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Abstract: Protein is the key material in the cell and the agent of life activity. The study of protein will help clarify some important

mechanism of life phenomenon. At present, the plant high-throughput differential proteomics has developed quickly, but it mainly in-

cludes four technical methods, two-dimensional electrophoresis (2-DE) , Differential In-Gel Electrophoresis ( DIGE) , Isotope Coded

Affinity Tag (ICAT) and with heavy isotope labeling relative and absolute quantitative (iTRAQ). In this paper, we discussed the above

four technical methods in order to better use proteomics technology.
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