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Predicting novel cleavage sites for HIV-1 protease in non-viral proteins is a difficult task 
because of the scarcity of previous cleavage data on proteins in a native state. We 
introduce a three-level hierarchical classifier which combines information from 
experimentally verified short oligopeptides, secondary structure and solvent accessibility 
information from prediction servers to predict potential cleavage sites in non-viral 
proteins. The best classifier using secondary structure information on the second level 
classification of the hierarchical classifier is the one using logistic regression. By using 
this level of classification, the false positive ratio was reduced by more than half 
compared to the first level classifier using only the oligopeptide cleavage information. 
The method can be applied on other protease specificity problems too, to combine 
information from oligopeptides and structure from native proteins.  


