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- CONCLUSION I

The results of this comparative genomic study provide a sound basis for future studies on STH. Notably our analysis provides targets for further phenotypic characterizations and experimental validations. While some
beneficial traits are widely shared among isolates suggesting their central physiological and ecological role for the species (e.g., degradation of lactose, folate production), others including the tagatose-6-phosphate
pathway involved in the catabolism of galactose, and the production of bioactive peptides and GABA are highly strain-specific. Most of strain-specific health-promoting features seems to have been acquired via horizontal
gene transfer events. The natural intra-species diversity of STH, therefore, represents an interesting source for innovation in the field of fermented products enriched for healthy components that can be exploited to improve
human health. A better knowledge of the health-promoting properties and their genomic and genetic diversity within the species may facilitate the selection and application of strains for specific biotechnological and human

health-promoting purpose.
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