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

% 5.Bacillus amyloliquefaciens N-8 (GCA_048054725.1)

i #0.8acillus amyloliquefaciens MBLB0692 (GCA_029371985.1)
2LBacillus amyloliquefaciens B408 (GCA_024452365.1)
#5.Bacillus amyloliquefaciens GXU-1 (GCA_017357905.1)
82,Bacillus amyloliquefaciens Jxnuwx-1 (GCA_001469685.1)

' wslBacillus amyloliquefaciens LM2303 (GCA_001889285.1)

' [”53 Bacillus amyloliquefaciens N2B2 (GCA_030284565.1)
®7.8acillus amyloliquefaciens EA19 (GCA_019339505.1)
tH.Bacillus amyloliquefaciens UASWS BA1 (GCA_000469015.2)

Bacillus amyloliquefaciens IT45 (GCA_036936825.1)

3 =-Bacillus amyloliquefaciens IT-45 (GCA_000242855.2)

% LE~Bacillus amyloliquefaciens S499 (GCA_001586105.1)

*.8acillus amyloliquefaciens TL106 (GCA_023920185.1)
+[“Bacillus amyloliquefaciens PMBO5 (GCA_019458775.1)

Bacillus amyloliquefaciens WF02 (GCA_013122255.1)

=Bacillus amyloliquefaciens DH8030 (GCA_008534375.1)

=|o

10.6
0.89

rlo

B.19,
0.39
536,

1
242 L1"Bacillus amyloliquefaciens LFB112 (GCA_000508265.1)
ba.2) €.Bacillus amyloliquefaciens PM415 (GCA_030517795.1)
1
200 ™®Bacillus amyloliquefaciens F11 (GCA_002024555.1)
1

™8.Bacillus amyloliquefaciens CHAG-1D (GCA_032918205.1)

%Root

250



