


Supplementary Information
Supplementary Figure 1. Phylogenomic tree of S. thermophilus genomes generated by sigle-copy orthologs predicted with Orthofinder. Cluster in red represents STH2. 
Supplementary Figure 2. Phylogenomic tree of S. thermophilus genomes generated by pangenome predicted with Roary. Cluster in red represents STH2.
Supplementary Figure 3. Clustermap distribution of secondary metabolites detected in potential areas of interest (AOIs) in S. thermophilus genomes predicted with antiSMASH 
Supplementary Figure 4. UpSet plot with potential bacteriocins detected in S. thermophilus predicted with DRAMP database, their distribution and combination of different sets. 
Supplementary Figure 5. Clustermap representing the distribution of putative virulence genes detected in S. thermophilus genomes by PanViTa using VFDB.
Supplementary Figure 6. Clustermap representing the distribution of putative resistance genes detected in S. thermophilus genomes by PanViTa using CARD.
Supplementary Figure 7. Functional annotation of genomic islands predicted in S. thermophilus using COG categories.
Supplementary Figure 8.  Heatmap representing compounds metabolized by candidate strains of S. thermophilus under aerobic and anaerobic conditions. 
Supplementary Table 1. Metadata regarding S. thermophilus composing the dataset used in the present study regarding source, assembly access code and country of isolation. 
Supplementary Table 2. MaxRate values obtained during Biolog analyses for three candidate strains of S. thermophilus: CIRM-BIA 16, 336 and 961. 
Supplementary Table 3. Pangenome development of S. thermophilus according to four different tools. For Roary and PPanGGOLiN, the core genome (genes shared by all strains) represents the smaller fraction, while for BPGA and OrthoFinder it is the unique genome (genes shared by less than 1% of the dataset).
Supplementary Table 4. Prediction of genomic islands, insertion sequences and mobilizable elements in S. thermophilus genomes. 
Supplementary Table 5. Predicted cargo of S. thermophilus genomic islands. 
Supplementary Table 6. Putative resistance and virulence factors predicted by PanViTa inside genomic islands’s cargo of S. thermphilus.
Supplementary Table 7. Predicted set of putative bacteriocins predicted in S. thermophilus genomes. 
Supplementary Table 8. Percentage of shared genomic islands in S. thermophilus genomes.
Supplementary Table 9. COG category annotation in groups of equivalent genomic islands predicted in S. thermophilus genomes. 
[bookmark: _GoBack]



