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

—Bacillus subtilis 1 (GCA_027497435.1)

+[“Bacillus subtilis B4072 (GCA_000830595.1)
Bacillus subtilis B4069 (GCA_000830605.1)
Y2Bacillus subtilis PMKI-8-D (GCA_014856585.1)
. >2.8acillus subtilis B-1155 (GCA_035813595.1)

)—'LO

205 Bacillus subtilis FX-1 (GCA_022647025.1)
739, ﬂ;Bacinus subtilis SRCM117797 (GCA_030028395.1)
,(**Bacillus subtilis Fad 109 (GCA_007845115.1)
“Bacillus subtilis BS2022 (GCA_030769525.1)
*Bacillus subtilis EFB(1B)B16 (GCA_020509345.1)
Bacillus subtilis RI4914 (GCA_012534935.1)
Bacillus subtilis RI4914 IsrfA (GCA_039614745.1)
Bacillus subtilis M1 (GCA_002142515.1)
Bacillus subtilis MBBL2 (GCA_046573225.1)
Bacillus subtilis ASM-1 (GCA_017599395.1)
ZBacillus subtilis DL1 (GCA_041014725.1)
“Bacillus subtilis B4071 (GCA_000830695.1)
=Bacillus subtilis SOI-28 (GCA_039939295.1)
Bacillus subtilis MB415 (GCA_001888825.1)
Bacillus subtilis MB378 (GCA_001726025.1)

~lo

%Root

250



