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Data uncertainty is a concept closely related with most real life
applications that involve data collection and interpretation. Examples
can be found in data acquired with biomedical instruments or other
experimental techniques. Integration of robust optimization in the
existing data mining techniques aim to create new algorithms resilient
to error and noise. This work encapsulates all the latest applications of
robust optimization in data mining. This brief contains an overview of
the rapidly growing field of robust data mining research field and
presents  the most well known machine learning algorithms, their
robust counterpart formulations and algorithms for attacking these
problems. This brief will appeal to theoreticians and data miners
working in this field.
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Data Mining for Genomics and Proteomics uses pragmatic examples
and a complete case study to demonstrate step-by-step how
biomedical studies can be used to maximize the chance of extracting
new and useful biomedical knowledge from data. It is an excellent
resource for students and professionals involved with gene or protein
expression data in a variety of settings.


