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Abstract

HMMs (Hidden Markov Models) and BNs (Bayes Nets) are two
graph-based formalisms used in machine learning to model and assign
probabilities to events given past information. HMMs are well-suited to
modeling sequence information; Bayes Nets naturally model features
such as pH, location, or temperature. We have combined HMMs and
BNs in several architectures and applied them to prediction of binding
affinities of SH3 domains to peptide ligands.
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