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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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Template Complex Interaction Model
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Figure 3 | Models for the PPI formed between PRKD1 and PRKCE, and
EEF1D and VHL using homology models and remote structural
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FRFFLILULSA TES UDOX-NEQQS UDOX-Neaas ££4490 (WL.2L) NOT Lonnrmea (\rFig.>13]) "
PRPF19$>BMI1 Yes Ubox-RING RING-RING 1249 (0.68) Confirmed (Fig.513)’

SATB2$>SMARCC2 Yes  Homeo-SWIRM Homeo-Homeo 2486 (0.81) Confirmed (Fig.513)’
SATB2$>RCOR1 Yes Homeo-SANT Homeo-Homeo 821 (0.58) Confirmed (Fig.513)’
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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/




Thank you for your
attention!
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