N) tree generated by a cgMLST analysis (based on 2602 loci)

. (**Bacillus amyloliquefaciens SRCM101267 (GCA_002173635.1)
=Bacillus amyloliquefaciens SRCM101266 (GCA_001672615.1)
=Bacillus amyloliquefaciens B-14460 (GCA_035811715.1)
Bacillus amyloliquefaciens ATCC 23842 (GCA _031317035.1)
Bacillus amyloliquefaciens B-14396 (GCA_035811835.1)
2.Bacillus amyloliquefaciens NRS-1279 (GCA_036208645.1)
88.Bacillus amyloliquefaciens SQ-2 (GCA_019459645.1)
2L%Bacillus amyloliquefaciens B-1162 (GCA_036212085.1)
23.Bacillus amyloliquefaciens FadWe (GCA_008017625.1)

Bacillus amyloliquefaciens B-41588 (GCA_035809095.1)

Bacillus amyloliquefaciens B425 (GCA 001587435.1)
T 7.14] W Bacillus amyloliquefaciens Fad 82 (GCA_007845085.1)
Bacillus amyloliquefaciens Fad 99 (GCA _007844995.1)
=Bacillus amyloliquefaciens Fad 97 (GCA_039619405.1)
“=Bacillus amyloliquefaciens Fad 77 (GCA 039619395.1)
=Bacillus amyloliquefaciens Fad 11/2 (GCA_039619385.1)
Bacillus amyloliquefaciens NRS-789 (GCA_036221865.1)
=Bacillus amyloliquefaciens B-645 (GCA 035813795.1)
=Bacillus amyloliquefaciens NRS-1125 (GCA_036208815.1)
—Bacillus amyloliquefaciens NRS-763 (GCA_036221905.1)
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