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Bioinformatics Analysis of N—acyl Homoserine Lactonase
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Abstract: The aim of the present study was to understand the physical and chemical properties and
structural characteristic of N—acyl homoserine lactonase in Rhodopseudomonas palustris by bioinformatics method.
The results showed that the protein was a stable hydrophilic protein. The protein was localized in the cytoplasm of
bacteria. The protein had no signal peptide structure. The secondary structure of the protein contained a—helix, 3
— angle, extended chain and random coil. The o—helix and random coil played an important role in the stability
and function of tertiary structure. The protein contained six phosphorylation sites. The protein had no
transmembrane domain. The protein was involved in quorum sensing quenching.
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Study on the Process of Pear Fruit Wine by Yeast Fermentation

YAN Weihua, WANG Jie, WANG Jiangke, JING Xiaoyuan
(College of Life Sciences, Shanxi Agricultural University, Taigu Shanxi 030801, China)

Abstract: Anhui Dangshan crisp pear was selected as the research material in this paper. Angel fruit
wine yeast, angel liquor yeast, and dibos acid-reducing yeast were used as the strains, and the fermentation
conditions such as the amount of pear juice, the pH, and the amount of sugar added were studied. The results
showed that on the conditions of 25 °C and fermentation period of 16 d, using angel liquor yeast with a liquid
volume of 40%, a sugar content of 20%, and a pH of 5, the pear wine produced has good transparency and a
sweet taste with a unique pear fragrance. The sugar content and alcohol content of the final pear wine were 8.7%
and 12.8%, respectively.

Key words: Dangshan crisp pear; Pear fruit wine; Yeast; Fermentation; Alcohol content; Sugar

content
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