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Bioinformatics, a field devoted to the interpretation and analysis of
biological data using computational techniques, has evolved
tremendously in recent years due to the explosive growth of biological
information generated by the scientific community. Soft computing is a
consortium of methodologies that work synergistically and provides, in
one form or another, flexible information processing capabilities for
handling real-life ambiguous situations. Several research articles
dealing with the application of soft computing tools to bioinformatics
have been published in the recent past; however,


