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The application of urinary proteomics in nephrology

WANG Yan, GAO You-he*
(Department of Physiology and Pathophysiology, School of Basic Medicine Peking Union Medical College,
Institute of Basic Medical Sciences, Chinese Academy of Medical Sciences, Beijing 100005, China)

Abstract: Renal diseases garner less interest as a potential area for therapeutic development because they are
often poorly characterized by subtle histopathologic changes on renal biopsy, and difficult to diagnose early,
follow progression, and determine response to therapy. A troponin-like marker of renal dysfunction would be
extremely helpful for the diagnostic and therapeutic development of renal diseases. As the output of urinary
system, urine has the inherent advantage to reflect its condition. It is predicted that urinary proteomics will play
an important role in clinical nephrology in the very near future. This article reviews the most promising techno-
logical approaches towards deciphering the urinary proteome and applications of the knowledge in clinical
nephrology.
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