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Bacterial Composition of Sake Lees Analyzed by PCR-DGGE

Tomohiro Hosoi

The microbial flora of the fermentation broth used in the processing of Japanese sake (rice
wine) affects the quality of the final sake product. In this study, the bacterial compositions of five
commercially available sake lees were analyzed using the polymerase chain reaction-denaturing
gradient gel electrophoresis (PCR-DGGE) technique. Live bacteria in the samples were pre-cultured
in Tripticase Soy broth and MRS broth, followed by DNA extraction, PCR-DGGE for the variable
V3 region of 16S rDNA, and DNA sequencing. The results showed that the bacterial compositions
differed depending on the kinds of sake lees used for culturing and that the samples contained
microorganisms belonging to the genus Bacillus and Lactobacillus. These differences in the
microflora of sake lees may have varying effects on the quality of the final sake products.
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