N) tree generated by a cgMLST analysis (based on 906 loci)

L(*Ligilactobacillus salivarius FZJTZ28M4.scaf (GCA_009869985.1)
=Ligilactobacillus salivarius FZJTZ27M6_2 (GCA_009865925.1)
Ligilactobacillus salivarius FZJTZ69 1 (GCA 009865885.1)
Ligilactobacillus salivarius FZJTZ13M4 (GCA_009865965.1)
=Ligilactobacillus salivarius AR612 (GCA_029917105.1)
=Ligilactobacillus salivarius FWXBH25_3 (GCA_009866265.1)

83| igilactobacillus salivarius FJSWX10 2 (GCA_009863485.1)
—Ligilactobacillus salivarius FJLHD16M3 (GCA_009863625.1)
—Ligilactobacillus salivarius FNXYC6M7 (GCA_009863365.1)

42'3I_igilactobaciHussaIivariusCCuG38008(GCA_002079715.1)

—Ligilactobacillus salivarius TM1 (GCA_049444895.1)
=Ligilactobacillus salivarius VA40-10 (GCA_011029235.1)
=Ligilactobacillus salivarius FXJKS17M7 (GCA_009870225.1)
Ligilactobacillus salivarius FXJCJ9_2.scaf (GCA_009866125.1)
Ligilactobacillus salivarius BH1-7 (GCA_048452685.1)
Ligilactobacillus salivarius BH7-4s (GCA 048452405.1)
=Ligilactobacillus salivarius 2102-15 (GCA 021432185.1)
Ligilactobacillus salivarius PLCEA3 (GCA_029743055.1)
Ligilactobacillus salivarius PLCEA3 (GCA_042714325.1)
€87 igilactobacillus salivarius FXJSW2_3.scaf (GCA 009866135.1)
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