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Abstract: Protein-protein interactions play key roles in the development of organisms and the response to biotic and
abiotic stresses. Several wet-lab methods have been developed to study this challenging area,including yeast two-hybrid
system, tandem affinity purification, Co-immunoprecipitation, GST Pull-down, bimolecular fluorescence complementation,
fluorescence resonance energy transfer and surface plasmon resonance analysis. In this review, we discuss theoretical prin-
ciples and relative advantages and disvantages of these techniques,with an emphasis on recent advances to compensate for

limitations.
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