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

o5 Bacillus amyloliquefaciens 2791 (GCA_024653545.1)
! 182—'1-Bacillus amyloliquefaciens 629 (GCA_001247635.1)

104
|

1 Ll “Bacillus amyloliquefaciens CC178 (GCA_000494835.1)
1.05e+oafﬁ@8acillus amyloliquefaciens Apn01R (GCA_041947065.1)
222.Bacillus amyloliquefaciens G25-110 (GCA_015845485.1)

L0803, Bacillus amyloliquefaciens UC_2.4 (GCA_046537695.1)

113103, Bacillus amyloliquefaciens B4140 (GCA_001587325.1)
357

Bacillus amyloliquefaciens Scm (GCA_048393765.1)
Bacillus amyloliquefaciens G25-32 (GCA_015880875.1)
Bacillus amyloliquefaciens LM (GCA_014840205.2)
*2.8acillus amyloliquefaciens GKT04 (GCA_019396925.1)
2%.Bacillus amyloliquefaciens 2788 (GCA_024653525.1)
=-Bacillus amyloliquefaciens IMA411 (GCA_017592865.1)
L Bacillus amyloliquefaciens S2784 (GCA_022832415.1)
@Bacillus amyloliquefaciens 2787 (GCA_024653505.1)
L0103, B 5 cillus amyloliquefaciens 2785 (GCA_024653455.1)
L0303, B4 cillus amyloliquefaciens 2536 (GCA_024653145.1)
LO7e103.B5cillus amyloliquefaciens HM618 (GCA_014854735.1)
L02¢+03,Bacillus amyloliquefaciens LS1-002-014s (GCA_021233135.1)
108103, Bacillus amyloliquefaciens CIAD-IB72 (GCA 024168855.1)

p5.9 597
1

1.04e+03




