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Genetic analysis of over 1 million people identifies 535 new loci associated with blood pressure traits.
Nature Genetics, 2018, 50, 1412-1425.

Genome-wide association analyses using electronic health records identify new loci influencing
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Genome-wide association study of Hirschsprung disease detects a novel low-frequency variant at the
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Gene- and tissue-level interactions in normal gastrointestinal development and Hirschsprung disease.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116,
26697-26708.
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Rare coding TTN variants are associated with electrocardiographic QT interval in the general
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Contributions of rare coding variants in hypotension syndrome genes to population blood pressure
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Combined linkage and association analysis identifies rare and low frequency variants for blood
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Multiple, independent, common variants at RET, SEMA3 and NRG1 gut enhancers specify Hirschsprung
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