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Multi-ancestry study of blood lipid levels identifies four loci interacting with physical activity.

Nature Communications, 2019, 10, 376.
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European Journal of Clinical Investigation, 2016, 46, 481-490.

Dietary patterns and physical activity in the metabolically (un)healthy obese: the Dutch Lifelines

cohort study. Nutrition Journal, 2018, 17, 18. 34 50

Distribution of Non-Persistent Endocrine DisruEtors in Two Different Regions of the Human Brain.
International Journal of Environmental Research and Public Health, 2017, 14, 1059.

Genea€“Lifestyle Interactions in Obesity. Current Nutrition Reports, 2012, 1, 184-196. 4.3 46

Sex, BMI and age differences in metabolic syndrome: the Dutch Lifelines Cohort Study. Endocrine
Connections, 2017, 6, 278-288.

Activating Transcription Factor 6 Polymorphisms and Haplotypes Are Associated with Impaired
Glucose Homeostasis and Type 2 Diabetes in Dutch Caucasians. Journal of Clinical Endocrinology and 3.6 45
Metabolism, 2007, 92, 2720-2725.

Thyroid function and metabolic syndrome in the population-based LifeLines cohort study. BMC
Endocrine Disorders, 2017, 17, 65.

Possible Obesogenic Effects of Bisphenols Accumulation in the Human Brain. Scientific Reports, 2018,
8, 8186. 33 42

Skin autofluorescence, a non-invasive biomarker for advanced glycation end products, is associated
with the metabolic syndrome and its individual components. Diabetology and Metabolic Syndrome,
2017, 9, 42.

Common Variants in the Type 2 Diabetes KCNQ1 Gene Are Associated with Impairments in Insulin

Secretion During Hyperglycaemic Glucose Clamp. PLoS ONE, 2012, 7, e32148. 2.5 87

Mendelian randomisation analyses find pulmonary factors mediate the effect of height on coronary
artery disease. Communications Biology, 2019, 2, 119.

Identification, Heritability, and Relation With Gene Expression of Novel DNA Methylation Loci for 07 a3
Blood Pressure. Hypertension, 2020, 76, 195-205. :

Pleiotropic effects of obesity-susceptibility loci on metabolic traits: a meta-analysis of up to 37,874
individuals. Diabetologia, 2013, 56, 2134-2146.

GWAS identifies an NAT2 acetylator status tag single nucleotide polymorphism to be a major locus for 6.3 39
skin fluorescence. Diabetologia, 2014, 57, 1623-1634. )

The association between various smoking behaviors, cotinine biomarkers and skin autofluorescence, a

marker for advanced glycation end product accumulation. PLoS ONE, 2017, 12, e0179330.

Meta-analyses identify DNA methylation associated with kidney function and damage. Nature

Communications, 2021, 12, 7174. 12.8 30



56

58

60

62

64

66

68

70

72

ARTICLE IF CITATIONS

Epigenome-wide association study of incident type 2 diabetes: a meta-analysis of five prospective
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