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The purpose of this edited book is to bring together the ideas and
findings of data mining researchers and bioinformaticians by
discussing cutting-edge research topics such as, gene expressions,
protein/RNA structure prediction, phylogenetics, sequence and
structural motifs, genomics and proteomics, gene findings, drug
design, RNAi and microRNA analysis, text mining in bioinformatics,
modelling of biochemical pathways, biomedical ontologies, system
biology and pathways, and biological database management.



