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¢DNA cloning and expression of human glucocorticoid receptor variant

ZHANG Fang, QIAN Gui-sheng, WU Xue-ling, XIE Yong-hong, WANG Xing-you, CHEN Wei-zhong ( Institute of Respi-
ration Diseases of PLA, Xingiao Hospital, Third Military Medical University, Chongging 400037, China)

Abstract; Objective To construct the expression vector of human glucocorticoid receptor variant and in-
vestigate its expression and function. Methods ¢DNA sequence of human glucocorticoid receptor variant with-
out LBD was amplificated by RT-nested PCR, directionally cloned to pEGFP-N2 plasmid vector, and screened
through sequencing. The expressions of recombinant plasmids were observed through fluorescence microscope.
The transcriptional activation activity of variant was evaluated by the relative activity of luciferase. Results
The ¢DNA of 1 601 bp was obtained, and the sequencing confirmed the cloned ¢cDNA sequence was completely
coincident with that of glucocorticoid receptor in GenBank. Expression products of recombinant plasmid mainly
located in nucleus. The transcriptional activation activity increased after recombinant plasmid transfection. Con-
clusion Expression vector of glucocorticoid receptor variant was constructed successfully, which has transcrip-
tional activation activity independent of glucocorticoid.
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