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Fermented foods

Limited Understanding of Microbial Composition
Variability in Preparation

Unexplored Health Benefits

Food microbiome or food microbiota refers to the

community of microorganisms, including bacteria,
fungi, yeasts, molds, and sometimes viruses, that

naturally exist in or on food.
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Figure 4. Higher temperature boosts NSLAB amino acid metabolism. Taxonomic assignment of the genes
belonging to KEGG amino acid metabolism in the samples of cheese core from the second experiment, at 30
days of ripening. Only species belonging to Firmicutes are reported. A, ripening at standard conditions; B,
higher temperature.
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Figure 5. NSLAB abundance, ripening-related gene expression and metabolome are strongly linked.
Network showing significant (FDR < 0.1) Spearman’s correlations between KEGG genes belonging to amino
acid and lipid metabolism, VOCs, lipolysis and proteolysis indices and OTUs belonging to Firmicutes identified
through 16S rRNA sequencing. Nodé§izé was made proportional to the number of significant correlations.
Edge color indicates negative (blue) or positive (grey) correlations. Node color was assigned as follows: green,
KEGG genes related to aminoacid metabolism; red, KEGG genes related to lipid metabolism; yellow, VOCs;
magenta, chemical indices; cyan, Firmicutes OTUs.
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Raw Ewe’s Milk Cheeses
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Tracking Microbial Contamination Routes and Monitoring Food Spoilage

Production flow and main compartments
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Hultman et al. (2015). Meat processing plant microbiome and contamination patterns of cold-tolerant bacteria causing food safety and spoilage risks in
the manufacture of vacuum-packaged cooked sausages. Applied and environmental microbiology.
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