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susceptibility loci. Nature Genetics, 2015, 47, 1415-1425.
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Human serum metabolic profiles are age dependent. Aging Cell, 2012, 11, 960-967.

SNPs of the <i>FADS<[i> Gene Cluster are Associated with Polyunsaturated Fatty Acids in a Cohort of 17 218
Patients with Cardiovascular Disease. Lipids, 2008, 43, 289-299. :
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Differentially expressed genes and canonical pathway expression in human atherosclerotic plaques 4€*

Tampere Vascular Study. Scientific Reports, 2017, 7, 41483.

Metabolite profiling reveals new insights into the regulation of serum urate in humans. 3.0 51
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Stability of targeted metabolite profiles of urine samples under different storage conditions.
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