N) tree generated by a cgMLST analysis (based on 2602 loci)
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1218, Bacillus amyloliquefaciens DYC2-1 (GCA_027213705.1)

122¢%%%.Bacillus amyloliquefaciens B-3070 (GCA_035813115.1)

L22¢403 Bacillus amyloliquefaciens PRO40 (GCA_029857155.1)
8.8 acillus amyloliquefaciens RD7-7 (GCA_001705195.1)

886.Bacillus amyloliquefaciens CHCC26933 (GCA_003382375.1)

894JE-Bacillus amyloliquefaciens Bal3 (GCA_018223605.1)

! @-Bacillus amyloliquefaciens 35M (GCA_019880285.1)
L17e+03, 84 cillus amyloliquefaciens EG025 (GCA_049674945.1)

L20e*0% Bacillus amyloliquefaciens SN78-1 (GCA_021991685.1)

1.2
0.84

12193, 8acillus amyloliquefaciens B1895 (GCA_000696285.1)

*2.Bacillus amyloliquefaciens EA19 (GCA_019339505.1)

2.Bacillus amyloliquefaciens - (GCA_001286965.1)

L2403, g acillus amyloliquefaciens ARP23 (GCA_008245105.1)

122103, Bacillus amyloliquefaciens 2785 (GCA_024653455.1)

L22¢103.Bacillus amyloliquefaciens KNU-28 (GCA_024300805.1)

L16e+03,8 cillus amyloliquefaciens COFCAU_P1 (GCA 044626825.1)

1132103, gacillus amyloliquefaciens - (GCA_001286945.1)

113¢%.Bacillus amyloliquefaciens B3 (GCA_023757615.1)

L17et03. Bacillus amyloliquefaciens PRO83 (GCA 029857055.1)

125103, g cillus amyloliquefaciens KN-01 (GCA_028895325.1)



