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Isolation and Molecular Biology Identification of Yeasts
Related to Cabernet Sauvignon

JIAO Hong-ru, LIU Shu-wen, ZU Xian-sheng and CHANG Ya-wei
(College of Enology, Northwest A&F University, Yangling, Shanxi 712100, China)

Abstract: 114 yeast strains of Cabernet Sauvignon from Changli region were under cluster analysis by the use of WL nutri-
ent culture medium and 5 culture types in total were obtained. 27 strains were selected from the above five types for molec-
ular biology identification with the amplify of the 5.8SrDNA-ITS region by PCR (analyzing restriction fragement length
polymorphisms of the region) and four different restriction patterns were found. As a result, 17 strains were identified as
Hanseniaspora uvarum, 6 strains were identified as Saccharomyces cerevisiae and the other 4 strains were also identified
with the same method.
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