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Germline mutations affecting the proofreading domains of POLE and POLD1 predispose to colorectal
adenomas and carcinomas. Nature Genetics, 2013, 45, 136-144.

A genome-wide association scan of tag SNPs identifies a susceptibility variant for colorectal cancer at 914 754
8q24.21. Nature Genetics, 2007, 39, 984-988. .

Meta-analysis of genome-wide association data identifies four new susceptibility loci for colorectal
cancer. Nature Genetics, 2008, 40, 1426-1435.

Meta-analysis of three genome-wide association studies identifies susceptibility loci for colorectal 914 335
cancer at 1q41, 3926.2, 12q13.13 and 20q13.33. Nature Genetics, 2010, 42, 973-977. :

DNA polymerase E> and " exonuclease domain mutations in endomettrial cancer. Human Molecular
Genetics, 2013, 22, 2820-2828.

Multiple Common Susceptibility Variants near BMP Pathway Loci GREM1, BMP4, and BMP2 Explain Part

of the Missing Heritability of Colorectal Cancer. PLoS Genetics, 2011, 7, e1002105. 35 188

Identification of nine new susceptibility loci for endometrial cancer. Nature Communications, 2018, 9,
3166.

Association analyses identify 31 new risk loci for colorectal cancer susceptibility. Nature 12.8 179
Communications, 2019, 10, 2154. :

Identification of susceptibility loci for colorectal cancer in a genome-wide meta-analysis. Human
Molecular Genetics, 2014, 23, 4729-4737.

A new GWAS and meta-analysis with 1000Genomes imputation identifies novel risk variants for

colorectal cancer. Scientific Reports, 2015, 5, 10442. 3.3 109

Five endometrial cancer risk loci identified through genome-wide association analysis. Nature
Genetics, 2016, 48, 667-674.

Genetic Risk Score Mendelian Randomization Shows that Obesity Measured as Body Mass Index, but not
Wiaist:Hip Ratio, Is Causal for Endometrial Cancer. Cancer Epidemiology Biomarkers and Prevention, 2.5 64
2016, 25,1503-1510.

CYP19A1 fine-mapping and Mendelian randomization: estradiol is causal for endometrial cancer.
Endocrine-Related Cancer, 2016, 23, 77-91.

Genetic overlap between endometriosis and endometrial cancer: evidence from crossa€disease genetic

correlation and GWAS meta&€analyses. Cancer Medicine, 2018, 7, 1978-1987. 2.8 62

Mendelian randomisation analysis strongly implicates adiposity with risk of developing colorectal
cancer. British Journal of Cancer, 2016, 115, 266-272.

Fine-mapping of the HNF1B multicancer locus identifies candidate variants that mediate endometrial 9.9 50
cancer risk. Human Molecular Genetics, 2015, 24, 1478-1492. ’

Variation at 2q35 (<i>PNKD«</i>and<i>TMBIM1</[i>) influences colorectal cancer risk and identifies a

pleiotropic effect with inflammatory bowel disease. Human Molecular Genetics, 2016, 25, 2349-2359.

Meta-analysis of genome-wide association studies identifies common susceptibility polymorphisms for

colorectal and endometrial cancer near SH2B3 and TSHZ1. Scientific Reports, 2015, 5, 17369. 3.3 85
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Mendelian randomization analyses suggest a role for cholesterol in the development of endometrial

cancer. International Journal of Cancer, 2021, 148, 307-319.

Candidate locus analysis of the TERT&€“CLPTM1L cancer risk region on chromosome 5p15 identifies
multiple independent variants associated with endometrial cancer risk. Human Genetics, 2015, 134, 3.8 34
231-245.

The HABP2 G534E Variant Is an Unlikely Cause of Familial Nonmedullary Thyroid Cancer. Journal of
Clinical Endocrinology and Metabolism, 2016, 101, 1098-1103.

Comprehensive genetic assessment of the ESR1 locus identifies a risk region for endometrial cancer. 31 25
Endocrine-Related Cancer, 2015, 22, 851-861. ’

Recurrent Coding Sequence Variation Explains Only A Small Fraction of the Genetic Architecture of
Colorectal Cancer. Scientific Reports, 2015, 5, 16286.

GWAS meta-analysis of 16 852 women identifies new susceptibility locus for endometrial cancer. 9.9 19
Human Molecular Genetics, 2016, 25, ddw092. :

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 locus.
Human Genetics, 2021, 140, 1353-1365.

Common colorectal cancer risk alleles contribute to the multiple colorectal adenoma phenotype, but

do not influence colonic polyposis in FAP. European Journal of Human Genetics, 2015, 23, 260-263. 2.8 17



