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Study on expression, purification and identification of DNA terminal binding protein Ku from mycobacterium smegmatis
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Abstract: Objective To construct the prokaryotic expression vector of Ku binding protein of mycobacterium smegmatis termi-
nal,and expressed determination of purification and characterization. Methods Ku gene was amplified from Mycobacterium smeg-
matis str, MC2 155 genomic DNA by PCR and then cloned into expression vector pQE-30. Finally the recombinant plasmid was ex-
pressed in E. coli M15. After induction by IPTG, the fusion protein of Ku was produced, the protein was purified by Ni*" -NTA
afinity chromatography,detected it by EMSA. Results Ku was successfully constructed and expressed in E. coli M15. It could be
purified and bind different terminal DNA(5'overhangs, 3 overhangs and blunts). Conclusion Ku gene could be cloned into the host

bacterium and successfully expressed and purified, the purified protein was biologically active,it could bind different terminal DNA,

which might be provide an foundation for further research.
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