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Over the centuries, Ecclesiastes has influenced a number of diverse
areas of life and thought. Ecclesiastes Through the Centuries assesses
the fascinating effects of the book on the culture of the various times in
religion, art, and social thought. Explores a fascinating range of Jewish
and Christian readings. Features engaging and unusual examples from
art, music, literature and history: from Thackeray and Orwell, to
Salvador Dali's lllustrated Bible, to the inflammatory exposition of
Ecclesiastes at the funeral of Queen Mary
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Features for Predicting Post-synaptic Activity in Proteins -- Generating
Linkage Disequilibrium Patterns in Data Simulations Using
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Subsplit Representation of Leaf-Labelled Trees -- Inference on Missing
Values in Genetic Networks Using High-Throughput Data -- Mining
Gene Expression Patterns for the Discovery of Overlapping Clusters --
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Coverage in this proceedings volume includes biomarker discovery, cell
simulation and modeling, ecological modeling, gene networks,
biotechnology, microarray analysis, protein interactions, proteomics,
sequence analysis and alignment, and systems biology.



