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Genome-wide association studies of metabolites in Finnish men identify disease-relevant loci. Nature
Communications, 2022, 13, 1644.
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Intracellular retention of mutant lysyl oxidase leads to aortic dilation in response to increased
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Genetics of the extracellular matrix in aortic aneurysmal diseases. Matrix Biology, 2018, 71-72, 128-143. 3.6 17

New Sequencing technologies help revealing unexpected mutations in Autosomal Dominant

Hypercholesterolemia. Scientific Reports, 2018, 8, 1943.

Phenotypic Consequences of a Genetic Predisposition to Enhanced Nitric Oxide Signaling. Circulation,
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Diagnosis and management of adult hereditary cardio-neuromuscular disorders: A model for the
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Common and Rare Genetic Variation in <i>CCR2</[i> , <i>CCR5«<[i> , or <i>CX3CR1</i> and Risk of
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Loss of function mutation in <i>LOX<[i> causes thoracic aortic aneurysm and dissection in humans.
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Rare variant in scavenger receptor Bl raises HDL cholesterol and increases risk of coronary heart
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Association of exome sequences with plasma C-reactive protein levels in &gt;9000 participants. Human
Molecular Genetics, 2015, 24, 559-571.
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Genetic risk, coronary heart disease events, and the clinical benefit of statin therapy: an analysis of
primary and secondary prevention trials. Lancet, The, 2015, 385, 2264-2271.

Exome sequencing identifies rare LDLR and APOAS alleles conferring risk for myocardial infarction.
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Exome Sequencing and Directed Clinical Phenotyping Diagnose Cholesterol Ester Storage Disease
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