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Comparison of Several Directed Evolution Techniques and
Strategy of Library Construction
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Abstract The directed evolution has been applied successfully in the field of protein engineering. Its key

technique through constructing gene library by random mutation has recently become a focus in the directed evolution

area. we summarized the principle of directed evolution and introduced several random mutation techniques and

classified them according to their mutation principles. Characteristics of mutant libraries were compared and sirategy of

library construdion was also discussed.
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