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Genetic analysis of over 1 million people identifies 535 new loci associated with blood pressure traits.
Nature Genetics, 2018, 50, 1412-1425.

A catalog of genetic loci associated with kidney function from analyses of a million individuals. 914 549
Nature Genetics, 2019, 51, 957-972. .

The power of genetic diversity in genome-wide association studies of lipids. Nature, 2021, 600, 675-679.

Protein-altering variants associated with body mass index implicate pathways that control energy

intake and expenditure in obesity. Nature Genetics, 2018, 50, 26-41. 214 286

Target genes, variants, tissues and transcriptional pathways influencing human serum urate levels.
Nature Genetics, 2019, 51, 1459-1474.

Novel Blood Pressure Locus and Gene Discovery Using Genome-Wide Association Study and Expression

Data Sets From Blood and the Kidney. Hypertension, 2017, 70, . 27 123

Novel genetic associations for blood pressure identified via gene-alcohol interaction in up to 570K
individuals across multiple ancestries. PLoS ONE, 2018, 13, e0198166.

Genome-wide association meta-analysis of individuals of European ancestry identifies new loci
explaining a substantial fraction of hair color variation and heritability. Nature Genetics, 2018, 50, 21.4 86
652-656.

Associations of autozygosity with a broad range of human phenotypes. Nature Communications, 2019,
10, 4957.

Multi-ancestry study of blood lipid levels identifies four loci interacting with physical activity.

Nature Communications, 2019, 10, 376. 12.8 64

Genome-wide association study in almost 195,000 individuals identifies 50 previously unidentified
genetic loci for eye color. Science Advances, 2021, 7, .

Genome-wide association meta-analysis identifies five novel loci for age-related hearing impairment. 3.3 39
Scientific Reports, 2019, 9, 15192. :

A birdd€™s-eye view of Italian genomic variation through whole-genome sequencing. European Journal of
Human Genetics, 2020, 28, 435-444.

Effects of Calcium, Magnesium, and Potassium Concentrations on Ventricular Repolarization in

Unselected Individuals. Journal of the American College of Cardiology, 2019, 73, 3118-3131. 2.8 27

Genomic Studies in a Large Cohort of Hearing Impaired Italian Patients Revealed Several New Alleles, a
Rare Case of Uniparental Disomy (UPD) and the Importance to Search for Copy Number Variations.
Frontiers in Genetics, 2018, 9, 681.

Whole-genome sequencing reveals new insights into age-related hearing loss: cumulative effects,

pleiotropy and the role of selection. European Journal of Human Genetics, 2018, 26, 1167-1179. 2.8 22

Gene-educational attainment interactions in a multi-ancestry genome-wide meta-analysis identify novel

blood pressure loci. Molecular Psychiatry, 2020, 26,2111-2125.

Next Generation Sequencing and Animal Models Reveal SLC9A3R1 as a New Gene Involved in Human

Age-Related Hearing Loss. Frontiers in Genetics, 2019, 10, 142. 23 1
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F cell numbers are associated with an Xa€tinked genetic polymorphism and correlate with

haematological parameters in patients with sickle cell disease. British Journal of Haematology, 2020,
191, 888-896.



