559 125,249 161 349

papers citations h-index g-index

612 149,613 14.3 7.45

ext. papers ext. citations avg, IF L-index



558

556

554

552

550

548

546

544

MARK MCCARTHY

Paper IF Citations

Analysis of protein-coding genetic variation in 60,706 humans. Nature, 2016, 536, 285-91

Finding the missing heritability of complex diseases. Nature, 2009, 461, 747-53 50.4 6084

The Genotype-Tissue Expression (GTEx) project. Nature Genetics, 2013, 45, 580-5

A common variant in the FTO gene is associated with body mass index and predisposes to
childhood and adult obesity. Science, 2007, 316, 889-94 333 3294

Human genomics. The Genotype-Tissue Expression (GTEX) pilot analysis: multitissue gene
regulation in humans. Science, 2015, 348, 648-60

Biological, clinical and population relevance of 95 loci for blood lipids. Nature, 2010, 466, 707-13 50.4 2742

Genetic studies of body mass index yield new insights for obesity biology. Nature, 2015, 518, 197-206

Age-related clonal hematopoiesis associated with adverse outcomes. New England Journal of
Medicine, 2014, 371, 2488-98 59.2 2314

Association analyses of 249,796 individuals reveal 18 new loci associated with body mass index.
Nature Genetics, 2010, 42, 937-48

Genome-wide association studies for complex traits: consensus, uncertainty and challenges. Nature

Reviews Genetics, 2008, 9, 356-69 301 2126

Discovery and refinement of loci associated with lipid levels. Nature Genetics, 2013, 45, 1274-1283

Replication of genome-wide association signals in UK samples reveals risk loci for type 2 diabetes. 18
Science, 2007, 316, 1336-41 333 23

10 Years of GWAS Discovery: Biology, Function, and Translation. American Journal of Human
Genetics, 2017, 101, 5-22

Five years of GWAS discovery. American Journal of Human Genetics, 2012, 90, 7-24 11 1635

Hundreds of variants clustered in genomic loci and biological pathways affect human height.
Nature, 2010, 467, 832-8

Meta-analysis of genome-wide association data and large-scale replication identifies additional 6 1406
susceptibility loci for type 2 diabetes. Nature Genetics, 2008, 40, 638-45 363 149

Large-scale association analysis provides insights into the genetic architecture and pathophysiology

of type 2 diabetes. Nature Genetics, 2012, 44, 981-90




(2009-2010])

Twelve type 2 diabetes susceptibility loci identified through large-scale association analysis. Nature 6 ;
542 Genetics, 2010, 42, 579-89 363 1449

Areference panel of 64,976 haplotypes for genotype imputation. Nature Genetics, 2016, 48, 1279-83

Six new loci associated with body mass index highlight a neuronal influence on body weight 6
540 regulation. Nature Genetics, 2009, 41, 25-34 363

Defining the role of common variation in the genomic and biological architecture of adult human
height. Nature Genetics, 2014, 46, 1173-86

538 Transcriptome and genome sequencing uncovers functional variation in humans. Nature, 2013, 501, 5069d.4 1323

Common genetic determinants of vitamin D insufficiency: a genome-wide association study. Lancet,
The, 2010, 376, 180-8

6 Large-scale association analysis identifies new risk loci for coronary artery disease. Nature Genetics, 6 1
53% 2013, 45, 25-33 353 1172

Genome-wide association analysis identifies 13 new risk loci for schizophrenia. Nature Genetics,
2013, 45, 1150-9

Association scan of 14,500 nonsynonymous SNPs in four diseases identifies autoimmunity variants.

534 Nature Genetics, 2007, 39, 1329-37 363 1130

Common variants near MC4R are associated with fat mass, weight and risk of obesity. Nature
Genetics, 2008, 40, 768-75

Genome-wide association study identifies eight loci associated with blood pressure. Nature 6
532 Genetics, 2009, 41, 666-76 363 970

New genetic loci link adipose and insulin biology to body fat distribution. Nature, 2015, 518, 187-196

Metabolic profiling reveals a contribution of gut microbiota to fatty liver phenotype in
530 insulin-resistant mice. Proceedings of the National Academy of Sciences of the United States of 11.5 854
America, 2006, 103, 12511-6

A large-scale genome-wide association study of Asian populations uncovers genetic factors
influencing eight quantitative traits. Nature Genetics, 2009, 41, 527-34

Conditional and joint multiple-SNP analysis of GWAS summary statistics identifies additional

528 variants influencing complex traits. Nature Genetics, 2012, 44, 369-75, S1-3 363 813

Genome-wide trans-ancestry meta-analysis provides insight into the genetic architecture of type 2
diabetes susceptibility. Nature Genetics, 2014, 46, 234-44

Meta-analysis identifies 13 new loci associated with waist-hip ratio and reveals sexual dimorphism

526 in the genetic basis of fat distribution. Nature Genetics, 2010, 42, 949-60 363 724

Loci influencing lipid levels and coronary heart disease risk in 16 European population cohorts.

Nature Genetics, 2009, 41, 47-55




MARK MCCARTHY

524 The genetic architecture of type 2 diabetes. Nature, 2016, 536, 41-47 50.4 704

Genomics, type 2 diabetes, and obesity. New England Journal of Medicine, 2010, 363, 2339-50

Fine-mapping type 2 diabetes loci to single-variant resolution using high-density imputation and

522 islet-specific epigenome maps. Nature Genetics, 2018, 50, 1505-1513 363 675

Genome-wide association analysis identifies 20 loci that influence adult height. Nature Genetics,
2008, 40, 575-83

Interaction between ERAP1 and HLA-B27 in ankylosing spondylitis implicates peptide handling in

529 the mechanism for HLA-B27 in disease susceptibility. Nature Genetics, 2011, 43, 761-7

363 646

Genome-wide association study of CNVs in 16,000 cases of eight common diseases and 3,000
shared controls. Nature, 2010, 464, 713-20

Identification of seven loci affecting mean telomere length and their association with disease.

518 Nature Genetics, 2013, 45, 422-7, 427e1-2 363

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

A genome-wide approach accounting for body mass index identifies genetic variants influencing

516 fasting glycemic traits and insulin resistance. Nature Genetics, 2012, 44, 659-69 363

615

Large-scale association studies of variants in genes encoding the pancreatic beta-cell KATP channel
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