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33 The gene encoding phosphodiesterase 4D confers risk of ischemic stroke. Nature Genetics, 2003, 35,
131-138. 9.4 555

34 A catalog of genetic loci associated with kidney function from analyses of a million individuals.
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pathogenesis of heart failure. Nature Communications, 2020, 11, 163. 5.8 466
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42 Loss-of-function mutations in SLC30A8 protect against type 2 diabetes. Nature Genetics, 2014, 46,
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90 Subclinical intestinal inflammation: an inherited abnormality in Crohnâ€™s disease relatives?.
Gastroenterology, 2003, 124, 1728-1737. 0.6 165



7

Daniel F Gudbjartsson

# Article IF Citations

91 A Susceptibility Gene for Psoriatic Arthritis Maps to Chromosome 16q: Evidence for Imprinting.
American Journal of Human Genetics, 2003, 72, 125-131. 2.6 165

92 Physical and neurobehavioral determinants of reproductive onset and success. Nature Genetics, 2016,
48, 617-623. 9.4 158

93 Long-read sequencing of 3,622 Icelanders provides insight into the role of structural variants in
human diseases and other traits. Nature Genetics, 2021, 53, 779-786. 9.4 156

94 Loss-of-function variants in ATM confer risk of gastric cancer. Nature Genetics, 2015, 47, 906-910. 9.4 155

95
Apolipoprotein(a) Genetic Sequence Variants Associated With Systemic Atherosclerosis and Coronary
Atherosclerotic Burden But Not With Venous Thromboembolism. Journal of the American College of
Cardiology, 2012, 60, 722-729.

1.2 149

96 Selection against variants in the genome associated with educational attainment. Proceedings of the
National Academy of Sciences of the United States of America, 2017, 114, E727-E732. 3.3 149

97 Relatedness disequilibrium regression estimates heritability without environmental bias. Nature
Genetics, 2018, 50, 1304-1310. 9.4 147

98 Genome-wide association study identifies multiple susceptibility loci for multiple myeloma. Nature
Communications, 2016, 7, 12050. 5.8 146
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