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Application of proteomics in the sports science
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Abstract

Proteomic is the expression of all proteins, which is mainly to research the properties of a
wide range of proteomic and obtains a more comprehensive view from physiological pathways.
In the application of sports sciences research, proteomics can also become more methods benefit
and in basic or applied sports science, proteomics has unique expertise and technical capabilities
that can help solve many scientific and health-related problems, it is recommended that the
expertise and technology with the integration of sports science of proteomics, to explore the
movement generated by a reaction with a variety of physiological adaptation, and lead exercise
physiology to a more advanced level, as well as provide a reference of future sports science
research.
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