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

454E1-32 Bacillus subtilis RO-NN-1 (GCA_024917175.1)
338 ' L8.Bacillus subtilis RO-NN-1 (GCA_000227485.1)
L *0Bacillus subtilis B-23067 (GCA_035810255.1)
¥2.Bacillus subtilis 21A1 (GCA_026790755.1)
Bacillus subtilis B-23070 (GCA 035810155.1)
Bacillus subtilis 98-5 (GCA_026790895.1)
%3.Bacillus subtilis J23 (GCA_007829355.1)

Bacillus subtilis J25 (GCA_007829495.1)
Bacillus subtilis 179-C6.1 HS (GCA_019037965.1)
Bacillus subtilis 179-F 10A1 HS (GCA 019037525.1)
Bacillus subtilis B-23074 (GCA_035810195.1)
*¥.Bacillus subtilis SRCM102756 (GCA_009913595.1)

LBacillus subtilis PWF (GCA_047314865.1)
Bacillus subtilis TATVAM-FAB85 (GCA_046535715.1)
Bacillus subtilis TATVAM-FAB39 (GCA_046592435.1)
———*™Bacillus subtilis B-3282 (GCA_035812975.1)

e[ >Bacillus subtilis BE27 (GCA_003931545.1)
ﬂBacillus subtilis PK5_52 (GCA _023521175.1)
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Bacillus subtilis BD-616 (GCA_035822335.1)
Bacillus subtilis SRCM103517 (GCA_004103535.1)
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