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Common variants at 19p13 are associated with susceptibility to ovarian cancer. Nature Genetics,
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A study based on whole-genome sequencing yields a rare variant at 824 associated with prostate
cancer. Nature Genetics, 2012, 44, 1326-9

A sequence variant at 4p16.3 confers susceptibility to urinary bladder cancer. Nature Genetics, 2010
54 42,4159 363 138

Genetic correction of PSA values using sequence variants associated with PSA levels. Science
Translational Medicine, 2010, 2, 62ra92
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cancers and hormone-related traits. Nature Communications, 2018, 9, 3636

Genome-wide association meta-analysis yields 20 loci associated with gallstone disease. Nature

26 Communications, 2018, 9, 5101 17.4 29

Evaluation of association of HNF1B variants with diverse cancers: collaborative analysis of data
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The Icelandic Cancer Project--a population-wide approach to studying cancer. Nature Reviews
Cancer, 2004, 4, 488-92

16 Sequence variant at 4925 near PITX2 associates with appendicitis. Scientific Reports, 2017, 7, 3119 4.9 10
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