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Molecular basis and significance of yeast symbiosis in traditional food
fermentation processes
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Microbial symbiosis in spontaneous fermentation of wine: We experimentally
clarified the keys to spontaneous alcoholic fermentation from grape berries by wine yeast. Wine
yeast exogenetically attaches to the grape skins from the surrounding environment and accesses to
the sugars inside the grape berries through the degradation and consumption of plant surface-derived

components by grape-skin inhabiting microorganisms. Microbial symbiosis in traditional sake
brewing: We identified the Cyc8p-Tuplp complex as a promising candidate target factor for the
modification of yeast carbon metabolism by "kimoto" lactic acid bacteria. This provides insight into
the optimization of the traditional sake brewing method through the regulation of alcohol
fermentation. In both projects, we successfully achieved the elucidation of novel factors
controlling the symbiosis between yeasts and other microorganisms during traditional food

fermentation.
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