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This study analyzes microbial diversity in natural wine fermentation
(without commercial yeast), identifying key and minor yet crucial microbial groups. We developed
methods to suppress mitochondrial/chloroplast gene amplification and performed metabarcoding on
ribosomal RNA genes. Samples from four Hokkaido breweries underwent microbial community and
non-targeted metabolome analysis. While microbial communities did not differ significantly among
grape varieties, regional similarities and similarities within breweries were found, suggesting
fermentation microbes originate more from breweries than grapes. This year, gene and component
analyses were conducted, and multivariate analysis was performed to elucidate the correlation
between microbial community structure and component analysis results.
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