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    Abstract
Genome wide association studies have identified numerous regions in the genome associated with hundreds of human diseases. Building accurate genetic risk prediction models from these data will have great impacts on disease prevention and treatment strategies. However, prediction accuracy remains moderate for most diseases, which is largely due to the challenges in identifying all the disease-associated variants and accurately estimating their effect sizes. We introduce AnnoPred, a principled framework that incorporates diverse functional annotation data to improve risk prediction accuracy, and demonstrate its performance on multiple human complex diseases.
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