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Recent Advances in In vitro Molecular Directed Evolution”

. . LS .
XU HurFang, ZHANG XiamrEn , ZHANG Yong-Mei
( Wuhan Institute of Virology. The Chinese Academy of Sciences, Wuhan 430071, China)

A.E.G.CASS
( Imperial College of Science, Technology and Medicine, South Kensington, London SW7 2AY, UK)

Abstract In witro molecular directed evolution, based on the combination of random mutagenesis,
recombination and high throughput screening, is a new strategy of improving protein properties. With this
technology, the properties of the target proteins, such as specificity, catalytic activity and affinity can be tuned
without the knowledge of 3D structure information and function mechanisms. Recently, the methodology
originating from error prone PCR and DNA shuffling has been greatly developed by many new techniques.

Here, based on the literature review and the experience of authors, the recent developments have been review ed.
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