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Abstract
fermentation yeast for Nang dough was separated and purified with PDA and YEPD culture medium, 26S rDNA D1/D2 regional sequence de-

(School of Life Science and Technology, Xin-
[ Objective | To select excellent yeast for Nang dough. [ Method] Collecting samples from Urumgqi, Altai, Kashi in Xinjiang, the

termination and phylogenetic analysis was conducted. [ Result] The experiment showed that, the 29 isolates” 26S rDNA D1/D2 sequence ho-
mology was 99% each other. The phylogenetic evolution tree was constructed on the basis of 26S rDNA D1/D2 sequence and the 11 strains
which were chosen by primary screening to consider as region’ s special yeast strains. For further study the fermentation activity, pH and awa-
king time of the 11 strains were detected and the secondary screening was completed. By the sensory test finally got a high-quality yeast strain
K24 (KM454437). The Nang dough fermentation yeast obtained in this study has a high quality of fermentation. [ Conclusion] The obtained

yeast has high fermentation efficiency, which will provide technical basis for processing industry of Xinjiang Nang.
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4li, Taq i .10 x Taq Buffer DNA 34, INTP Mixture, Jt5%
RARAALRH A B2 A 5 38 514 NL1(5'-GCATATCAATA-
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VEHE T B PO ATRE A 10 g, 33500 T 90 ml 54 B I £k
9 2 A B K R, 4735 30 ming A3 107 ~10 735 A4
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B i i A R A DR R 22 5
2 ERELSMW
2.1 BEENSE WA SEARSE BURZE A3
DCRAE T AL G HIAE A, 2288 1 35 BRI AL E B (Saccharo-
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Uz 20 1 g GRS RE, RS 20 ~ 15
A G BUARST
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