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Abstract: A prokaryotic expression vector pGEX-TaMBD?2 for the wheat MBD (methyl-binding domain protein)
gene TaMBD2 was constructed and the induced expression conditions for the fusion protein GST-TaMBD2
were optimized in the engineered Escherichia coli BL21 (DE3). The results showed that the fused GST-TaMBD2
protein could be effectively expressed under different concentrations of IPTG, including 0.3, 0.5 and 1.0
mmol-L™, and the most suitable concentration of PTG was 1.0 mmol-L*. As to the induction time, the fusion
protein began to express after 1 h of induction under the 3 different IPTG concentrations, its expression
abundance was obviously increased along with the induction time and reached to the highest point at the 6 h of
induction; in general, the most suitable induction condition for the fusion protein was 6 h induction under 1.0
mmol-L™* IPTG.
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