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Abstract; ¢cDNA library construction and screen is one of the important methods of gene cloning. Up
to date, it is basic tool of finding new genes and researching gene function. Target genes can be select-
ed from ¢cDNA library, and used to analyze the expression of the genes. Cloned fragments from classi-
cal ¢DNA library is short. However, full-length ¢cDNA library can provide the full imformation of mR-
NAs and their relevant gene structure. The normalized ¢cDNA library can increase the opportunity of se-
lecting the mRNA with low expression. Subtractive library has the important significance in researching
gene differential expression of tissues at different periods. To some extent, the solid phase DNA library
enhances the efficiency and the quality of constructed ¢cDNA library. The paper mainly explains basic
principles, several methods of ¢cDNA library construction, and their advantages and disadvantages.
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