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

1.23¢103, Al kalihalobacillus clausii 7543 (GCA_002272505.1)
L1603, A Ikalihalobacillus clausii - (GCA_000009825.1)
122403, p|kalihalobacillus clausii J1TS1 (GCA_018332735.1)
524 “Alkalihalobacillus clausii RU288 (GCA_030554935.1)
1 L.Alkalihalobacillus clausii RU289 (GCA_030554955.1)
Liles®.alkalihalobacillus clausii ZBGEL (GCA_019599175.1)
L01e*03, A |kalihalobacillus clausii 2102 (GCA_030931775.1)
“%.Alkalihalobacillus clausii UBBC-08/S (GCA_018863155.1)
“2lkalihalobacillus clausii B106 (GCA_002266625.2)

M0 s “Alkalihalobacillus clausii B603/Nb (GCA_013085275.2)

J " B3Slkalihalobacillus clausii UBBC-08/T (GCA_018862375.1)
®Alkalihalobacillus clausii B637/NM (GCA_013085285.2)
e 5LAkalihalobacillus clausii GMN (GCA_013154995.1)

Alkalihalobacillus clausii UBBC-08/R (GCA_018862015.1)
S8.Alkalihalobacillus clausii ZBDJF4 (GCA_019599225.1)
=Alkalihalobacillus clausii CSI08 (GCA_012926565.1)
Alkalihalobacillus clausii SF174 (GCA_025452175.1)
Alkalihalobacillus clausii UBBC-08/C (GCA_018863065.1)
“Alkalihalobacillus clausii ENTPro (GCA_000737305.2)

[7.67

%Root
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