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Risk prediction modeling by accounting for interaction between health-related
data and whole-genome information
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Combining whole-genome data with various health-related data, we developed
statistical models and algorithms for risk prediction. In particular, we developed prediction model
that incorporates interactions between genome-data and health-related data. Based on the STMGP
(smooth-threshold multivariate genetic prediction), a sparse modeling method, we evaluated the
prediction model combing whole-genome data and other factors such as sex and age on real dataset.
Subsequently, we developed a prediction model that incorporates whole-genome data, non-genomic data
(sex, age, etc), and their interactions, which is a non-additive gene-environment interaction based
prediction model.
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