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PROBLEM: Given the sequence of a protein (& possibly i
structure), predict which amino acids participate in

protein-protein or protein-nucleic acid interactions

APPROACH: Generate datasets of known complexes

from PDB to train & test machine learning algorithms
(Nlaivie Raviee  SV/AA ot~ )

An example: use SVM to predict
protein-protein interface residues

v - Input: 11-residue window
QSVSTSSFRYM centered on target aa

Al \A \ *  Representation: each aa =

11,20,128,.. 25,3476, ... ... .. ../45,69,100,... 20-element vector (derived
[—20—»| from HSSP alignment)
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RESULTS: Average classification performance in predicting
interface residues (leave-one-out cross-validation)

Using only protein seguence as input:
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Macromolecular interactions mediated by
the Rev protein in lentiviruses (HIV & EIAV)
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PREDICTED:
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