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摘要  由复性式均一化技术制作的均一化cDNA文库（equalized cDNA library,normalized cDNA library）是近
年来发展起来的一种获得EST、发现新基因的高效平台。本文就该技术的原理、方法比较、存在问题和展望进行了
阐述。 
Abstract:The cDNA library normalized by reassociation is a newly-developed,effective platform for 
EST acquisition and gene discovery.This papper presents the 
principle,procedure,comparison,deficiencies,application and future of the technique of the 
normalization.
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