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186 Circulation: Arrhythmia and Electrophysiology, 2020, 13, e007676

6.4 12

Rare Variants in Specific Lysosomal Genes Are Associated With Parkinsonl§ Disease. Movement
Disorders, 2020, 35, 1245-1248

Private variants in PRKN are associated with late-onset Parkinson[$ disease. Parkinsonism and
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early-onset ischemic stroke. PLoS ONE, 2018, 13, e0206554

6 Autosomal genetic variation is associated with DNA methylation in regions variably escaping L L
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Large-scale analyses of common and rare variants identify 12 new loci associated with atrial

138 fiprillation. Nature Genetics, 2017, 49, 946-952 363 176
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A Low-Frequency Inactivating Variant Enriched in the Finnish Population Is Associated With Fasting
Insulin Levels and Type 2 Diabetes Risk. Diabetes, 2017, 66, 2019-2032
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A meta-analysis of 120 246 individuals identifies 18 new loci for fibrinogen concentration. Human
Molecular Genetics, 2016, 25, 358-70

102 The genetic architecture of type 2 diabetes. Nature, 2016, 536, 41-47 50.4 704

Coding Variation in ANGPTL4, LPL, and SVEP1 and the Risk of Coronary Disease. New England
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Common variation in fatty acid metabolic genes and risk of incident sudden cardiac arrest. Heart
Rhythm, 2014, 11, 471-7

Simulation of Finnish population history, guided by empirical genetic data, to assess power of

68 rare-variant tests in Finland. American Journal of Human Genetics, 2014, 94, 710-20

11 19

No evidence for genome-wide interactions on plasma fibrinogen by smoking, alcohol consumption
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