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Variants associated with expression have sex-differential effects on lung function. Wellcome Open

Research, 2020, 5, 111 48 o

Rare and common genetic variations in the Keap1/Nrf2 antioxidant response pathway impact
thyroglobulin gene expression and circulating levels, respectively. Biochemical Pharmacology, 2020,
173, 113605

The Association between Salt Taste Perception, Mediterranean Diet and Metabolic Syndrome: A
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Causal Effect of Plasminogen Activator Inhibitor Type 1 on Coronary Heart Disease. Journal of the
244 American Heart Association, 2017, 6,

Validation of Surrogates of Urine Osmolality in Population Studies. American Journal of Nephrology,
2017, 46, 26-36
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