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DNA methylation within melatonin receptor 1A (MTNR1A) mediates paternally transmitted genetic
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Genetic variants associated with earlier age at menopause increase the risk of cardiovascular events 20 29
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Genetic analysis of dietary intake identifies new loci and functional links with metabolic traits.
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22 BMC Genetics, 2018, 19, 70. 27 o

Meta-analysis of genome-wide association studies identifies ancestry-specific associations underlying
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