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Isolation and Identification of Predominant Yeast
from Traditional Sourdough

WANG Li-qun
(Food Processing Institute, Heilongjiang Academy of Agricultural Sciences, Harbin 150086, China)

Abstract; In order to fully tap the excellent yeast starter resources which can be used in the production of fer-
mented flour products,in this paper,we collected the traditional natural fermented sour dough which has been
used by private families in Heilongjiang Province for a long time, after homogenization and gradient dilution, the
diluent was cultured in potato agar medium to isolate and purify the dominant yeast from traditional sour dough
samples,the morphology of the colony and cell characteristics of the bacteria was described respectively. Then
the genomic DNA of the yeast isolated strain was extracted.and the region of 26S rDNA D1/D2 was amplified
by PCR and sequenced. The phylogenetic tree of the same genus was constructed by using MEGA software,and
the species and genera of the yeast isolates were identified by their genetic relationship. The results showed
that: a total of 19 yeast strains were isolated from 5 traditional sour dough samples collected in Heilongjiang
Province, among which 18 strains were Saccharomyces cerevisiae and 1 strain was Wickerhamomyces , which
could provide candidate strains for the development of industrial yeast starter strains
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