KCKM 0245 (GCA_031348425.1)
Lacticaseibacillus paracasei KCKM 0992 (GCA_031461095.1)
Lacticaseibacillus paracasei MYD3 (GCA_018729425.1)
=Lacticaseibacillus paracasei MGB0625 (GCA_015476155.1)
Lacticaseibacillus paracasei E11.5 (GCA_044740695.1)
“Lacticaseibacillus paracasei SRCM212209 (GCA_047785155.1)
~<Lacticaseibacillus paracasei Lpp225 (GCA_000410175.1)
=Lacticaseibacillus paracasei L1 (GCA_025137495.1)

%%Lacticaseibacillus paracasei 1571-2_1L3211 (GCA 036762785.1)
i

=lo
o

18.2
0.58

%Root

250



