N) tree generated by a cgMLST analysis (based on 2602 loci)
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L0103, B acillus amyloliquefaciens JP5008 (GCA_043950685.1)
L11e103 g acillus amyloliquefaciens W0101 (GCA _022833015.1)
L1e*08.Bacillus amyloliquefaciens ZKY01 (GCA_022559645.1)
L04e103.3acillus amyloliquefaciens UC_2.4 (GCA 046537695.1)
1120103, g acillus amyloliquefaciens LS1-002-014s (GCA_021233135.1)
#1.8acillus amyloliquefaciens Scm (GCA_048393765.1)
#8.8acillus amyloliquefaciens G25-32 (GCA_015880875.1)
“%.Bacillus amyloliquefaciens LM (GCA_014840205.2)
OLBacillus amyloliquefaciens GKT04 (GCA_019396925.1)
L11e03. g cillus amyloliquefaciens B4140 (GCA_001587325.1)
L0103, Bacillus amyloliquefaciens ZF57 (GCA_020971785.1)
®1.Bacillus amyloliquefaciens HMA-LCI (GCA_005048195.1)
L0903, g5 cillus amyloliquefaciens PMB04 (GCA_019458745.1)
985f'ﬂ«Bacillus amyloliquefaciens EBL11 (GCA_000559145.1)
! 1@-Bacillus amyloliquefaciens G58 (GCA_013423695.1)
%8,Bacillus amyloliquefaciens Can02R (GCA_041947055.1)
2%€.Bacillus amyloliquefaciens KHG19 (GCA_000835145.1)
%5.Bacillus amyloliquefaciens $5-38.4 (GCA_035600155.1)
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