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

307[1-5 Bacillus subtilis JJ975 (GCA_036966285.1)
' L5Bacillus subtilis JJ944 (GCA_036966765.1)

$LBacillus subtilis MER 89 (GCA 023714065.1)

*.Bacillus subtilis E1 (GCA_000724125.1)
*Bacillus subtilis PK5_26 (GCA_003600785.1)
soo] _="Bacillus subtilis PK5_68 (GCA_023521275.1)
Bacillus subtilis PK1_3 (GCA 023521615.1)
Bacillus subtilis PK1_2 (GCA 023521635.1)
L————*2.Bacillus subtilis TE3T-UV25 (GCA_041344815.1)
%Bacillus subtilis TATVAM-FAB79 (GCA_046591695.1)
Bacillus subtilis TATVAM-FAB32 (GCA 046592575.1)
*3.Bacillus subtilis RA15 (GCA 034259385.1)
Bacillus subtilis B-3282 (GCA_035812975.1)
Bacillus subtilis TE11 (GCA 049803375.1)
——*.Bacillus subtilis B15M1-4W (GCA_030519455.1)
<*Bacillus subtilis WS1A (GCA_013186645.1)
Bacillus subtilis YBS29 (GCA_023518255.2)
Bacillus subtilis CWTS 5 (GCA_028462485.1)

494[0 Bacillus subtilis 0SU1015-21 (GCA_029350885.1)
" PBacillus subtilis 0SU1013-19 (GCA_029350925.1)
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