N) tree generated by a cgMLST analysis (based on 2602 loci)
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1203, 34 cillus amyloliquefaciens BD-601 (GCA 035822495.1)
102e+03|—‘158 Bacillus amyloliquefaciens MT45 (GCA_002209305.1)

Lamgacilius amyloliquefaciens TU11 (GCA 031119145.1)

L17e+03, g cillus amyloliquefaciens YP6 (GCA 003868675.1)

L17e*03,Bacillus amyloliquefaciens SRCM101294 (GCA_001687185.1)

L17e*% Bacillus amyloliquefaciens K2 (GCA_001866745.1)

L19e+03, g acillus amyloliquefaciens DYC2-1 (GCA 027213705.1)
89.6

Bacillus amyloliquefaciens LL3 (GCA_000204275.1)

=Bacillus amyloliquefaciens FUA2154 (GCA_008017565.1)
~~Bacillus amyloliquefaciens SRCM124317 (GCA_027942375.1)
=Bacillus amyloliquefaciens FUA2153 (GCA_008017555.1)
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~Bacillus amyloliquefaciens XH7 (GCA_000221645.1)

28.Bacillus amyloliquefaciens RIT850 (GCA_046765495.1)

Bacillus amyloliquefaciens B-14465 (GCA_035811635.1)
Bacillus amyloliquefaciens B-14462 (GCA_035811685.1)
Bacillus amyloliquefaciens B-14464 (GCA_035811655.1)
Bacillus amyloliquefaciens B-14461 (GCA_035811675.1)
=Bacillus amyloliquefaciens B-14468 (GCA_035811575.1)
Bacillus amyloliquefaciens Bam1 (GCA_019880325.1)
%.Bacillus amyloliquefaciens H (GCA_007827165.1)



