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Abstract
Modern massive data sets of high dimensionality are nowadays arising from various fields in science and technology, such as biology, computer science, finance, and statistics, etc. This talk focuses on feature selection for problems dealing with massive genomic data from single nucleotide polymorphisms (SNPs) of human beings.
In order to overcome the long computation time in finding the interaction features, a “sliding window” method is used to scan over the whole SNPs. Furthermore, a two-stage procedure is used to filter potentially features in causing disease. First, we implement two methods, multifactor dimensionality reduction and logic regression, in the window to select the important interactions of predictors. Second, we build models for the selected interactions among predictors by logistic group lasso regression. Finally, we compare the results of two methods in SNPs and the corresponding genes.
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