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Structure-based prediction of 

protein–protein interactions 

on a genome-wide scale



PrePPI (predicting protein–protein interactions), 

which combines structural and non-structural 

interaction clues using Bayesian statistics, is 

comparable in accuracy to high-throughput 

experiments and have the ability to identify 

unexpected PPIs (protein–protein interactions)

of considerable biological interest.
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Three key elements are responsible for 

the success of structural modelling and PrePPI.

1. the marked expansion in the number of 

interactions;

2. the efficiency of our scoring scheme for 

interaction models;

3. the Bayesian evidence integration method.

http://bhapp.c2b2.columbia.edu/PrePPI/
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Thank you for your 

attention!


