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6 Many sequence variants affecting diversity of adult human height. Nature Genetics, 2008, 40, 609-615. 21.4 615
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41, 221-227. 21.4 572

8 A multi-stage genome-wide association study of bladder cancer identifies multiple susceptibility loci.
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14 Common variants on 9q22.33 and 14q13.3 predispose to thyroid cancer in European populations. Nature
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17 A genome-wide association study identifies susceptibility loci for ovarian cancer at 2q31 and 8q24.
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19 ASIP and TYR pigmentation variants associate with cutaneous melanoma and basal cell carcinoma.
Nature Genetics, 2008, 40, 886-891. 21.4 306

20 New common variants affecting susceptibility to basal cell carcinoma. Nature Genetics, 2009, 41,
909-914. 21.4 303

21 A rare variant in MYH6 is associated with high risk of sick sinus syndrome. Nature Genetics, 2011, 43,
316-320. 21.4 275

22 A germline variant in the TP53 polyadenylation signal confers cancer susceptibility. Nature Genetics,
2011, 43, 1098-1103. 21.4 251

23 Nonsense mutation in the LGR4 gene is associated with several human diseases and other traits.
Nature, 2013, 497, 517-520. 27.8 236
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42, 880-884. 21.4 235

25 Variants with large effects on blood lipids and the role of cholesterol and triglycerides in coronary
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29 A study based on whole-genome sequencing yields a rare variant at 8q24 associated with prostate
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Replication of Lung Cancer Susceptibility Loci at Chromosomes 15q25, 5p15, and 6p21: A Pooled Analysis
From the International Lung Cancer Consortium. Journal of the National Cancer Institute, 2010, 102,
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31 A sequence variant at 4p16.3 confers susceptibility to urinary bladder cancer. Nature Genetics, 2010,
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32 Loss-of-function variants in ATM confer risk of gastric cancer. Nature Genetics, 2015, 47, 906-910. 21.4 155

33 Genome-wide association study identifies multiple susceptibility loci for multiple myeloma. Nature
Communications, 2016, 7, 12050. 12.8 146

34 Genetic Correction of PSA Values Using Sequence Variants Associated with PSA Levels. Science
Translational Medicine, 2010, 2, 62ra92. 12.4 140

35 Variant<i>ASGR1</i>Associated with a Reduced Risk of Coronary Artery Disease. New England Journal
of Medicine, 2016, 374, 2131-2141. 27.0 137

36 Identification of low-frequency variants associated with gout and serum uric acid levels. Nature
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37 European genome-wide association study identifies SLC14A1 as a new urinary bladder cancer
susceptibility gene. Human Molecular Genetics, 2011, 20, 4268-4281. 2.9 134

38 Meta-analysis of Icelandic and UK data sets identifies missense variants in SMO, IL11, COL11A1 and 13
more new loci associated with osteoarthritis. Nature Genetics, 2018, 50, 1681-1687. 21.4 131

39 A genome-wide association study yields five novel thyroid cancer risk loci. Nature Communications,
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41 Variants in ELL2 influencing immunoglobulin levels associate with multiple myeloma. Nature
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42 Cross-Cancer Genome-Wide Analysis of Lung, Ovary, Breast, Prostate, and Colorectal Cancer Reveals
Novel Pleiotropic Associations. Cancer Research, 2016, 76, 5103-5114. 0.9 100

43 Whole genome characterization of sequence diversity of 15,220 Icelanders. Scientific Data, 2017, 4,
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44 A Missense Variant in PTPN22 is a Risk Factor for Drug-induced Liver Injury. Gastroenterology, 2019,
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48 Ancestry-Shift Refinement Mapping of the C6orf97-ESR1 Breast Cancer Susceptibility Locus. PLoS
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49 FLT3 stop mutation increases FLT3 ligand level and risk of autoimmune thyroid disease. Nature, 2020,
584, 619-623. 27.8 81

50 Whole-genome sequencing identifies rare genotypes in COMP and CHADL associated with high risk of
hip osteoarthritis. Nature Genetics, 2017, 49, 801-805. 21.4 75
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and hormone-related traits. Nature Communications, 2018, 9, 3636. 12.8 74

52 Genome-wide association meta-analysis yields 20 loci associated with gallstone disease. Nature
Communications, 2018, 9, 5101. 12.8 73

53 Sequence variants in ARHGAP15, COLQ and FAM155A associate with diverticular disease and
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54 Clinical characteristics of patients with colorectal cancer with double somatic mismatch repair
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55 New basal cell carcinoma susceptibility loci. Nature Communications, 2015, 6, 6825. 12.8 59

56 Sequence variants in the PTCH1 gene associate with spine bone mineral density and osteoporotic
fractures. Nature Communications, 2016, 7, 10129. 12.8 58

57 A common variant at 8q24.21 is associated with renal cell cancer. Nature Communications, 2013, 4,
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58 Epigenetic and genetic components of height regulation. Nature Communications, 2016, 7, 13490. 12.8 52
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Identification of a novel susceptibility locus at 13q34 and refinement of the 20p12.2 region as a
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63 Predicted loss and gain of function mutations in ACO1 are associated with erythropoiesis.
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64 Association of BRCA2 K3326* With Small Cell Lung Cancer and Squamous Cell Cancer of the Skin.
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66 Identification of 22 susceptibility loci associated with testicular germ cell tumors. Nature
Communications, 2021, 12, 4487. 12.8 27

67 The CRTAC1 Protein in Plasma Is Associated With Osteoarthritis and Predicts Progression to Joint
Replacement: A Largeâ€•Scale Proteomics Scan in Iceland. Arthritis and Rheumatology, 2021, 73, 2025-2034. 5.6 27

68 Genome-Wide Significant Association Between a Sequence Variant at 15q15.2 and Lung Cancer Risk.
Cancer Research, 2011, 71, 1356-1361. 0.9 26

69 A Splice Region Variant in LDLR Lowers Non-high Density Lipoprotein Cholesterol and Protects against
Coronary Artery Disease. PLoS Genetics, 2015, 11, e1005379. 3.5 24

70 Genome-wide association identifies seven loci for pelvic organ prolapse in Iceland and the UK Biobank.
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72 The Icelandic Cancer Project â€“ a population-wide approach to studying cancer. Nature Reviews Cancer,
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73 Loss-of-Function Variants in the Tumor-Suppressor Gene <i>PTPN14</i> Confer Increased Cancer Risk.
Cancer Research, 2021, 81, 1954-1964. 0.9 15

74 Sequence variant at 4q25 near PITX2 associates with appendicitis. Scientific Reports, 2017, 7, 3119. 3.3 14

75 A Method for Detecting Long Non-Coding RNAs with Tiled RNA Expression Microarrays. PLoS ONE, 2014,
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76 Predicting the probability of death using proteomics. Communications Biology, 2021, 4, 758. 4.4 10

77 Functional dissection of inherited non-coding variation influencing multiple myeloma risk. Nature
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78 Common and rare sequence variants influencing tumor biomarkers in blood. Cancer Epidemiology
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neuropathy. Nature Communications, 2019, 10, 1777. 12.8 7

80 Genetic variants associated with platelet count are predictive of human disease and physiological
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81 Germline variants at SOHLH2 influence multiple myeloma risk. Blood Cancer Journal, 2021, 11, 76. 6.2 6
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