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The growing flood of new experimental data generated by genome
sequencing has provided an impetus for the development of automated
methods for predicting the functions of proteins that have been
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deduced by sequence analysis and lack experimental characterization.
Prediction of Protein Structures, Functions and Interactions presents a
comprehensive overview of methods for prediction of protein structure
or function, with the emphasis on their availability and possibilities for
their combined use. Methods of modeling of individual proteins,
prediction of their interactions, and docking of comp


