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Mutant Activity -- Evaluating Genetic Algorithms in Protein-Ligand
Docking -- A Hidden Markov Model Approach for Prediction of
Genomic Alterations from Gene Expression Profiling -- Evolutionary
Algorithm for Feature Subset Selection in Predicting Tumor Outcomes
Using Microarray Data -- Incorporating Knowledge of Topology
Improves Reconstruction of Interaction Networks from Microarray Data
-- Invited Keynote Talk: Data Mining and Statistical Methods for
Analyzing Microarray Experiments -- Seven Variations of an Alignment
Workflow - An Illustration of Agile Process Design and Management in
Bio-jETI -- Supporting Computational Systems Science: Genomic
Analysis Tool Federations Using Aspects and AOP -- BioDQ: Data
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Stepped Linear Regression to Accurately Assess Statistical Significance
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Multiple Comparisons from Microarray Data -- Human Blood-Brain
Differential Gene-Expression Correlates with Dipeptide Frequency of
Gene Products.
This book constitutes the refereed proceedings of the Fourth



International Symposium on Bioinformatics Research and Applications,
ISBRA 2008, held in Atlanta, GA, USA in May 2008. The 35 revised full
papers presented together with 6 workshop papers and 6 invited
papers were carefully reviewed and selected from a total of 94
submissions. The papers cover a wide range of topics, including
clustering and classification, gene expression analysis, gene networks,
genome analysis, motif finding, pathways, protein structure prediction,
protein domain interactions, phylogenetics, and software tools.


