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{ Introduction }

Fermented vegetables are becoming increasingly popular with Western consumers due to their minimal processing and alleged health benefits. Despite this
trend, the management of vegetable fermentation still relies heavily on empirical knowledge, as the microbial communities and metabolic processes underlying the
production of safe and nutritious products still need to be better understood.

Indeed, the microbial community of most fermented vegetables is spontaneously established, and metataxonomic studies have shown that fermented vegetables
may present different taxonomic profiles during and at the end of product fermentation [1].

Shotgun metagenomic studies are powerful complementary methods to improve the characterization of a microbiome by refining the taxonomic profile to identity
key bacterial and fungal species and strains, providing insights about the metabolic potential of the community, and exploring the relationship between the diversity of
taxonomic protiles and their functional profiles [2].

We conducted a comprehensive analysis of the microbial diversity, taxonomic composition, and metabolic profiles of 141 samples using a reproducible analytical
workflow with a read-based approach.

What part do they play in the functional potential of the fermented vegetable microbiome?

Core microbiota
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\ s it possible to identify a core microbiota of species and strains consistently present in fermented vegetables ?
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- { Conclusion } N

> No species is found in all samples and bioprojects, but some LAB are frequently found with high relative abundance.
> Lactiplantibacillus plantarum strain phylogeny seems to be linked with abundance and datasets.
> |Less common species carry frequent functions, raising the question of a core microbiota that is functional rather than taxonomic.
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