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Col EI hybrid plasmids representative of the entire E. coli

Construction and identification of a cold- and drought-induced ¢cDNA library from

zoysiagrass using Gateway technology

WANG Zhou'?, ZONG Jun-qin', GUO Hai-lin', LIU Jian-xiu'
(1. Institute of Botany, Jiangsu Province & Chinese Academy of Sciences, Nanjing 210014, China;
2. Wuzhou Institute of Product Quality Supervision and Inspection, Wuzhou 543001, China)

Abstract: The first cDNA library was constructed using Gateway technology from zoysiagrass (Zoysia ja-
ponica) subjected to cold-and drought-stress treatments. Quality assessment showed that the titer of

" and the capacity was 7. 04 X10° pfu. The average insert size

unamplified library was 1. 76X 10° pfu » mL~
was larger than 1 kb with the recombination efficiency of 90%. It was suggested that the ¢cDNA library
was successfully generated in high quality; most likely containing lots of novel genes. The library may pro-
vide an essential resource for future functional genomic analysis of zoysiagrass and could be an effective
tool for further studies on high-throughput EST sequencing. for example., new stress-responsive genes
screening, gene chips preparing.

Key words: Zoysia japonica; cDNA library; cold stress; drought stress; construction; Gateway
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