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

L[>"Bacillus subtilis 75 (GCA_009662235.1)
Bacillus subtilis Broll (GCA_049200355.1)
Bacillus subtilis Bac3 (GCA_040513675.1)
Bacillus subtilis B-526-1 (GCA_047823005.1)
2 “LBacillus subtilis SRCM101393 (GCA_009914155.1)
o[ -Bacillus subtilis LK22 (GCA_001043765.1)

ﬂL’Bacillus subtilis H2 (GCA_022654795.1)
*LBacillus subtilis 0G2A (GCA_033100155.1)

*¥.Bacillus subtilis PS-196 (GCA_018122465.1)

2LBacillus subtilis 179-F 1A1 HS (GCA 019037645.1)

Bacillus subtilis R-06-OCP2 (GCA_019748415.1)
Bacillus subtilis - (GCA_905315385.1)
Bacillus subtilis 154.2 (GCA 023715025.1)
Bacillus subtilis S1 (GCA_041514415.1)
Bacillus subtilis CBP-3243 (GCA_035804355.1)
~Bacillus subtilis ATC-3 (GCA_022570515.1)
Bacillus subtilis PS-209 (GCA 019583555.1)
Bacillus subtilis CV16 (GCA_014879275.1)

EBacillus subtilis MARUCOO1 (GCA_025837035.1)
o7 58.Bacillus subtilis McG-21 (GCA 039581705.1)
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