129

papers

147

all docs

15001

35,121 68
citations h-index
147 147
docs citations times ranked

132

g-index

47553

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Multitrait genetic association analysis identifies 50 new risk loci for gastro-oesophageal reflux,
seven new loci for Barretta€™s oesophagus and provides insights into clinical heterogeneity in reflux
diagnosis. Gut, 2022, 71, 1053-1061.

Prevalence of Alpha-1 Antitrypsin Deficiency, Self-Reported Behavior Change, and Health Care
Engagement Among Direct-to-Consumer Recipients of a Personalized Genetic Risk Report. Chest, 2022, 0.4 13
161, 373-381.

Multi-Trait Genetic Analysis Identifies Autoimmune Loci Associated with Cutaneous Melanoma. Journal
of Investigative Dermatology, 2022, 142, 1607-1616.

Polygenic prediction of educational attainment within and between families from genome-wide

association analyses in 3 million individuals. Nature Genetics, 2022, 54, 437-449. 94 215

Characterizing mood disorders in the AFFECT study: a large, longitudinal, and phenotypically rich
genetic cohort in the US. Translational Psychiatry, 2022, 12, 121.

Genome-wide association analysis and replication in 810,625 individuals with varicose veins. Nature

Communications, 2022, 13, . 5.8 8

Genome-wide association study of musical beat synchronization demonstrates high polygenicity.
Nature Human Behaviour, 2022, 6, 1292-1309.
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Age-of-onset information helps identify 76 genetic variants associated with allergic disease. PLoS 15 97
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Characterization of Prevalence and Health Consequences of Uniparental Disomy in Four Million
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Genome-wide meta-analysis of depression identifies 102 independent variants and highlights the

importance of the prefrontal brain regions. Nature Neuroscience, 2019, 22, 343-352. 71 1,589
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Genome-wide association meta-analysis of individuals of European ancestry identifies new loci
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Genome-wide meta-analysis of cognitive empathy: heritability, and correlates with sex,

neuropsychiatric conditions and cognition. Molecular Psychiatry, 2018, 23, 1402-1409. 41 102

Phenome-wide association studies across large population cohorts support drug target validation.
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A multi-stage genome-wide association study of uterine fibroids in African Americans. Human Genetics,
2017, 136, 1363-1373.

A meta-analysis of genome-wide association studies identifies 17 new Parkinson's disease risk loci. o4 944
Nature Genetics, 2017, 49, 1511-1516. .

Genome-wide association and HLA region fine-mapping studies identify susceptibility loci for multiple

common infections. Nature Communications, 2017, 8, 599.

Genetic Associations with Gestational Duration and Spontaneous Preterm Birth. New England Journal 13.9 309
of Medicine, 2017, 377, 1156-1167. ’



56

58

60

62

64

66

68

70

72

ARTICLE IF CITATIONS

Multiethnic GWAS Reveals Polygenic Architecture of Earlobe Attachment. American Journal of Human

Genetics, 2017, 101, 913-924.

Gene-based analysis of regulatory variants identifies 4 putative novel asthma risk genes related to

nucleotide synthesis and signaling. Journal of Allergy and Clinical Immunology, 2017, 139, 1148-1157. L5 2
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A genetic variant near olfactory receptor genes influences cilantro preference. Flavour, 2012, 1, .
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