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5 Biological, clinical and population relevance of 95 loci for blood lipids. Nature, 2010, 466, 707-713. 13.7 3,249
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8 Genetic meta-analysis of diagnosed Alzheimerâ€™s disease identifies new risk loci and implicates AÎ², tau,
immunity and lipid processing. Nature Genetics, 2019, 51, 414-430. 9.4 1,962

9 Genetic variants in novel pathways influence blood pressure and cardiovascular disease risk. Nature,
2011, 478, 103-109. 13.7 1,855

10 Defining the role of common variation in the genomic and biological architecture of adult human
height. Nature Genetics, 2014, 46, 1173-1186. 9.4 1,818
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2010, 467, 832-838. 13.7 1,789
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449, 913-918. 13.7 1,788

13 Large-scale association analysis identifies 13 new susceptibility loci for coronary artery disease.
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14 New genetic loci link adipose and insulin biology to body fat distribution. Nature, 2015, 518, 187-196. 13.7 1,328

15 Genome-wide association study of blood pressure and hypertension. Nature Genetics, 2009, 41, 677-687. 9.4 1,224
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533, 539-542. 13.7 1,204

17 Genome-wide meta-analysis identifies 56 bone mineral density loci and reveals 14 loci associated with
risk of fracture. Nature Genetics, 2012, 44, 491-501. 9.4 1,100

18 Sequencing of 53,831 diverse genomes from the NHLBI TOPMed Program. Nature, 2021, 590, 290-299. 13.7 1,069
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19 Genome-wide Analysis of Genetic Loci Associated With Alzheimer Disease. JAMA - Journal of the
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Nature Genetics, 2018, 50, 1412-1425. 9.4 924

21 Genetic variants associated with subjective well-being, depressive symptoms, and neuroticism
identified through genome-wide analyses. Nature Genetics, 2016, 48, 624-633. 9.4 870

22 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

23 Genome-Wide Association Analysis Identifies Variants Associated with Nonalcoholic Fatty Liver
Disease That Have Distinct Effects on Metabolic Traits. PLoS Genetics, 2011, 7, e1001324. 1.5 796

24 Rare coding variants in PLCG2, ABI3, and TREM2 implicate microglial-mediated innate immunity in
Alzheimer's disease. Nature Genetics, 2017, 49, 1373-1384. 9.4 783

25 Genetic Associations with Valvular Calcification and Aortic Stenosis. New England Journal of
Medicine, 2013, 368, 503-512. 13.9 767

26 A genome-wide approach accounting for body mass index identifies genetic variants influencing
fasting glycemic traits and insulin resistance. Nature Genetics, 2012, 44, 659-669. 9.4 762

27 GWAS of 126,559 Individuals Identifies Genetic Variants Associated with Educational Attainment.
Science, 2013, 340, 1467-1471. 6.0 750

28 Large-scale association analyses identify new loci influencing glycemic traits and provide insight into
the underlying biological pathways. Nature Genetics, 2012, 44, 991-1005. 9.4 746

29 New loci associated with kidney function and chronic kidney disease. Nature Genetics, 2010, 42,
376-384. 9.4 710

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

31 Identification of common variants associated with human hippocampal and intracranial volumes.
Nature Genetics, 2012, 44, 552-561. 9.4 594

32 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

33 Multiple loci associated with indices of renal function and chronic kidney disease. Nature Genetics,
2009, 41, 712-717. 9.4 553

34 Multi-ethnic genome-wide association study for atrial fibrillation. Nature Genetics, 2018, 50, 1225-1233. 9.4 552

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

36 Parent-of-origin-specific allelic associations among 106 genomic loci for age at menarche. Nature,
2014, 514, 92-97. 13.7 548
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37 Rare and low-frequency coding variants alter human adult height. Nature, 2017, 542, 186-190. 13.7 544

38 Meta-analysis identifies six new susceptibility loci for atrial fibrillation. Nature Genetics, 2012, 44,
670-675. 9.4 533

39 The International HapMap Project Web site. Genome Research, 2005, 15, 1592-1593. 2.4 497

40 Study of 300,486 individuals identifies 148 independent genetic loci influencing general cognitive
function. Nature Communications, 2018, 9, 2098. 5.8 484

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

42 Exome-wide association study of plasma lipids in &gt;300,000 individuals. Nature Genetics, 2017, 49,
1758-1766. 9.4 470

43 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

44 Genomic inflation factors under polygenic inheritance. European Journal of Human Genetics, 2011, 19,
807-812. 1.4 460

45 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

46 Common variants in KCNN3 are associated with lone atrial fibrillation. Nature Genetics, 2010, 42,
240-244. 9.4 438

47 Genomic analyses identify hundreds of variants associated with age at menarche and support a role
for puberty timing in cancer risk. Nature Genetics, 2017, 49, 834-841. 9.4 426

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

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

50 Genome-wide association study of PR interval. Nature Genetics, 2010, 42, 153-159. 9.4 400

51 Quality control and conduct of genome-wide association meta-analyses. Nature Protocols, 2014, 9,
1192-1212. 5.5 398

52 FTO genotype is associated with phenotypic variability of body mass index. Nature, 2012, 490, 267-272. 13.7 383

53 Inherited causes of clonal haematopoiesis in 97,691 whole genomes. Nature, 2020, 586, 763-768. 13.7 376

54 Sex-stratified Genome-wide Association Studies Including 270,000 Individuals Show Sexual Dimorphism
in Genetic Loci for Anthropometric Traits. PLoS Genetics, 2013, 9, e1003500. 1.5 371
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55 Genome-wide association and large-scale follow up identifies 16 new loci influencing lung function.
Nature Genetics, 2011, 43, 1082-1090. 9.4 367

56 Variants in ZFHX3 are associated with atrial fibrillation in individuals of European ancestry. Nature
Genetics, 2009, 41, 879-881. 9.4 363

57 The genetics of blood pressure regulation and its target organs from association studies in 342,415
individuals. Nature Genetics, 2016, 48, 1171-1184. 9.4 362

58 Large-scale genomic analyses link reproductive aging to hypothalamic signaling, breast cancer
susceptibility and BRCA1-mediated DNA repair. Nature Genetics, 2015, 47, 1294-1303. 9.4 357

59 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

60 Genetic contributions to variation in general cognitive function: a meta-analysis of genome-wide
association studies in the CHARGE consortium (N=53â€‰949). Molecular Psychiatry, 2015, 20, 183-192. 4.1 344

61 The trans-ancestral genomic architecture of glycemic traits. Nature Genetics, 2021, 53, 840-860. 9.4 341

62 The Yeast Red1 Protein Localizes to the Cores of Meiotic Chromosomes. Journal of Cell Biology, 1997,
136, 957-967. 2.3 336

63 The Influence of Age and Sex on Genetic Associations with Adult Body Size and Shape: A Large-Scale
Genome-Wide Interaction Study. PLoS Genetics, 2015, 11, e1005378. 1.5 331

64 A common haplotype lowers PU.1 expression in myeloid cells and delays onset of Alzheimer's disease.
Nature Neuroscience, 2017, 20, 1052-1061. 7.1 330

65
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

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

67 Common variants in 22 loci are associated with QRS duration and cardiac ventricular conduction.
Nature Genetics, 2010, 42, 1068-1076. 9.4 308

68 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

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

70 Association of Low-Frequency and Rare Coding-Sequence Variants with Blood Lipids and Coronary
Heart Disease in 56,000 Whites and Blacks. American Journal of Human Genetics, 2014, 94, 223-232. 2.6 287

71 Protein-altering variants associated with body mass index implicate pathways that control energy
intake and expenditure in obesity. Nature Genetics, 2018, 50, 26-41. 9.4 286

72 Multiple Genetic Loci Influence Serum Urate Levels and Their Relationship With Gout and
Cardiovascular Disease Risk Factors. Circulation: Cardiovascular Genetics, 2010, 3, 523-530. 5.1 285
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73 Identification of heart rateâ€“associated loci and their effects on cardiac conduction and rhythm
disorders. Nature Genetics, 2013, 45, 621-631. 9.4 282

74 Genetic association study of QT interval highlights role for calcium signaling pathways in myocardial
repolarization. Nature Genetics, 2014, 46, 826-836. 9.4 281

75 Large-scale analyses of common and rare variants identify 12 new loci associated with atrial
fibrillation. Nature Genetics, 2017, 49, 946-952. 9.4 279

76 Genome-Wide Association Study for Coronary Artery Calcification With Follow-Up in Myocardial
Infarction. Circulation, 2011, 124, 2855-2864. 1.6 269

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

78 A novel Alzheimer disease locus located near the gene encoding tau protein. Molecular Psychiatry,
2016, 21, 108-117. 4.1 260

79 Target genes, variants, tissues and transcriptional pathways influencing human serum urate levels.
Nature Genetics, 2019, 51, 1459-1474. 9.4 251

80 GWAS of Longevity in CHARGE Consortium Confirms APOE and FOXO3 Candidacy. Journals of
Gerontology - Series A Biological Sciences and Medical Sciences, 2015, 70, 110-118. 1.7 250

81 Novel genetic loci associated with hippocampal volume. Nature Communications, 2017, 8, 13624. 5.8 250

82 Genome-Wide Association for Abdominal Subcutaneous and Visceral Adipose Reveals a Novel Locus
for Visceral Fat in Women. PLoS Genetics, 2012, 8, e1002695. 1.5 245

83 NRXN3 Is a Novel Locus for Waist Circumference: A Genome-Wide Association Study from the CHARGE
Consortium. PLoS Genetics, 2009, 5, e1000539. 1.5 230

84 Meta-analysis identifies common and rare variants influencing blood pressure and overlapping with
metabolic trait loci. Nature Genetics, 2016, 48, 1162-1170. 9.4 223

85 Best Practices and Joint Calling of the HumanExome BeadChip: The CHARGE Consortium. PLoS ONE, 2013,
8, e68095. 1.1 219

86 Pharmacogenetic meta-analysis of genome-wide association studies of LDL cholesterol response to
statins. Nature Communications, 2014, 5, 5068. 5.8 216

87 Polygenic prediction of educational attainment within and between families from genome-wide
association analyses in 3 million individuals. Nature Genetics, 2022, 54, 437-449. 9.4 215

88 Genome-wide association meta-analysis for total serum bilirubin levels. Human Molecular Genetics,
2009, 18, 2700-2710. 1.4 214

89 A meta-analysis of genome-wide association studies identifies multiple longevity genes. Nature
Communications, 2019, 10, 3669. 5.8 214

90 Novel genetic loci underlying human intracranial volume identified through genome-wide
association. Nature Neuroscience, 2016, 19, 1569-1582. 7.1 213
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965-974.

5.5 213

92 Common variants at 12q14 and 12q24 are associated with hippocampal volume. Nature Genetics, 2012,
44, 545-551. 9.4 212

93 CUBN Is a Gene Locus for Albuminuria. Journal of the American Society of Nephrology: JASN, 2011, 22,
555-570. 3.0 208

94
<i>KLB</i> is associated with alcohol drinking, and its gene product Î²-Klotho is necessary for FGF21
regulation of alcohol preference. Proceedings of the National Academy of Sciences of the United
States of America, 2016, 113, 14372-14377.

3.3 208

95 Assessing population differentiation and isolation from single-nucleotide polymorphism data. Journal
of the Royal Statistical Society Series B: Statistical Methodology, 2002, 64, 695-715. 1.1 201

96 Genomeâ€•wide association studies of cerebral white matter lesion burden. Annals of Neurology, 2011,
69, 928-939. 2.8 201

97 Biomarkers of Dietary Omega-6 Fatty Acids and Incident Cardiovascular Disease and Mortality.
Circulation, 2019, 139, 2422-2436. 1.6 199

98 Whole-Exome Sequencing Identifies Rare and Low-Frequency Coding Variants Associated with LDL
Cholesterol. American Journal of Human Genetics, 2014, 94, 233-245. 2.6 193

99 Genetic architecture of subcortical brain structures in 38,851 individuals. Nature Genetics, 2019, 51,
1624-1636. 9.4 192

100 Meta-analysis of genome-wide association studies from the CHARGE consortium identifies common
variants associated with carotid intima media thickness and plaque. Nature Genetics, 2011, 43, 940-947. 9.4 191

101 Genome-Wide Association Studies of Serum Magnesium, Potassium, and Sodium Concentrations
Identify Six Loci Influencing Serum Magnesium Levels. PLoS Genetics, 2010, 6, e1001045. 1.5 185

102
Association of Low-Density Lipoprotein Cholesterolâ€“Related Genetic Variants With Aortic Valve
Calcium and Incident Aortic Stenosis. JAMA - Journal of the American Medical Association, 2014, 312,
1764.

3.8 184

103 Heterogeneity in White Blood Cells Has Potential to Confound DNA Methylation Measurements. PLoS
ONE, 2012, 7, e46705. 1.1 183

104 Genetic insights into biological mechanisms governing human ovarian ageing. Nature, 2021, 596,
393-397. 13.7 183

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

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

107 Convergent genetic and expression data implicate immunity in Alzheimer's disease. Alzheimer's and
Dementia, 2015, 11, 658-671. 0.4 173

108 Genome-wide meta-analysis of 241,258 adults accounting for smoking behaviour identifies novel loci
for obesity traits. Nature Communications, 2017, 8, 14977. 5.8 169



8

Albert V. Smith

# Article IF Citations
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110 The Promises and Pitfalls of Genoeconomics. Annual Review of Economics, 2012, 4, 627-662. 2.4 168

111 Genome-Wide Association and Functional Follow-Up Reveals New Loci for Kidney Function. PLoS
Genetics, 2012, 8, e1002584. 1.5 166

112 Genome-Wide Association Studies Identify <i>CHRNA5/3</i> and <i>HTR4</i> in the Development of
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113 Multiethnic Genome-Wide Association Study of Cerebral White Matter Hyperintensities on MRI.
Circulation: Cardiovascular Genetics, 2015, 8, 398-409. 5.1 162

114 Genome-wide physical activity interactions in adiposity â€• A meta-analysis of 200,452 adults. PLoS
Genetics, 2017, 13, e1006528. 1.5 158

115 Gene-Wide Analysis Detects Two New Susceptibility Genes for Alzheimer's Disease. PLoS ONE, 2014, 9,
e94661. 1.1 155

116 A Genome-Wide Association Study of Depressive Symptoms. Biological Psychiatry, 2013, 73, 667-678. 0.7 149

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

118 Association of the PHACTR1/EDN1 Genetic Locus With Spontaneous Coronary Artery Dissection.
Journal of the American College of Cardiology, 2019, 73, 58-66. 1.2 147

119 Meta-Analysis of Genome-Wide Association Studies Identifies Six New Loci for Serum Calcium
Concentrations. PLoS Genetics, 2013, 9, e1003796. 1.5 142

120 Four Novel Loci (19q13, 6q24, 12q24, and 5q14) Influence the Microcirculation In Vivo. PLoS Genetics,
2010, 6, e1001184. 1.5 134

121 GWAS for executive function and processing speed suggests involvement of the CADM2 gene.
Molecular Psychiatry, 2016, 21, 189-197. 4.1 134

122 Genome-wide association analysis identifies multiple loci related to resting heart rate. Human
Molecular Genetics, 2010, 19, 3885-3894. 1.4 133

123 Genome-wide association meta-analyses and fine-mapping elucidate pathways influencing albuminuria.
Nature Communications, 2019, 10, 4130. 5.8 133

124 Genome-wide association analysis identifies six new loci associated with forced vital capacity. Nature
Genetics, 2014, 46, 669-677. 9.4 131

125 Genome-wide Association Studies Identify Genetic Loci Associated With Albuminuria in Diabetes.
Diabetes, 2016, 65, 803-817. 0.3 131

126 A Genome-Wide Association Study Identifies <i>LIPA</i> as a Susceptibility Gene for Coronary Artery
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133 Common variants at 6q22 and 17q21 are associated with intracranial volume. Nature Genetics, 2012, 44,
539-544. 9.4 126
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136 A Large-Scale Multi-ancestry Genome-wide Study Accounting for Smoking Behavior Identifies Multiple
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A Meta-analysis of Four Genome-Wide Association Studies of Survival to Age 90 Years or Older: The
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143 Genome-wide association study meta-analysis of chronic widespread pain: evidence for involvement of
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144 Novel loci associated with usual sleep duration: the CHARGE Consortium Genome-Wide Association
Study. Molecular Psychiatry, 2015, 20, 1232-1239. 4.1 112
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158 Discovery of rare variants associated with blood pressure regulation through meta-analysis of 1.3
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Common Genetic Variation in the 3â€²- <i>BCL11B</i> Gene Desert Is Associated With Carotid-Femoral
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170 Genome-Wide Association Studies of MRI-Defined Brain Infarcts. Stroke, 2010, 41, 210-217. 1.0 82
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172 Association of Alzheimer's disease GWAS loci with MRI markers of brain aging. Neurobiology of Aging,
2015, 36, 1765.e7-1765.e16. 1.5 82

173 Platelet-Related Variants Identified by Exomechip Meta-analysis in 157,293 Individuals. American Journal
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180 Identification of Nine Novel Loci Associated with White Blood Cell Subtypes in a Japanese Population.
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