N) tree generated by a cgMLST analysis (based on 2602 loci)
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t L 1%.pacillus amyloliquefaciens XJ5 (GCA 017603845.1)
- BGGEM Bacillus amyloliquefaciens TA-1 (GCA_028993875.1)
»55 833 ' B52Bacillus amyloliquefaciens TF28 (GCA_000817575.1)
' L *2Bacillus amyloliquefaciens CGGB283-1 (GCA_030131825.1)
8.B5cillus amyloliquefaciens W0101 (GCA_022833015.1)
i - *28.B5cillus amyloliquefaciens JP5014 (GCA_043950715.1)
MﬂBacillus amyloliquefaciens JP5025 (GCA_042937815.1)
. P .Bacillus amyloliquefaciens B15 (GCA_001596755.1)
! %.Bacillus amyloliquefaciens BTSS3 (GCA_026319435.1)
. 723J@'Bacillus amyloliquefaciens 2021 (GCA _036946005.1)
! @-Bacillus amyloliquefaciens Z030 (GCA 036945825.1)
#4.Bacillus amyloliquefaciens M1002 (GCA_040703005.1)
1%.Bacillus amyloliquefaciens JP5006 (GCA_043950675.1)
Bacillus amyloliquefaciens JP5011 (GCA_042938425.1)
Bacillus amyloliquefaciens ALB79 (GCA_003149795.1)
=Bacillus amyloliquefaciens BS006 (GCA_001278635.1)
Bacillus amyloliquefaciens FS1092 (GCA_004421045.1)
Bacillus amyloliquefaciens INH2-4b (GCA_014791945.1)
Bacillus amyloliquefaciens EU0O7 (GCA _019997305.2)
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