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Potential Importance of Proteomics in Research of Reproductive Biology

Ho-Seung Kim and Yong-Dal Yoon '
Department of Life Science, College of Natural Sciences, Hanyang University, Seoul 133-791, Korea

ABSTRACT : The potential importance of proteomic approaches has been clearly demonstrated in other fields of human medical
research, including liver and heart disease and certain forms of cancer. However, reproductive researches have been applied to proteomics
poorly. Proteomics can be defined as the systematic analysis of proteins for their identity, quantity, and function. It could increase the
predictability of early drug development and identify non-invasive biomarkers of toxicity or efficacy. Proteome analysis is most
commonly accomplished by the combination of two-dimensional gel electrophoresis(2DE) and MALDI-TOF(matrix-assisted laser
desorption ionization-time of flight) MS(mass spectrometry) or protein chip array and SELDI-TOF(surface-enhanced laser desorption
ionization-time of flight) MS. In addition, understanding the possessing knowledge of the developing biomarkers used to assess
reproductive biology will also be essential components relevant to the topic of reproduction. The continued integration of proteomic
and genomic data will have a fundamental impact on our understanding of the normal functioning of cells and organisms and will give
insights into complex cellular processes and disease and provides new opportunities for the development of diagnostics and therapeutics.
The challenge to researchers in the field of reproduction is to harness this new technology as well as others that are available to a
greater extent than at present as they have considerable potential to greatly improve our understanding of the molecular aspects of
reproduction both in health and disease.

Key words : Proteomic approaches, Reproduction, Biomarkers.
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