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Isolation of useful yeast from flowers and citrus fruits in Tokushima prefecture

Mizuki Kajihara and Naoyoshi Nishibori

Summary

New isolates of useful yeast are needed to give new characteristics to beer and sake. As the
distribution of Saccharomyces cerevisiaeis limited in nature and the repot of successful
isolations were only a few, though numbers of the attempts have been made.

Using enrichment culture technique using RE medium, isolation of useful yeast are made
from three flowers (Strawberry, Sudachi, Lotus) and two citrus fruits (Yuzu, Yuko). These are
famous and local farm products in Tokushima prefecture. Two strains isolated from citrus yuzu
peel revealed the almost same length of rDNA 5.8S-ITS region in PCR amplification to
Saccharomyces cerevisiae. By a DNA sequence analysis, these tow yeast are identified as
Tbrulaspora pretoriensis which is used as baker’s and wine yeast.
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