N) tree generated by a cgMLST analysis (based on 906 loci)
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Ligilactobacillus salivarius BCRC 14759 (GCA_002736025.1)
Ligilactobacillus salivarius DS3_12 (GCA_003052845.1)

Ligilactobacillus salivarius DS13_12 (GCA_003052875.1)
Ligilactobacillus salivarius DS11_12 (GCA_003061545.1)
Ligilactobacillus salivarius BIO6313 (GCA_013249205.1)
Ligilactobacillus salivarius UBLS-22 (GCA_015159735.1)
Ligilactobacillus salivarius LMG 9477 (GCA_029823545.1)
Ligilactobacillus salivarius GX118 (GCA_049056805.1)
Ligilactobacillus salivarius CIP103140T (GCA_965136025.1)
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