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

1,03e+03J@‘BaCi"“5 amyloliquefaciens ALB69 (GCA_003149695.1)
' @'Bacillus amyloliquefaciens UMAF6614 (GCA_001593785.1)
L07e103,Bacillus amyloliquefaciens BD9 (GCA_044878445.1)
112e*03 Bacillus amyloliquefaciens PRO83 (GCA_029857055.1)
L1203, Bacillus amyloliquefaciens BAM2022 (GCA_030252125.1)
L1e*03.Bacillus amyloliquefaciens - (GCA_001286945.1)
[ >Bacillus amyloliquefaciens JP3144 (GCA_019880425.1)
' Z8.B5cillus amyloliquefaciens MOH1-5b (GCA_014792065.1)
#8.Bacillus amyloliquefaciens IIF7SW-B4 (GCA 013346175.1)
%4.Bacillus amyloliquefaciens AD20 (GCA_018791865.1)
86.8acillus amyloliquefaciens R8-25 (GCA_013341255.1)
88.8acillus amyloliquefaciens WF2020 (GCA_022492915.1)

13.9
£y
0.48

L02e+03,8acillus amyloliquefaciens ZJU1 (GCA_007362635.1)
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Bacillus amyloliquefaciens AAK_S6 (GCA_011440355.1)

Bacillus amyloliquefaciens 10456 (GCA_009933355.1)

909Jﬁ'Bacillus amyloliquefaciens OSU1013-24 (GCA_029350825.1)

! 10'—5'Bacillus amyloliquefaciens OSU1013-3 (GCA 029350965.1)
922.Bacillus amyloliquefaciens EGD-AQ14 (GCA _000465655.1)

#0.8acillus amyloliquefaciens ALB65 (GCA_003149715.1)

%7.Bacillus amyloliquefaciens BCS4-7403 (GCA_046573265.1)

0.1
0.99

319




