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C-Reactive Protein Levels. Circulation, 2011, 123, 731-738. 1.6 461
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function. Nature Communications, 2016, 7, 10023. 5.8 412
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44 Large-scale genomic analyses link reproductive aging to hypothalamic signaling, breast cancer
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57 New loci for body fat percentage reveal link between adiposity and cardiometabolic disease risk.
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95 Genome-wide Association Studies Identify Genetic Loci Associated With Albuminuria in Diabetes.
Diabetes, 2016, 65, 803-817. 0.3 131

96 Identification of additional risk loci for stroke and small vessel disease: a meta-analysis of
genome-wide association studies. Lancet Neurology, The, 2016, 15, 695-707. 4.9 130

97
Multiethnic Meta-Analysis of Genome-Wide Association Studies in &gt;100 000 Subjects Identifies 23
Fibrinogen-Associated Loci but No Strong Evidence of a Causal Association Between Circulating
Fibrinogen and Cardiovascular Disease. Circulation, 2013, 128, 1310-1324.

1.6 128

98 White Blood Cells and Blood Pressure. Circulation, 2020, 141, 1307-1317. 1.6 125

99 Genomeâ€•wide association study of chronic periodontitis in a general German population. Journal of
Clinical Periodontology, 2013, 40, 977-985. 2.3 123

100 Novel Blood Pressure Locus and Gene Discovery Using Genome-Wide Association Study and Expression
Data Sets From Blood and the Kidney. Hypertension, 2017, 70, . 1.3 123

101 GWAS and colocalization analyses implicate carotid intima-media thickness and carotid plaque loci in
cardiovascular outcomes. Nature Communications, 2018, 9, 5141. 5.8 119

102 Genome-wide analysis of BMI in adolescents and young adults reveals additional insight into the
effects of genetic loci over the life course. Human Molecular Genetics, 2013, 22, 3597-3607. 1.4 116

103 Genome-wide gene-environment analyses of major depressive disorder and reported lifetime traumatic
experiences in UK Biobank. Molecular Psychiatry, 2020, 25, 1430-1446. 4.1 116

104 Asymmetry within and around the human planum temporale is sexually dimorphic and influenced by
genes involved in steroid hormone receptor activity. Cortex, 2015, 62, 41-55. 1.1 114

105 Rare and low-frequency coding variants in CXCR2 and other genes are associated with hematological
traits. Nature Genetics, 2014, 46, 629-634. 9.4 113
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