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Expression of fused P-glycoprotein in E. coli DH5«
WANG Xiangweis, YANG Tang-jun, ZHANG Li-xin, 1l Chun-hai (Department of Urinary Surgery, Xingiao Hospital, Third Military
Medical University, Chongqing 400037, China)

Abstract: Objective To study the expression of the extracellular fragment of P-glycopwtein in the bacleria.
Methods According to the P-glycoprotein antigen analyses and mdr1 gene stucture, a couple of primers were de-
signed to amplify the extracellular DNA fragment of the protein with PCR. The pwduct was inserted into pGEM-T
vector folloved by sequencing. The sequencing-verified vectors were cloned into pGEX-2T to get a highly expression
recombinant vector pGEX-Pgp. The recombinant was transferred into E. /i DH50, and its expression, identifica-
tion and purification were studied. Results The highest level of recombinant expression was achieved at 4 h after
IPTG induction. SDS-PAGE analysis indicated that the expressed protein was about 30X 10°. Conclusion The tar-
get gene fragment expression at high level is established for the preparation of its antibody and biospaming of its spe-
cific peptide by using random phage library, founding a basis for the tageting treatment of multidrug resistance.
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