N) tree generated by a cgMLST analysis (based on 906 loci)
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Ligilactobacillus salivarius A19 (GCA_016742875.1)
Ligilactobacillus salivarius NCIMB8817 (GCA_002079925.1)

— | igilactobacillus salivarius OSU_LaSali_1.14 (GCA 014336755.1)

— > igilactobacillus salivarius Salm-9 (GCA_029350895.1)
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Ligilactobacillus salivarius DJ-sa-01 (GCA_003316955.1)
Ligilactobacillus salivarius FHNXY73M9 (GCA_009863735.1)
Ligilactobacillus salivarius T3 (GCA_016742795.1)
Ligilactobacillus salivarius SRCM217594 (GCA_030434015.1)
Ligilactobacillus salivarius C1-4 (GCA_040566435.1)

9™, igilactobacillus salivarius C2-3 (GCA_040720955.1)
Ligilactobacillus salivarius ET141 (GCA_030372485.1)
Ligilactobacillus salivarius An84 (GCA_002161265.1)
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{Ligilactobacillus salivarius AER36 (GCA 020026555.1)
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.| igilactobacillus salivarius AER35 (GCA 020026485.1)
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Ligilactobacillus salivarius An787 (GCA_016900465.1)

Ligilactobacillus salivarius 92_BHI (GCA_030371315.1)
Ligilactobacillus salivarius An453 (GCA_016902115.1)
Ligilactobacillus salivarius 156_Feed (GCA_030372045.1)
Ligilactobacillus salivarius KZ-NCB (GCA _013391745.1)
Ligilactobacillus salivarius 30_SSukc10 (GCA_030371905.1)
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