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Direct Evolution of Enzyme and Its Application Progress

XU Yong (Anhui Academy of Medical Science, Hefei , Anhui 230061 )

Abstract Direct evolution of enzyme, a strategy to improve the characteristic of enzyme, mainly included constructing enzyme mutagenesis li-
brary and high-throughput screening. At present, the main methods of constructing enzyme mutagenesis library were random mutation, semi-
rational design and DNA shuffling ; high-throughput screening can be divided into in vivo screening and in vitro screening. In this study, the re-
lated techniques and their application situation, including error-prone PCR, semi-rational design, DNA shuffling, surface display, ribosome

display and differential scanning fluorimetry, were introduced.
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