N) tree generated by a cgMLST analysis (based on 2602 loci)
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Bacillus amyloliquefaciens SRCM123364 (GCA_030369895.1)
%-2Bacillus amyloliquefaciens SQ-2 (GCA_019459645.1)

L[ Bacillus amyloliquefaciens NRS-789 (GCA_036221865.1)
- 2.42%Bacillus amyloliquefaciens NRS-1125 (GCA_036208815.1)
2Bacillus amyloliquefaciens B-645 (GCA_035813795.1)

BLBacillus amyloliquefaciens B-41588 (GCA_035809095.1)

I—'LO

55.5

096 L95.Bacillus amyloliquefaciens Fad 82 (GCA_007845085.1)
H;Bacillus amyloliquefaciens Fad 99 (GCA_007844995.1)
o, Bacillus amyloliquefaciens SRCM101267 (GCA_002173635.1)
H;Bacillus amyloliquefaciens SRCM101266 (GCA _001672615.1)
28.Bacillus amyloliquefaciens B-14460 (GCA_035811715.1)
Bacillus amyloliquefaciens HK1 (GCA_004006115.1)
=Bacillus amyloliquefaciens B-14397 (GCA 035811775.1)
Bacillus amyloliquefaciens ATCC 23842 (GCA_031317035.1)
Bacillus amyloliquefaciens B-14396 (GCA_035811835.1)
Bacillus amyloliquefaciens B-3697 (GCA_035812755.1)
=Bacillus amyloliquefaciens B-3696 (GCA_035812795.1)
Bacillus amyloliquefaciens CIP103265T (GCA_965136255.1)
Bacillus amyloliquefaciens DSM 7 (GCA_000196735.1)
=Bacillus amyloliquefaciens - (GCA_030268785.1)
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