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Application of Proteomics Technology on Fruit Development

ZHANG Wei' , LIU Yue-ping’ LI Yang'
(1. Department of Plant Science and Technology . Beijing University of Agriculture,Beijing 102206 ; 2. Department of Biotechnology . Beijing

University of Agriculture, Beijing 102206)

Abstract: Proteomics was more directly and exactly than genomics to explain the activity of life. In recent years,

proteomics had developed much faster and be paid more attention in worldwide. This review summarized recent

progress of proteomics on flower-bud differentiation, fruit development and post-harvest storage. The prospect of

proteomics and its trouble on fruit tree were discussed.
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