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Large-scale Genomic Cohort Study by Deep Learning
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In large-scale genomic cohort studies, we have several hundreds or over
thousand phenotype data from tens of thousands participants: health exam results, diseases outcome,
blood test and imaging data, if any, metabolomics and proteomics data. The high dimensionality and
correlation structure may become an obstacle in the statistical detection of the effect among genes,

environments and their interactions. In this study, we utilized a framework of deep learning to
flexibly extract features from the high dimensional data as health status variable that overcome the
obstacle to be deciphering these effect.
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