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

2LBacillus subtilis YPS-32 (GCA_019599105.1)
Bacillus subtilis SRCM102748 (GCA_009913515.1)
Bacillus subtilis GXA-28 (GCA_000735115.1)
Bacillus subtilis GXD-20 (GCA_030643845.1)
Bacillus subtilis TR21 (GCA_015535655.1)
Bacillus subtilis ZKY06 (GCA_046529445.1)
el Bacillus subtilis UCMB5121 (GCA_012648205.1)
?E‘fsaciuus subtilis UCMB5021 (GCA _012648345.1)
"LBacillus subtilis - (GCA 905311425.2)
Bacillus subtilis - (GCA_905315685.2)
20.8acillus subtilis 21855 (GCA_028748025.1)
“LBacillus subtilis B-51354 (GCA_035808095.1)
Bacillus subtilis - (GCA_905311015.1)
Bacillus subtilis - (GCA_905315705.2)
Bacillus subtilis PS-68 (GCA 018122475.1)
>*%Bacillus subtilis GOT9 (GCA 009857115.1)
?LBacillus subtilis R38 (GCA_039619305.1)
Bacillus subtilis TO-A (GCA_000737405.1)
Bacillus subtilis TO-A JPC (GCA 001037985.1)
Bacillus subtilis QH-1 (GCA_000582885.1)
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