42

papers

44

all docs

201674

7,390 27
citations h-index
44 44
docs citations times ranked

302126
39

g-index

15621

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Genome-wide association study of circulating interleukin 6 levels identifies novel loci. Human
Molecular Genetics, 2021, 30, 393-409.

Analysis of the genetic variants associated with circulating levels of sgp130. Results from the a1 1
IMPROVE study. Genes and Immunity, 2020, 21, 100-108. :

Associations of autozygosity with a broad range of human phenotypes. Nature Communications, 2019,
10, 4957.

GWAS and colocalization analyses implicate carotid intima-media thickness and carotid plaque loci in

cardiovascular outcomes. Nature Communications, 2018, 9, 5141. 12.8 119

Genome-wide association study with additional genetic and post-transcriptional analyses reveals
novel regulators of plasma factor Xl levels. Human Molecular Genetics, 2017, 26, ddw401.

Genome-wide meta-analysis of 241,258 adults accounting for smoking behaviour identifies novel loci

for obesity traits. Nature Communications, 2017, 8, 14977. 12.8 169

An Expanded Genome-Wide Association Study of Type 2 Diabetes in Europeans. Diabetes, 2017, 66,
2888-2902.

Impact of common genetic determinants of Hemoglobin Alc on type 2 diabetes risk and diagnosis in
ancestrally diverse populations: A transethnic genome-wide meta-analysis. PLoS Medicine, 2017, 14, 8.4 341
€1002383.

Fast and general tests of genetic interaction for genome-wide association studies. PLoS
Computational Biology, 2017, 13, e1005556.

Identification of a novel proinsulin-associated SNP and demonstration that proinsulin is unlikely to
be a causal factor in subclinical vascular remodelling using Mendelian randomisation. 0.8 3
Atherosclerosis, 2017, 266, 196-204.

Mapping of 79 loci for 83 plasma protein biomarkers in cardiovascular disease. PLoS Genetics, 2017, 13,
e1006706.

Genetic loci on chromosome 5 are associated with circulating levels of interleukin-5 and eosinophil

count in a European population with high risk for cardiovascular disease. Cytokine, 2016, 81, 1-9. 3.2 12

Discovery and refinement of genetic loci associated with cardiometabolic risk using dense imputation
maps. Nature Genetics, 2016, 48, 1303-1312.

Soluble CD93 Is Involved in Metabolic Dysregulation but Does Not Influence Carotid Intima-Media 0.6 14
Thickness. Diabetes, 2016, 65, 2888-2899. :

Analysis with the exome array identifies multiple new independent variants in lipid loci. Human
Molecular Genetics, 2016, 25, 4094-4106.

A meta-analysis of 120 246 individuals identifies 18 new loci for fibrinogen concentration. Human 9.9 73
Molecular Genetics, 2016, 25, 358-370. ’
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