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Supplementary Figure Legends
Fig. S1 Complete core-genome phylogeny of Lacticaseibacillus paracasei. The neighbor-joining tree was constructed from the core-genome alignment with 1,000 bootstrap replicates. Branch labels indicate bootstrap support values, and the scale bar represents nucleotide substitutions per site
Fig. S2 Complete core-genome phylogeny of Lactiplantibacillus plantarum. The neighbor-joining tree was constructed from the core-genome alignment with 1,000 bootstrap replicates. Branch labels indicate bootstrap support values, and the scale bar represents nucleotide substitutions per site
Fig. S3 Complete core-genome phylogeny of Limosilactobacillus fermentum. The neighbor-joining tree was constructed from the core-genome alignment with 1,000 bootstrap replicates. Branch labels indicate bootstrap support values, and the scale bar represents nucleotide substitutions per site
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