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Technical development of regulation protein of expression of microbial
lipase gene

ZHANG Rui
School of Chemical Engineering & Pharmacy, Wuhan Institute of Technology, Wuhan 430074, China

Abstract; Owing to relatively high production costs of the present commercial lipases, the more practical ap-
plication of lipase is restricted. Therefore, it is urgent to further enhance the productivity of lipase by bioengi-
neering technology. Based on understanding the expression regulation mechanism and control law of microbial
lipase gene, lipase high expression was achieved by using the strategy of genetic engineering technology. It’s
well known that the progress of research technology on the microbial lipase gene expression regulation of pro-
tein is vital to advances of its achievements. Through overview of microbial lipase gene expression regulatory
proteins in recent years, the main research techniques including the electrophoresis technology, circular
dichroism, zymogram,DNA - array technology, mass spectrometry,and molecular docking applied to the reg-
ulation of microbial lipase are discussed. If regulation protein of expression of microbial lipase gene were
found, the production process of microbial cells express lipase operation could be controlled, and the process
of cell metabolism towards to the direction of lipase production could be made.

Key words: microbial lipase;electrophoresis technology; circular dichroism;zymogram; DNA — array tech-

nology ; mass spectrometry ;molecular docking
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