N) tree generated by a cgMLST analysis (based on 3430 loci)

119¢*03, A |kalihalobacillus clausii THCPC1HN (GCA_041950005.1)
9. plkalihalobacillus clausii BC112 (GCA_003043875.1)
438E12'7AIkaIihanbaciIIus clausii FSL M8-0189 (GCA_039654165.1)
' B53.lkalihalobacillus clausii 2RFP1E (GCA_026626505.1)
93.2 2L lkalihalobacillus clausii 7541 (GCA_002271555.1)
Alkalihalobacillus clausii 7535-K (GCA_002272605.1)
“Alkalihalobacillus clausii 7547-G (GCA_002272445.1)
L8 Alkalihalobacillus clausii 179-F 5B1 HS (GCA_019037585.1)
Alkalihalobacillus clausii B-4131 (GCA_036223725.1)
Alkalihalobacillus clausii B-4090 (GCA_036223905.1)
SOQJ—‘moAlkalihalobacinus clausii 7538 (GCA_002272545.1)
|120] ' ]—W-Alkalihalobacillus clausii 7523-2 (GCA_002272645.1)

' - *%-Alkalihalobacillus clausii B-3765 (GCA_035776555.1)
ﬂAlkalihalobacillus clausii 7540-2 (GCA_002271575.1)
28%.Alkalihalobacillus clausii DSM 8716 (GCA_002250115.1)
Alkalihalobacillus clausii ATCC 700160 (GCA_034479305.1)
Alkalihalobacillus clausii B-23342 (GCA_035776525.1)
Alkalihalobacillus clausii 088AE (GCA_014338545.1)

1
@iAlkalihalobacillus clausii ZBJDR1 (GCA_045257435.1)
2% lkalihalobacillus clausii AO1125 (GCA_046112195.1)
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