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18 The trans-ancestral genomic architecture of glycemic traits. Nature Genetics, 2021, 53, 840-860. 21.4 341



3

Massimo Mangino

# Article IF Citations

19 Genome-wide association studies identify 137 genetic loci for DNA methylation biomarkers of aging.
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20 A Bidirectional Mendelian Randomization Study to evaluate the causal role of reduced blood vitamin
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Variation in the SERPINA6/SERPINA1 locus alters morning plasma cortisol, hepatic corticosteroid
binding globulin expression, gene expression in peripheral tissues, and risk of cardiovascular disease.
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59 GWAS of epigenetic aging rates in blood reveals a critical role for TERT. Nature Communications, 2018,
9, 387. 12.8 151
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Glycosylation Profile of Immunoglobulin G Is Cross-Sectionally Associated With Cardiovascular
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64 ExomeChip-Wide Analysis of 95 626 Individuals Identifies 10 Novel Loci Associated With QT and JT
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66 Smoking induces coordinated DNA methylation and gene expression changes in adipose tissue with
consequences for metabolic health. Clinical Epigenetics, 2018, 10, 126. 4.1 110
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69 The fecal metabolome as a functional readout of the gut microbiome. Nature Genetics, 2018, 50,
790-795. 21.4 482
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repair contributes to joint fibrosis. PLoS ONE, 2018, 13, e0190120. 2.5 8
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