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Construction and identification of a yeast two-hybrid cDNA library of pea-
nut under drought and high salinity stress

LIU Yong-hui, SHEN Yi, CHEN Zhi-de
(Institute of Industrial Crops, Jiangsu Academy of Agricultural Sciences, Nanjing 210014, China)

Abstract: Yield and quality of peanut (Arachis hypogaea 1..) were affected by water stress such as drought and high
salinity. In order to mine genes related to water stress tolerance in peanut, and describe the interaction among encoded pro-
teins, a yeast two-hybrid ¢cDNA library of peanut under drought and high salinity stress was constructed by SMART ( switc-
hing mechanism at 5’ end of the RNA transcript) technique. The results showed that the average capacity of the cDNA li-
brary was about 1.26x 10° independent clones, and the titer was up to 1.07x10° CFU/ml. The PCR amplification of 16
clones randomly selected from the cDNA library revealed that the lengths of inserted cDNA fragments ranged from 500 bp to
2 000 bp, with the recombination rate of 100%. It is indicated that the ¢cDNA library was constructed with a high quality,
and was applicable for screening interaction proteins.
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Fig.1 Electrophoresis of total RNA (A) isolated from peanut,
synthesized dscDNA (B) , and purified dscDNA (C)
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Fig.2 Identification of the cDNA library quality
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Fig.3 Detection of the cDNA library inserts
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