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Current Researches and Applications of the Molecular Enzyme Engineering
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Abstract In vitro enzyme structure and function can be reconstructed in molecule level by means of genetic

engineering as well as method of chemic and physics to improve enzyme efficiency and make valuable enzyme for

industry application. Recent researches together with development and application advances of the molecular enzyme

engineering are reviewed and discussed in this article including the technology of invitro molecular directed evolution,

designation of ribozyme, abzyme, enzyme sited immobilization, fusion enzyme and synzymes etc. Further more the

progress and application of enzyme engineering are also prospected.
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