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Discovery of common and rare genetic risk variants for colorectal cancer. Nature Genetics, 2019, 51,
76-87.
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Genome-wide minor histocompatibility matching as related to the risk of graft-versus-host disease.
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Polymorphic variants in tenascin-C (TNC) are associated with atherosclerosis and coronary artery
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Diabetes. Journal of Nutrition, 2004, 134, 799-805.




