N) tree generated by a cgMLST analysis (based on 1342 loci)

12.Bacillus subtilis CBP-3200 (GCA_035805015.1)

“£Bacillus subtilis CBP-3201 (GCA_035805035.1)

a 8Bacillus subtilis CBP-3196 (GCA_035828575.1)

075 >LBacillus subtilis DKU_NT 03 (GCA 002269195.1)
o 2o SBacillus subtilis HRBS-10TDI13 (GCA_001747445.1)
Bacillus subtilis SRCM101441 (GCA_002173615.1)

0.485

032 BN sl Bacillus subtilis CBP-3205 (GCA_035804935.1)
ﬁ;Bacillus subtilis DYJ22 (GCA_040819565.1)

o247 s L%Bacillus subtilis CBP-3208 (GCA_035804875.1)

Bacillus subtilis CBP-3195 (GCA 035805095.1)

Bacillus subtilis CBP-3199 (GCA_035805075.1)

Bacillus subtilis GFR-12 (GCA_003665195.1)

L.Bacillus subtilis SRCM103886 (GCA_004101365.1)

Bacillus subtilis 2RL2-3 (GCA_003665275.1)

Bacillus subtilis CBP-3231 (GCA 035804555.1)

2%.Bacillus subtilis CBP-3228 (GCA _035804575.1)

o6 ZBacillus subtilis 2KL1 (GCA_003665395.1)

0.0163

0.52 ZBacillus subtilis CBP-3221 (GCA_035804635.1)
0.00049

0.26 LBacillus subtilis CBP-3232 (GCA_035804515.1)
% 2.Bacillus subtilis CBP-3218 (GCA_035804715.1)

B.18
0.76

o

%Root

250



