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Data Analysis and Visualization in Genomics and Proteomics is the first
book addressing integrative data analysis and visualization in this field.
It addresses important techniques for the interpretation of data
originating from multiple sources, encoded in different formats or
protocols, and processed by multiple systems. One of the first
systematic overviews of the problem of biological data integration
using computational approachesThis book provides scientists and
students with the basis for the development and application of
integrative computational met


