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Development of statistical methods for detecting gene-gene interactions from
large-scale genomic data
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We developed a statistical method for detecting gene-gene interactions using
simple statistics from genome-wide SNP data. This program is about 20 times faster than the program we
developed previously. In addition, we developed analytical programs which detect gene-gene interactions
from microarray data and three-way interactions from SNP data in the similar way. As an application of
our method, we performed Lasso clustering to the breast cancer microarray data to detect a novel subtype
and related genes.
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