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Systems Biology: a New Field of Biological Science

JIANG Tai-Jiao"” * » XUE Yan-Hong, XU Tao™**
( U Center for Systems Biclogy, Institute of Biophysics, The Chinese Academy of Sciences, Bejjing 100101, China;
2 College of Life Science and Technology. Huazheng University of Science & Technolagy, Wuhanr 430074, China)

Abstract Systems hiology is a newly-emerging interdisciplinary field of study that follows en the foundation of
genomics and proteomics. As such, it constitutes an important area of research for the 21st century. Recently.
independent institutions have been established for systems biology. In this field of research, experimental and
computational methods are integrated to understand complex biological systems. High-throughput methods of
genomics and proteomics provide large amounts of data for the development of systems biology. Computational
biology has become an indispensable and compelling tool for data processing, modeling, and theory analysis. In

application, systerns biology represents the direction for future advancements in medicine and disease control.
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