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1 Biological, clinical and population relevance of 95 loci for blood lipids. Nature, 2010, 466, 707-713. 13.7 3,249
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Genetics, 2010, 42, 937-948. 9.4 2,634

3 Integrating common and rare genetic variation in diverse human populations. Nature, 2010, 467, 52-58. 13.7 2,625

4 A reference panel of 64,976 haplotypes for genotype imputation. Nature Genetics, 2016, 48, 1279-1283. 9.4 2,421

5 New genetic loci implicated in fasting glucose homeostasis and their impact on type 2 diabetes risk.
Nature Genetics, 2010, 42, 105-116. 9.4 1,982

6 Genetic variants in novel pathways influence blood pressure and cardiovascular disease risk. Nature,
2011, 478, 103-109. 13.7 1,855
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2010, 467, 832-838. 13.7 1,789

8 Large-scale association analysis identifies 13 new susceptibility loci for coronary artery disease.
Nature Genetics, 2011, 43, 333-338. 9.4 1,685
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regulation. Nature Genetics, 2009, 41, 25-34. 9.4 1,572

10 Common genetic determinants of vitamin D insufficiency: a genome-wide association study. Lancet,
The, 2010, 376, 180-188. 6.3 1,385

11 Genomic atlas of the human plasma proteome. Nature, 2018, 558, 73-79. 13.7 1,180

12 Common variants near MC4R are associated with fat mass, weight and risk of obesity. Nature Genetics,
2008, 40, 768-775. 9.4 1,179

13 Genome-wide association study identifies eight loci associated with blood pressure. Nature Genetics,
2009, 41, 666-676. 9.4 1,104

14 An atlas of genetic influences on human blood metabolites. Nature Genetics, 2014, 46, 543-550. 9.4 1,084

15 The Allelic Landscape of Human Blood Cell Trait Variation and Links to Common Complex Disease. Cell,
2016, 167, 1415-1429.e19. 13.5 1,052

16 The UK10K project identifies rare variants in health and disease. Nature, 2015, 526, 82-90. 13.7 1,014

17 Human metabolic individuality in biomedical and pharmaceutical research. Nature, 2011, 477, 54-60. 13.7 916

18 Meta-analysis identifies 13 new loci associated with waist-hip ratio and reveals sexual dimorphism in
the genetic basis of fat distribution. Nature Genetics, 2010, 42, 949-960. 9.4 836
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19 Genome-wide association analysis identifies 20 loci that influence adult height. Nature Genetics, 2008,
40, 575-583. 9.4 742

20 Genetic variance estimation with imputed variants finds negligible missing heritability for human
height and body mass index. Nature Genetics, 2015, 47, 1114-1120. 9.4 709

21 Mapping cis- and trans-regulatory effects across multiple tissues in twins. Nature Genetics, 2012, 44,
1084-1089. 9.4 701

22 Genome-wide association analyses identify 18 new loci associated with serum urate concentrations.
Nature Genetics, 2013, 45, 145-154. 9.4 675

23 Variants in MTNR1B influence fasting glucose levels. Nature Genetics, 2009, 41, 77-81. 9.4 662

24 Twenty bone-mineral-density loci identified by large-scale meta-analysis of genome-wide association
studies. Nature Genetics, 2009, 41, 1199-1206. 9.4 660

25 Sequence variants at CHRNB3â€“CHRNA6 and CYP2A6 affect smoking behavior. Nature Genetics, 2010, 42,
448-453. 9.4 649

26 A genome-wide perspective of genetic variation in human metabolism. Nature Genetics, 2010, 42, 137-141. 9.4 618

27 Bone mineral density, osteoporosis, and osteoporotic fractures: a genome-wide association study.
Lancet, The, 2008, 371, 1505-1512. 6.3 612

28 Genome-wide meta-analysis identifies 11 new loci for anthropometric traits and provides insights into
genetic architecture. Nature Genetics, 2013, 45, 501-512. 9.4 578

29 Genetic Drivers of Epigenetic and Transcriptional Variation in Human Immune Cells. Cell, 2016, 167,
1398-1414.e24. 13.5 573

30 A Genome-Wide Association Study Confirms VKORC1, CYP2C9, and CYP4F2 as Principal Genetic
Determinants of Warfarin Dose. PLoS Genetics, 2009, 5, e1000433. 1.5 554

31 A General Approach for Haplotype Phasing across the Full Spectrum of Relatedness. PLoS Genetics,
2014, 10, e1004234. 1.5 553

32 A catalog of genetic loci associated with kidney function from analyses of a million individuals.
Nature Genetics, 2019, 51, 957-972. 9.4 549

33 Genome-wide association study identifies five loci associated with lung function. Nature Genetics,
2010, 42, 36-44. 9.4 518

34 Wholeâ€•genome sequencing identifies EN1 as a determinant of bone density and fracture. Nature, 2015,
526, 112-117. 13.7 483

35 A genome-wide meta-analysis identifies 22 loci associated with eight hematological parameters in the
HaemGen consortium. Nature Genetics, 2009, 41, 1182-1190. 9.4 481

36 Meta-Analysis of Genome-Wide Association Studies in &gt;80 000 Subjects Identifies Multiple Loci for
C-Reactive Protein Levels. Circulation, 2011, 123, 731-738. 1.6 461
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37 Genome-Wide Association Scan Meta-Analysis Identifies Three Loci Influencing Adiposity and Fat
Distribution. PLoS Genetics, 2009, 5, e1000508. 1.5 453

38 The Metabochip, a Custom Genotyping Array for Genetic Studies of Metabolic, Cardiovascular, and
Anthropometric Traits. PLoS Genetics, 2012, 8, e1002793. 1.5 448

39 Thirty new loci for age at menarche identified by a meta-analysis of genome-wide association studies.
Nature Genetics, 2010, 42, 1077-1085. 9.4 445

40 A brief history of human disease genetics. Nature, 2020, 577, 179-189. 13.7 441

41 Novel Loci for Adiponectin Levels and Their Influence on Type 2 Diabetes and Metabolic Traits: A
Multi-Ethnic Meta-Analysis of 45,891 Individuals. PLoS Genetics, 2012, 8, e1002607. 1.5 419

42 Genetic associations at 53 loci highlight cell types and biological pathways relevant for kidney
function. Nature Communications, 2016, 7, 10023. 5.8 412

43 Significant Locus and Metabolic Genetic Correlations Revealed in Genome-Wide Association Study of
Anorexia Nervosa. American Journal of Psychiatry, 2017, 174, 850-858. 4.0 410

44 The International Human Epigenome Consortium: A Blueprint for Scientific Collaboration and
Discovery. Cell, 2016, 167, 1145-1149. 13.5 404

45 Genome-wide association study identifies six new loci influencing pulse pressure and mean arterial
pressure. Nature Genetics, 2011, 43, 1005-1011. 9.4 403

46 New gene functions in megakaryopoiesis and platelet formation. Nature, 2011, 480, 201-208. 13.7 401

47 The Architecture of Gene Regulatory Variation across Multiple Human Tissues: The MuTHER Study.
PLoS Genetics, 2011, 7, e1002003. 1.5 392

48 The Polygenic and Monogenic Basis of Blood Traits and Diseases. Cell, 2020, 182, 1214-1231.e11. 13.5 388

49 Common Variants at 10 Genomic Loci Influence Hemoglobin A1C Levels via Glycemic and Nonglycemic
Pathways. Diabetes, 2010, 59, 3229-3239. 0.3 387

50 Association Between Telomere Length and Risk of Cancer and Non-Neoplastic Diseases. JAMA Oncology,
2017, 3, 636. 3.4 376

51 Biomarkers for Type 2 Diabetes and Impaired Fasting Glucose Using a Nontargeted Metabolomics
Approach. Diabetes, 2013, 62, 4270-4276. 0.3 356

52 Refining the accuracy of validated target identification through coding variant fine-mapping in type 2
diabetes. Nature Genetics, 2018, 50, 559-571. 9.4 356

53 Trans-ethnic and Ancestry-Specific Blood-Cell Genetics in 746,667 Individuals from 5 Global
Populations. Cell, 2020, 182, 1198-1213.e14. 13.5 353
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Impact of common genetic determinants of Hemoglobin A1c on type 2 diabetes risk and diagnosis in
ancestrally diverse populations: A transethnic genome-wide meta-analysis. PLoS Medicine, 2017, 14,
e1002383.

3.9 341
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55 Genetic architecture: the shape of the genetic contribution to human traits and disease. Nature
Reviews Genetics, 2018, 19, 110-124. 7.7 335

56
Global Analysis of DNA Methylation Variation in Adipose Tissue from Twins Reveals Links to
Disease-Associated Variants in Distal Regulatory Elements. American Journal of Human Genetics, 2013,
93, 876-890.

2.6 330

57
Genome Analyses of &gt;200,000 Individuals Identify 58 Loci for Chronic Inflammation and Highlight
Pathways that Link Inflammation and Complex Disorders. American Journal of Human Genetics, 2018,
103, 691-706.

2.6 326

58 Multiple loci influence erythrocyte phenotypes in the CHARGE Consortium. Nature Genetics, 2009, 41,
1191-1198. 9.4 324

59 BLUEPRINT to decode the epigenetic signature written in blood. Nature Biotechnology, 2012, 30,
224-226. 9.4 323

60
Genetic predictors of the maximum doses patients receive during clinical use of the anti-epileptic
drugs carbamazepine and phenytoin. Proceedings of the National Academy of Sciences of the United
States of America, 2005, 102, 5507-5512.

3.3 321

61 Seventy-five genetic loci influencing the human red blood cell. Nature, 2012, 492, 369-375. 13.7 320

62 Genome-Wide Association Study of Blood Pressure Extremes Identifies Variant near UMOD Associated
with Hypertension. PLoS Genetics, 2010, 6, e1001177. 1.5 312

63 Novel Associations of Multiple Genetic Loci With Plasma Levels of Factor VII, Factor VIII, and von
Willebrand Factor. Circulation, 2010, 121, 1382-1392. 1.6 311

64 Meta-analyses identify 13 loci associated with age at menopause and highlight DNA repair and immune
pathways. Nature Genetics, 2012, 44, 260-268. 9.4 303

65 Improved imputation of low-frequency and rare variants using the UK10K haplotype reference panel.
Nature Communications, 2015, 6, 8111. 5.8 300

66 Common variants near TERC are associated with mean telomere length. Nature Genetics, 2010, 42,
197-199. 9.4 296

67 Genetic variation near IRS1 associates with reduced adiposity and an impaired metabolic profile.
Nature Genetics, 2011, 43, 753-760. 9.4 289

68 Identification of an imprinted master trans regulator at the KLF14 locus related to multiple metabolic
phenotypes. Nature Genetics, 2011, 43, 561-564. 9.4 289

69 Identification of heart rateâ€“associated loci and their effects on cardiac conduction and rhythm
disorders. Nature Genetics, 2013, 45, 621-631. 9.4 282

70 A genome-wide association study of anorexia nervosa. Molecular Psychiatry, 2014, 19, 1085-1094. 4.1 282

71 Identification of rare sequence variation underlying heritable pulmonary arterial hypertension.
Nature Communications, 2018, 9, 1416. 5.8 279

72 The impact of rare and low-frequency genetic variants in common disease. Genome Biology, 2017, 18, 77. 3.8 277
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73 Human serum metabolic profiles are age dependent. Aging Cell, 2012, 11, 960-967. 3.0 271

74 Meta-analysis of genome-wide association data identifies two loci influencing age at menarche. Nature
Genetics, 2009, 41, 648-650. 9.4 266

75 Trans-ancestry meta-analyses identify rare and common variants associated with blood pressure and
hypertension. Nature Genetics, 2016, 48, 1151-1161. 9.4 261

76
Genome-wide association and genetic functional studies identify <i>autism susceptibility candidate
2</i> gene ( <i>AUTS2</i> ) in the regulation of alcohol consumption. Proceedings of the National
Academy of Sciences of the United States of America, 2011, 108, 7119-7124.

3.3 258

77 Transcriptional diversity during lineage commitment of human blood progenitors. Science, 2014, 345,
1251033. 6.0 253

78 Collaborative Meta-analysis: Associations of 150 Candidate Genes With Osteoporosis and
Osteoporotic Fracture. Annals of Internal Medicine, 2009, 151, 528. 2.0 250

79 Genetic loci influencing kidney function and chronic kidney disease. Nature Genetics, 2010, 42, 373-375. 9.4 246

80
Genome-wide association identifies <i>OBFC1</i> as a locus involved in human leukocyte telomere
biology. Proceedings of the National Academy of Sciences of the United States of America, 2010, 107,
9293-9298.

3.3 244

81 Meta-Analysis of Genome-Wide Scans for Human Adult Stature Identifies Novel Loci and Associations
with Measures of Skeletal Frame Size. PLoS Genetics, 2009, 5, e1000445. 1.5 237

82 Positive Selection on a High-Sensitivity Allele of the Human Bitter-Taste Receptor TAS2R16. Current
Biology, 2005, 15, 1257-1265. 1.8 224

83 Genome-wide association study identifies variants at 9p21 and 22q13 associated with development of
cutaneous nevi. Nature Genetics, 2009, 41, 915-919. 9.4 204

84 Large-scale production of megakaryocytes from human pluripotent stem cells by chemically defined
forward programming. Nature Communications, 2016, 7, 11208. 5.8 199

85 A Genome-Wide Association Search for Type 2 Diabetes Genes in African Americans. PLoS ONE, 2012, 7,
e29202. 1.1 197

86 A Low Mutation Rate For Chloroplast Microsatellites. Genetics, 1999, 153, 943-947. 1.2 197

87 A Meta-Analysis of Thyroid-Related Traits Reveals Novel Loci and Gender-Specific Differences in the
Regulation of Thyroid Function. PLoS Genetics, 2013, 9, e1003266. 1.5 194

88 Genome sequencing elucidates Sardinian genetic architecture and augments association analyses for
lipid and blood inflammatory markers. Nature Genetics, 2015, 47, 1272-1281. 9.4 193

89 An Integration of Genome-Wide Association Study and Gene Expression Profiling to Prioritize the
Discovery of Novel Susceptibility Loci for Osteoporosis-Related Traits. PLoS Genetics, 2010, 6, e1000977. 1.5 191

90 Identification of novel risk loci for restless legs syndrome in genome-wide association studies in
individuals of European ancestry: a meta-analysis. Lancet Neurology, The, 2017, 16, 898-907. 4.9 191
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Association Study and Follow-up Replication Studies. American Journal of Human Genetics, 2010, 86,
229-239.

2.6 188

92 Genome-wide analyses identify a role for SLC17A4 and AADAT in thyroid hormone regulation. Nature
Communications, 2018, 9, 4455. 5.8 181

93 Low-frequency and rare exome chip variants associate with fasting glucose and type 2 diabetes
susceptibility. Nature Communications, 2015, 6, 5897. 5.8 173

94 Directional dominance on stature and cognition inÂ diverse human populations. Nature, 2015, 523,
459-462. 13.7 173

95 Ancient and Recent Positive Selection Transformed Opioid cis-Regulation in Humans. PLoS Biology,
2005, 3, e387. 2.6 155

96 Uganda Genome Resource Enables Insights into Population History and Genomic Discovery in Africa.
Cell, 2019, 179, 984-1002.e36. 13.5 152

97 A Genome-Wide Association Meta-Analysis of Circulating Sex Hormoneâ€“Binding Globulin Reveals
Multiple Loci Implicated in Sex Steroid Hormone Regulation. PLoS Genetics, 2012, 8, e1002805. 1.5 151

98 Loci at chromosomes 13, 19 and 20 influence age at natural menopause. Nature Genetics, 2009, 41,
645-647. 9.4 150

99 Identification of Novel Genetic Loci Associated with Thyroid Peroxidase Antibodies and Clinical
Thyroid Disease. PLoS Genetics, 2014, 10, e1004123. 1.5 150

100 A Genome-Wide Association Study Reveals Variants in ARL15 that Influence Adiponectin Levels. PLoS
Genetics, 2009, 5, e1000768. 1.5 148

101 Large meta-analysis of genome-wide association studies identifies five loci for lean body mass. Nature
Communications, 2017, 8, 80. 5.8 147

102 GARFIELD classifies disease-relevant genomic features through integration of functional annotations
with association signals. Nature Genetics, 2019, 51, 343-353. 9.4 147

103 Clear detection of ADIPOQ locus as the major gene for plasma adiponectin: Results of genome-wide
association analyses including 4659 European individuals. Atherosclerosis, 2010, 208, 412-420. 0.4 146

104 Ischemic stroke is associated with the <i>ABO</i> locus: The EuroCLOT study. Annals of Neurology,
2013, 73, 16-31. 2.8 144

105 A single-nucleotide polymorphism tagging set for human drug metabolism and transport. Nature
Genetics, 2005, 37, 84-89. 9.4 142

106 Increased DNA methylation variability in type 1 diabetes across three immune effector cell types.
Nature Communications, 2016, 7, 13555. 5.8 142

107 Loci influencing blood pressure identified using a cardiovascular gene-centric array. Human
Molecular Genetics, 2013, 22, 1663-1678. 1.4 141

108 Large Scale Association Analysis of Novel Genetic Loci for Coronary Artery Disease. Arteriosclerosis,
Thrombosis, and Vascular Biology, 2009, 29, 774-780. 1.1 140
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109 Genome-wide Association Studies Identify Genetic Loci Associated With Albuminuria in Diabetes.
Diabetes, 2016, 65, 803-817. 0.3 131

110 Whole-Genome Sequencing Coupled to Imputation Discovers Genetic Signals for Anthropometric
Traits. American Journal of Human Genetics, 2017, 100, 865-884. 2.6 131

111
ABCB1/MDR1 gene determines susceptibility and phenotype in ulcerative colitis: discrimination of
critical variants using a gene-wide haplotype tagging approach. Human Molecular Genetics, 2006, 15,
797-805.

1.4 129

112
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

113 Positive Selection on a Human-Specific Transcription Factor Binding Site Regulating IL4 Expression.
Current Biology, 2003, 13, 2118-2123. 1.8 124

114 Meta-analysis of Dense Genecentric Association Studies Reveals Common and Uncommon Variants
Associated with Height. American Journal of Human Genetics, 2011, 88, 6-18. 2.6 122

115 Male-pattern baldness susceptibility locus at 20p11. Nature Genetics, 2008, 40, 1282-1284. 9.4 118

116 Common variants in the region around Osterix are associated with bone mineral density and growth
in childhood. Human Molecular Genetics, 2009, 18, 1510-1517. 1.4 117

117 A novel variant on chromosome 7q22.3 associated with mean platelet volume, counts, and function.
Blood, 2009, 113, 3831-3837. 0.6 117

118 Cardiometabolic effects of genetic upregulation of the interleukin 1 receptor antagonist: a Mendelian
randomisation analysis. Lancet Diabetes and Endocrinology,the, 2015, 3, 243-253. 5.5 115

119 A map of transcriptional heterogeneity and regulatory variation in human microglia. Nature Genetics,
2021, 53, 861-868. 9.4 115

120 IRF4 Variants Have Age-Specific Effects on Nevus Count and Predispose to Melanoma. American Journal
of Human Genetics, 2010, 87, 6-16. 2.6 114

121 JAK2V617F leads to intrinsic changes in platelet formation and reactivity in a knock-in mouse model of
essential thrombocythemia. Blood, 2013, 122, 3787-3797. 0.6 114

122 Identifying Candidate Causal Variants Responsible for Altered Activity of the ABCB1 Multidrug
Resistance Gene. Genome Research, 2004, 14, 1333-1344. 2.4 107

123 Multiple Loci Are Associated with White Blood Cell Phenotypes. PLoS Genetics, 2011, 7, e1002113. 1.5 106

124 A Genome-wide Association Study Identifies Three Loci Associated with Mean Platelet Volume.
American Journal of Human Genetics, 2009, 84, 66-71. 2.6 104

125 Synthetic Associations Are Unlikely to Account for Many Common Disease Genome-Wide Association
Signals. PLoS Biology, 2011, 9, e1000580. 2.6 102

126 Genome-wide analysis of differential transcriptional and epigenetic variability across human immune
cell types. Genome Biology, 2017, 18, 18. 3.8 97
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127 Genome-wide association study identifies inversion in the <i>CTRB1-CTRB2</i> locus to modify risk for
alcoholic and non-alcoholic chronic pancreatitis. Gut, 2018, 67, 1855-1863. 6.1 97

128 SMIM1 underlies the Vel blood group and influences red blood cell traits. Nature Genetics, 2013, 45,
542-545. 9.4 96

129 Height-reducing variants and selection for short stature in Sardinia. Nature Genetics, 2015, 47,
1352-1356. 9.4 96

130 A multiple-phenotype imputation method for genetic studies. Nature Genetics, 2016, 48, 466-472. 9.4 93

131 Discovery of rare variants associated with blood pressure regulation through meta-analysis of 1.3
million individuals. Nature Genetics, 2020, 52, 1314-1332. 9.4 91

132 Genome-wide association study for circulating levels of PAI-1 provides novel insights into its
regulation. Blood, 2012, 120, 4873-4881. 0.6 90

133 Genetic determinants of heel bone properties: genome-wide association meta-analysis and replication
in the GEFOS/GENOMOS consortium. Human Molecular Genetics, 2014, 23, 3054-3068. 1.4 90

134 Metabolomic Identification of a Novel Pathway of Blood Pressure Regulation Involving
Hexadecanedioate. Hypertension, 2015, 66, 422-429. 1.3 90

135 Eight Common Genetic Variants Associated with Serum DHEAS Levels Suggest a Key Role in Ageing
Mechanisms. PLoS Genetics, 2011, 7, e1002025. 1.5 87

136 Sex-dimorphic genetic effects and novel loci for fasting glucose and insulin variability. Nature
Communications, 2021, 12, 24. 5.8 87

137 Is the thrifty genotype hypothesis supported by evidence based on confirmed type 2 diabetes- and
obesity-susceptibility variants?. Diabetologia, 2009, 52, 1846-1851. 2.9 85

138 The Presence of Methylation Quantitative Trait Loci Indicates a Direct Genetic Influence on the Level
of DNA Methylation in Adipose Tissue. PLoS ONE, 2013, 8, e55923. 1.1 83

139 Quantitative Trait Loci for CD4:CD8 Lymphocyte Ratio Are Associated with Risk of Type 1 Diabetes and
HIV-1 Immune Control. American Journal of Human Genetics, 2010, 86, 88-92. 2.6 80

140 Genome-wide association study identifies 48 common genetic variants associated with handedness.
Nature Human Behaviour, 2021, 5, 59-70. 6.2 79

141 Positive Selection on MMP3 Regulation Has Shaped Heart Disease Risk. Current Biology, 2004, 14,
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142 A Multicenter Study of BRD2 as a Risk Factor for Juvenile Myoclonic Epilepsy. Epilepsia, 2007, 48,
706-712. 2.6 76

143 A genome-wide association study identifies a novel locus on chromosome 18q12.2 influencing white
cell telomere length. Journal of Medical Genetics, 2009, 46, 451-454. 1.5 76

144 Whole-genome sequence-based analysis of thyroid function. Nature Communications, 2015, 6, 5681. 5.8 75
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147 A genome-wide meta-analysis yields 46 new loci associating with biomarkers of iron homeostasis.
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novel epigenetic alterations in the human epigenome. Genome Biology, 2017, 18, 50. 3.8 71
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153 Modulation of Genetic Associations with Serum Urate Levels by Body-Mass-Index in Humans. PLoS ONE,
2015, 10, e0119752. 1.1 64

154 Evidence for three genetic loci involved in both anorexia nervosa risk and variation of body mass
index. Molecular Psychiatry, 2017, 22, 192-201. 4.1 63

155 A rare variant in APOC3 is associated with plasma triglyceride and VLDL levels in Europeans. Nature
Communications, 2014, 5, 4871. 5.8 62

156 The end of the start for population sequencing. Nature, 2015, 526, 52-53. 13.7 62

157 Genetic Predictors of Fibrin D-Dimer Levels in Healthy Adults. Circulation, 2011, 123, 1864-1872. 1.6 60

158 Meta-analysis of Gene-Level Associations for Rare Variants Based on Single-Variant Statistics.
American Journal of Human Genetics, 2013, 93, 236-248. 2.6 60

159 Genetic variation influencing DNA methylation provides insights into molecular mechanisms
regulating genomic function. Nature Genetics, 2022, 54, 18-29. 9.4 60

160
A genome-wide association study suggests that a locus within the ataxin 2 binding protein 1 gene is
associated with hand osteoarthritis: the Treat-OA consortium. Journal of Medical Genetics, 2009, 46,
614-616.

1.5 58

161 Long term conservation of human metabolic phenotypes and link to heritability. Metabolomics, 2014,
10, 1005-1017. 1.4 58

162 Identification of PLCL1 Gene for Hip Bone Size Variation in Females in a Genome-Wide Association
Study. PLoS ONE, 2008, 3, e3160. 1.1 57
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164 Common Genetic Variation Near the Phospholamban Gene Is Associated with Cardiac Repolarisation:
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165 Genomeâ€•wide association analysis of eating disorderâ€•related symptoms, behaviors, and personality
traits. American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2012, 159B, 803-811. 1.1 52
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Nature Communications, 2017, 8, 16058. 5.8 50

167 Genes Contributing to Pain Sensitivity in the Normal Population: An Exome Sequencing Study. PLoS
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Whole-Exome Sequencing Identifies Loci Associated with Blood Cell Traits and Reveals a Role for
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174 A GWAS sequence variant for platelet volume marks an alternative DNM3 promoter in megakaryocytes
near a MEIS1 binding site. Blood, 2012, 120, 4859-4868. 0.6 44

175 Significant impact of miRNAâ€“target gene networks on genetics of human complex traits. Scientific
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Follow-Up Implicates Endothelial <i>STXBP5</i> and <i>STX2</i>. Arteriosclerosis, Thrombosis, and
Vascular Biology, 2014, 34, 1093-1101.

1.1 43

177
Associations Between Attention-Deficit/Hyperactivity Disorder and Various Eating Disorders: A
Swedish Nationwide Population Study Using Multiple Genetically Informative Approaches. Biological
Psychiatry, 2019, 86, 577-586.

0.7 43

178 Integrative analysis of the plasma proteome and polygenic risk of cardiometabolic diseases. Nature
Metabolism, 2021, 3, 1476-1483. 5.1 43

179 Large genome-wide association study identifies three novel risk variants for restless legs syndrome.
Communications Biology, 2020, 3, 703. 2.0 40
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