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Genetic prediction modeling that accounts for correlation structure in
large-scale genomic data
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The SNP array and WGS data are ultra-high-dimensional data, which include
hundreds of thousands to tens of millions of variants. Mathematical models to accurately estimate
the risk of developing a disease is required using such large-scale genomic information. Although
screening of variants having an effect on disease is often performed in advance, most methods use a
marginal association signal that ignores the correlation structure in genomic data. We developed a
method to efficiently extract genetic factors that are difficult to retrieve from marginal screening

because of correlation structure due to linkage disequilibrium. In addition, we developed a method
that can reduce the computational cost in genome-wide screening.
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R package: stmgp
https://cran.r-project.org/web/packages/stmgp/index.html
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