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Bacterial DNAs included in Japanese rice wine, sake

Momoka Terasaki, Yurika Takahashi, Hiromi Nishida
Department of Biotechnology

DNAs included in Japanese rice wine (sake, nihonshu) were concentrated and purified. From the DNAs, bacterial
DNAs were amplified and quantified using the PCR primers to detect broad bacterial species. As the results, although
the Cq values of the fresh sakes (samples 1 to 9) were approximately 26, that of the sake (sample 0) that was
opened one year ago was approximately 21, indicating that the bacterial DNA concentration of sample 0 is 32 times
higher than those of samples 1 to 9. The massively parallel DNA sequence analysis showed that sample 0 included
Lactobacillus fructivorans as the most dominant (55%), indicating that sample 0 became putrid due to L. fructivorans
(Hiochi). In addition, the analysis showed that although the bacterial DNA concentration was similar among different

fresh sakes, the bacterial species variation was extensive.

Keywords: bacteria, Japanese rice wine, DNA quantification, DNA sequence, Hiochi (a putrefaction of sake)



