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Genome-wide association study identifies 48 common genetic variants associated with handedness.

Nature Human Behaviour, 2021, 5, 59-70

Genetic analysis of endometriosis and depression identifies shared loci and implicates causal links

256 with gastric mucosa abnormality. Human Genetics, 2021, 140, 529-552

Genetic analyses of gynecological disease identify genetic relationships between uterine fibroids

and endometrial cancer, and a novel endometrial cancer genetic risk region at the WNT4 1p36.12
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226 genetic correlation and GWAS meta-analyses. Cancer Medicine, 2018, 7, 1978-1987 48 40

Common Variant Burden Contributes to the Familial Aggregation of Migraine in 1,589 Families.
Neuron, 2018, 98, 743-753.e4
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WNT signaling to its etiology. Journal of Investigative Dermatology, 2013, 133, 1489-96

Unique X-linked Familial FSGS with co-segregating heart block disorder is associated with a

136 mutation in the NXF5 gene. Human Molecular Genetics, 2013, 22, 3654-66

5.6 21

Estimation and partitioning of polygenic variation captured by common SNPs for Alzheimer(
disease, multiple sclerosis and endometriosis. Human Molecular Genetics, 2013, 22, 832-41

L A mega-analysis of genome-wide association studies for major depressive disorder. Molecular c1 8
34 psychiatry, 2013, 18, 497-511 5. 53

Identification of seven loci affecting mean telomere length and their association with disease.
Nature Genetics, 2013, 45, 422-7, 427e1-2

L Meta-analysis of telomere length in 19,713 subjects reveals high heritability, stronger maternal
32 inheritance and a paternal age effect. European Journal of Human Genetics, 2013, 21, 1163-8 53

GWAS of 126,559 individuals identifies genetic variants associated with educational attainment.

Science, 2013, 340, 1467-71

Genome-wide meta-analysis identifies new susceptibility loci for migraine. Nature Genetics, 2013,
139 45,912-917 363 276

Fine mapping of variants associated with endometriosis in the WNT4 region on chromosome 1p36.

International Journal of Molecular Epidemiology and Genetics, 2013, 4, 193-206




DALE NYHOLT
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