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Progress on the Structure and Function of Bacteriorhodopsin

. #
WAN Feng-Yi, HU Kun-Sheng
( Institute of Biophysics, The Chinese Academy of Sciences, Beijing 100101, China)

Abstract Bacteriorhodopsin (bR) in the purple membrane with the function of proton pumping is an integral
membrane protein, and it is a prominent prototype of the family of seven a-helical proteins. At present, bR with
light-driven proton pump is one of the best charlacterized active ion-translocating proteins. It is very possible
that bR will be the first membrane protein whose vectorial transport mechanism is understood at the molecular
and even atomic level. The progress on the structure, photocycle and proton pump of bR in recent years are

briefly introduced.
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