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Rare Variant Analysis of Obesity-Associated Genes in Young Adults With Severe Obesity From a
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Maternal Glycemic Dysregulation During Pregnancy and Neonatal Blood DNA Methylation:
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Multi-ancestry genome-wide association study of gestational diabetes mellitus highlights genetic

links with type 2 diabetes. Human Molecular Genetics, 2022, 31, 3377-3391. 2.9 47

Epi%enetic changes associated with hyperglycaemia exposure in the longitudinal D.E.S.I.R. cohort.
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Multi-ancestry genetic study of type 2 diabetes highlights the power of diverse populations for
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Epigenetic and Transcriptomic Programming of HSC Quiescence Signaling in Large for Gestational Age
Neonates. International Journal of Molecular Sciences, 2022, 23, 7323.

Monogenic diabetes characteristics in a transnational multicenter study from Mediterranean 0.8 ;
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Chromatin 3D interaction analysis of the STARD10 locus unveils FCHSD2 as a regulator of insulin
secretion. Cell Reports, 2021, 34, 108703.

SHP2 drives inflammation-triggered insulin resistance by reshaping tissue macrophage populations.
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The trans-ancestral genomic architecture of glycemic traits. Nature Genetics, 2021, 53, 840-860.

Epigenome-Wide Association Study Reveals Methylation Loci Associated With Offspring Gestational
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Identification of Key Regions Mediating Human Melatonin Type 1 Receptor Functional Selectivity
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Processes Underlying Glycemic Deterioration in Type 2 Diabetes: An IMI DIRECT Study. Diabetes Care,
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Elevated circulating follistatin associates with an increased risk of type 2 diabetes. Nature
Communications, 2021, 12, 6486.

<i>NACHO:<[i> an R package for quality control of NanoString nCounter data. Bioinformatics, 2020,
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The expression of genes in top obesity-associated loci is enriched in insula and substantia nigra brain

regions involved in addiction and reward. International Journal of Obesity, 2020, 44, 539-543.

General regression model: A &€cemodeld€freed€-association test for quantitative traits allowing to test for
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Pathogenic variants in actionable MODY genes are associated with type 2 diabetes. Nature Metabolism,
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Persistent or Transient Human 12 Cell Dysfunction Induced by Metabolic Stress: Specific Signatures and 64 65
Shared Gene Expression with Type 2 Diabetes. Cell Reports, 2020, 33, 108466. )

Gene-educational attainment interactions in a multi-ancestry genome-wide meta-analysis identify novel
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Histone deacetylase 9 promoter hypomethylation associated with adipocyte dysfunction is a
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Multiancestry Genome-Wide Association Study of Lipid Levels Incorporating Gene-Alcohol
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Multi-ancestry study of blood lipid levels identifies four loci interacting with physical activity.
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A catalog of genetic loci associated with kidney function from analyses of a million individuals.
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Laser capture microdissection of human pancreatic islets reveals novel eQTLs associated with type 2
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A multi-ancestry genome-wide study incorporating genea€“smoking interactions identifies multiple new
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Multi-ancestry genome-wide gened€“smoking interaction study of 387,272 individuals identifies new loci
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Refining the accuracy of validated target identification through coding variant fine-mapping in type 2
diabetes. Nature Genetics, 2018, 50, 559-571.

A Large-Scale Multi-ancestry Genome-wide Study Accounting for Smoking Behavior Identifies Multiple
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Increased Hepatic PDGF-AA Signaling Mediates Liver Insulin Resistance in Obesity-Associated Type 2
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Jointly Modelling Single Nucleotide Polymorphisms With Longitudinal and Time-to-Event Trait: An
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Type 2 diabetesd€“associated variants of the MT <sub>2<[sub> melatonin receptor affect distinct modes
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Novel genetic associations for blood pressure identified via gene-alcohol interaction in up to 570K
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