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For rapid and flexibility extraction of genetic and environmental frisk actors
from large-scale prospective genomic cohort data, we propose a new genetic statistical method utilizing a
framework of the high-dimensional variable selection under p >> n condition of the high-dimensional and
small-sample size data from such genomic cohort study; at first we extended Sure Independence Screening,
which combines ranking (marginal regression) and variable selection (penalized regression), to gene x
environment interaction data. Finally, we improved our software program by reflecting these findings.
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