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Structure and functional study of the agonist-bound dopamine D1 receptor for the
development of antiparkinson
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The dopamine D1 receptor is one of the drug target for neurodegenerative
disorders including Parkinson®s disease. The structural information of the D1 receptor provides
insights into the ligand recognition, which leads to the development of the novel drug for the
treatment of Parkinson®s disease. The aim of this study is to reveal the structure of the D1
receptor bound to an agonist as a potential antiparkinson drug. We designed expression constructs of

the D1 receptor with fusion proteins into the disordered loops of the receptor. Then, we
solubilized engineered receptor constructs and purified them. Further investigation for improvement
of the yield of the purified receptors allows to accomplish crystallization and the following
structure determination of the D1 receptor hearafter. On the other hands, we successfully
crystallized the histamine H1 receptor, and determined the structures of the H1 receptor bound to
the ligand, which reveled the interaction manner of the ligand.
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A three-dimensional movie of structural changes
in bacteriorhodopsin.
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