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[ Abstract] The study of protein-protein interaction is an important part of the proteomics, with the
further study of protein-protein interaction, the research techniques of it has been developed and perfected.
The article will introduce the features and applications of these skills, such as the two-hybrid system, biolu-
minescence resonance energy transfer, bimolecular fluorescence complementation, fluorescence resonance

energy transfer, bimolecular interaction analysis, protein chips et al.
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