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A Genome-wide Association Analysis of a Broad Psychosis Phenotype Identifies Three Loci for Further

Investigation. Biological Psychiatry, 2014, 75, 386-397. 1.3 a4

Polymorphism in a lincRNA Associates with a Doubled Risk of Pneumococcal Bacteremia in Kenyan

Children. American Journal of Human Genetics, 2016, 98, 1092-1100.
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