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Affinity Maturation of Genetically Engineered Antibody by Gene Mutation
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Abstract ; Performance improvements of recombinant antibodies can be achieved by gene sequence analysis and modification. The

methods for enhancing the affinity of recombinant antibodies through gene mutation were summarized, with special focus on the

machanism analysis of small organic molecules-antibody interactions, antibody sequence databases and computer simulation based

technologies,,and a trending technology of molecular modeling and docking technology.
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