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45 pathology.. Nature Communications, 2022, 13, 634 74 3
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Nature Communications, 2022, 13, 705

5 Reconstruction of a large-scale outbreak of SARS-CoV-2 infection in Iceland informs vaccination 5
43 strategies.. Clinical Microbiology and Infection, 2022, 95

A genome-wide meta-analysis identifies 50 genetic loci associated with carpal tunnel syndrome..
Nature Communications, 2022, 13, 1598

Differential and shared genetic effects on kidney function between diabetic and non-diabetic

241 individuals. Communications Biology, 2022, 5,

The power of genetic diversity in genome-wide association studies of lipids. Nature, 2021,

Large-scale integration of the plasma proteome with genetics and disease. Nature Genetics, 2021,
239 53,1712-1721 363 17

Comment on "Evaluating the cardiovascular safety of sclerostin inhibition using evidence from
meta-analysis of clinical trials and human genetics". Science Translational Medicine, 2021, 13, eabe8497

A genome-wide meta-analysis uncovers six sequence variants conferring risk of vertigo. 6
237 communications Biology, 2021, 4, 1148 73

Allele frequency of variants reported to cause adenine phosphoribosyltransferase deficiency.
European Journal of Human Genetics, 2021, 29, 1061-1070

Long-read sequencing of 3,622 Icelanders provides insight into the role of structural variants in 6
235 human diseases and other traits. Nature Genetics, 2021, 53, 779-786 303 44

Eleven genomic loci affect plasma levels of chronic inflammation marker soluble urokinase-type
plasminogen activator receptor. Communications Biology, 2021, 4, 655

5 The genetic architecture of age-related hearing impairment revealed by genome-wide association 6
33 analysis. Communications Biology, 2021, 4, 706 74

Predicting the probability of death using proteomics. Communications Biology, 2021, 4, 758

231 Molecular benchmarks of a SARS-CoV-2 epidemic. Nature Communications, 2021, 12, 3633 17.4 O
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2021, 53, 1135-1142




(2020-2021)

Lifelong Reduction in LDL (Low-Density Lipoprotein) Cholesterol due to a Gain-of-Function
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Research, 2021, 81, 1954-1964
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227 Communications Biology, 2021, 4, 156
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Genetic insight into sick sinus syndrome. European Heart Journal, 2021, 42, 1959-1971

Genetic variants associated with platelet count are predictive of human disease and physiological

225 markers. Communications Biology, 2021, 4, 1132
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Genetic predisposition to hypertension is associated with preeclampsia in European and Central
Asian women. Nature Communications, 2020, 11, 5976
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conduction. Nature Communications, 2020, 11, 2542 174 16
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FLT3 stop mutation increases FLT3 ligand level and risk of autoimmune thyroid disease. Nature,
2020, 584, 619-623
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215 Biobank. Communications Biology, 2020, 3, 129 67 7

Eighty-eight variants highlight the role of T cell regulation and airway remodeling in asthma
pathogenesis. Nature Communications, 2020, 11, 393
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European Heart Journal, 2020, 41, 2618-2628
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2097 fracture risk. Nature Communications, 2020, 11, 4093 174 4
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Nature Genetics, 2019, 51, 957-972
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97 neuropathy. Nature Communications, 2019, 10, 1777 74 3
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Associations of autozygosity with a broad range of human phenotypes. Nature Communications,
2019, 10, 4957

191 Genetic predisposition to mosaic Y chromosome loss in blood. Nature, 2019, 575, 652-657 50.4 83

Brain age prediction using deep learning uncovers associated sequence variants. Nature
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A rare missense variant in associates with lower cholesterol levels. Communications Biology, 2018,
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Coding variants in and increase risk of atrial fibrillation. Communications Biology, 2018, 1, 68
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/3 European Heart Journal, 2018, 39, 3243-3249 95 29

Relatedness disequilibrium regression estimates heritability without environmental bias. Nature
Genetics, 2018, 50, 1304-1310
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of diabetes. Nature Communications, 2018, 9, 2252

Genome-wide associations for benign prostatic hyperplasia reveal a genetic correlation with serum
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Genome-wide association meta-analysis yields 20 loci associated with gallstone disease. Nature

167 Communications, 2018, 9, 5101 17.4 29
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165 Genomic and Precision Medicine, 2018, 11, e002151 52 19
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163 Genetics, 2018, 50, 1542-1552 363 56
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myeloma. Nature Communications, 2018, 9, 3707
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MAP1B mutations cause intellectual disability and extensive white matter deficit. Nature
Communications, 2018, 9, 3456

Association of BRCA2 K3326* With Small Cell Lung Cancer and Squamous Cell Cancer of the Skin.
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the National Academy of Sciences of the United States of America, 2017, 114, E727-E732
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A genome-wide association study yields five novel thyroid cancer risk loci. Nature Communications,
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153 Translational Psychiatry, 2017, 7, e1109 86 52

Truncating mutations in RBM12 are associated with psychosis. Nature Genetics, 2017, 49, 1251-1254

151 |dentification of sequence variants influencing immunoglobulin levels. Nature Genetics, 2017, 49, 1182-1963 57
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diverticulitis. Nature Communications, 2017, 8, 15789
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47 of hip osteoarthritis. Nature Genetics, 2017, 49, 801-805
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A Missense Variant in PLEC Increases Risk[bf Atrial Fibrillation. Journal of the American College of
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37 for heritability. Nature Genetics, 2017, 49, 1398-1402 363 13
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127 association studies. Nature Genetics, 2016, 48, 314-7 363 123

HLA class Il sequence variants influence tuberculosis risk in populations of European ancestry.
Nature Genetics, 2016, 48, 318-22
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97 datasets. PLoS Genetics, 2013, 9, 1003530
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Composition of the founding population of Iceland: biological distance and morphological variation

in early historic Atlantic Europe. American Journal of Physical Anthropology, 2004, 124, 257-74 25 26

A genetic contribution to inflammatory bowel disease in Iceland: a genealogic approach. Clinical
Gastroenterology and Hepatology, 2004, 2, 806-12

"Bias toward the null" means reduced power. American Journal of Human Genetics, 2004, 75, 720-2; 1
author reply 723-7 4

The gene encoding phosphodiesterase 4D confers risk of ischemic stroke. Nature Genetics, 2003,
35,131-8

Subclinical intestinal inflammation: an inherited abnormality in Crohn[$ disease relatives?.

Gastroenterology, 2003, 124, 1728-37 133 151

A susceptibility gene for psoriatic arthritis maps to chromosome 16q: evidence for imprinting.
American Journal of Human Genetics, 2003, 72, 125-31

A high-resolution recombination map of the human genome. Nature Genetics, 2002, 31, 241-7 363 1381

Neuregulin 1 and susceptibility to schizophrenia. American Journal of Human Genetics, 2002, 71, 877-92 11

14



LIST OF PUBLICATIONS

13 Theinheritance of rheumatoid arthritis in Iceland. Arthritis and Rheumatism, 2001, 44, 2247-54 52

Allegro, a new computer program for multipoint linkage analysis. Nature Genetics, 2000, 25, 12-3

11 Inheritance of human longevity in Iceland. European Journal of Human Genetics, 2000, 8, 743-9 53 200

The sequences of 150,119 genomes in the UK biobank

Genome-wide association study provides new insights into the genetic architecture and
9 pathogenesis of heart failure

A rare missense mutation inMYH6confers high risk of coarctation of the aorta

7 Estimating heritability without environmental bias 3

The nature of nurture: effects of parental genotypes

5 Recurrence of de novo mutations in families 2

Mutations in RPL3L and MYZAP increase risk of atrial fibrillation

3 Deep learning based brain age prediction uncovers associated sequence variants 2

CCR5-del32 is not deleterious in the homozygous state in humans

Long read sequencing of 3,622 Icelanders provides insight into the role of structural variants in

human diseases and other traits 22

1y



