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

JﬁBacillus amyloliquefaciens TA-1 (GCA_028993875.1)
' 52pacillus amyloliquefaciens TF28 (GCA_000817575.1)

*2.Bacillus amyloliquefaciens CGGB283-1 (GCA_030131825.1)
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Jiaaciuus amyloliquefaciens MN-13 (GCA_029866505.1)
264
' L 1%Bacillus amyloliquefaciens XJ5 (GCA_017603845.1)

#2.Bacillus amyloliquefaciens W0101 (GCA_022833015.1)
82,Bacillus amyloliquefaciens B15 (GCA_001596755.1)
#LBacillus amyloliquefaciens BS9 (GCA_021128895.1)

Bacillus amyloliquefaciens JP5014 (GCA_043950715.1)

Bacillus amyloliquefaciens JP5025 (GCA 042937815.1)
1.Bacillus amyloliquefaciens BTSS3 (GCA 026319435.1)
%.Bacillus amyloliquefaciens Z021 (GCA_036946005.1)

#%.Bacillus amyloliquefaciens M1002 (GCA_040703005.1)

2.Bacillus amyloliquefaciens JP5011 (GCA 042938425.1)

Bacillus amyloliquefaciens JP5006 (GCA_043950675.1)

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)

527

=lo

R[©
©
n

o

%Root

250



