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The two-hybrid system is the analysis that allows us to study protein- protein interactions, and to do 
this it uses transcription factors: inducible transcription factors have a DNA binding domain (bait) and 
an activating domain (prey) and in this technique, the two are separated and each bound to one of the 
proteins we are studying. This means that if there is interaction between the two, the two domains will 
be close enough to bind the promoter region and transcribe the gene (which can be the cat gene, for 
example); otherwise, if the two proteins do not interact, the two domains will be too far apart to bind 
the promoter of the gene, therefore not activating transcription. We can use the GAL4/UAS system to 
perform this analysis (GAL4 binding to UAS sequences activates gene expression).
This can make us think of transcription factors more as proteins with two main domains, one binding 
DNA and the other responsible for activation, linked by a flexible polypeptide.
The approaches resulted in the detection of 957 interactions involving 1,004 S. cerevisiae proteins. 
These data reveal interactions that place functionally unclassified proteins in a biological context, 
interactions between proteins involved in the same biological function, and interactions that link 
biological functions together into larger cellular processes.
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