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Genetic analysis of over 1 million people identifies 535 new loci associated with blood pressure traits.
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Trans-ancestry genome-wide association study identifies 12 genetic loci influencing blood pressure
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With Major Depressive Disorder. JAMA Psychiatry, 2015, 72, 642.
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Target genes, variants, tissues and transcriptional pathways influencing human serum urate levels.
Nature Genetics, 2019, 51, 1459-1474.

Age- And Sex-Related Variations in Platelet Count in Italy: A Proposal of Reference Ranges Based on 05 190
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Genetic insights into biological mechanisms governing human ovarian ageing. Nature, 2021, 596,
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Meta-Analysis of Genome-Wide Association Studies Identifies Six New Loci for Serum Calcium
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Initiation of the breakage-fusion-bridge mechanism through common fragile site activation in human
breast cancer cells: the model of PIP gene duplication from a break at FRA7I. Human Molecular 2.9 124
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Novel Blood Pressure Locus and Gene Discovery Using Genome-Wide Association Study and Expression
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Genome-wide meta-analysis associates HLA-DQA1/DRB1 and LPA and lifestyle factors with human
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Hearing function and thresholds: a genome-wide association study in European isolated populations
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Body mass index is directly associated with biomarkers of angiogenesis and inflammation in children
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Modulation of Genetic Associations with Serum Urate Levels by Body-Mass-Index in Humans. PLoS ONE,
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Differential and shared genetic effects on kidney function between diabetic and non-diabetic
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population. European Journal of Human Genetics, 2011, 19, 593-596.
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Unbalanced expression of HLA-A and -B antigens: A specific feature of cutaneous melanoma and other
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Genetics of PIGFJDIasma levels highlights a role of its receptors and supports the link between 3.3 6

angiogenesis and immunity. Scientific Reports, 2021, 11, 16821.
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