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Computational estimates of annular diameter reveal genetic determinants of mitral valve function 5.0
and disease. JCl Insight, 2022, 7, . :

Rare loss-of-function mutations of <i>PTGIR</i> are enriched in fibromuscular dysplasia.
Cardiovascular Research, 2021, 117, 1154-1165.
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Chromatin Accessibility of Human Mitral Valves and Functional Assessment of MVP Risk Loci.
Circulation Research, 2021, 128, e84-e101.

GENETIC ASSOCIATION STUDIES OF FIBROMUSCULAR DYSPLASIA IDENTIFY NEW RISK LOCI AND SHARED
GENETIC BASIS WITH MORE COMMON VASCULAR DISEASES. Journal of Hypertension, 2021, 39, e267.

RARE LOSS-OF-FUNCTION MUTATIONS OF PTGIR IDENTIFIED IN FIBROMUSCULAR DYSPLASIA AND
SPONTANEOUS CORONARY ARTERY DISSECTION. Journal of Hypertension, 2021, 39, e262-e263.

National French registry of spontaneous coronary artery dissections: prevalence of fibromuscular
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Genome-Wide Association Meta-Analysis Supports Genes Involved in Valve and Cardiac Development to
Associate With Mitral Valve Prolapse. Circulation Genomic and Precision Medicine, 2021, 14, e003148.

Plasma and genetic determinants of soluble TREM-1 and major adverse cardiovascular events in a
prospective cohort of acute myocardial infarction patients. Results from the FAST-MI 2010 study. 1.7 3
International Journal of Cardiology, 2021, 344, 213-219.

Genetics and Genetic Counselling Relevant to Mitral Valve Prolapse. , 2021, , 151-163.

Genetic investigation of fibromuscular dysplasia identifies risk loci and shared genetics with common

cardiovascular diseases. Nature Communications, 2021, 12, 6031. 12.8 34

Recent Advances on the Genetics of Spontaneous Coronary Artery Dissection. Circulation Genomic
and Precision Medicine, 2021, 14, CIRCGEN121003393.

Abstract P418: Transcriptomic And Genomic DNA Accessibility Dynamics During Differentiation Of
Induced Pluripotent Stem Cells Derived Smooth Muscle Cells And Acquisition Of Contractile 4.5 0
Phenotype. Circulation Research, 2021, 129, .

Abstract MP246: Epigenetic Regulation At <i>LRP1</[i> Susceptibility Locus And Characterization Of
<i>LRP1<[i> Function In Human Induced Pluripotent Stem Cells Derived Smooth Muscle Cells.
Circulation Research, 2021, 129, .

A plasma proteogenomic signature for fibromuscular dysplasia. Cardiovascular Research, 2020, 116, 2.8 97
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Transcriptome Analysis of IncRNAs in Pheochromocytomas and Paragangliomas. Journal of Clinical

Endocrinology and Metabolism, 2020, 105, 898-907.
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Genetic Study of <i>PHACTR1</i> and Fibromuscular Dysplasia, Meta-Analysis and Effects on Clinical

Features of Patients. Hypertension, 2020, 76, e4-e7.

Genome-wide Association Study of Change in Fasting Glucose over time in 13,807 non-diabetic European

Ancestry Individuals. Scientific Reports, 2019, 9, 9439. 33 5

Primary cilia defects causing mitral valve prolapse. Science Translational Medicine, 2019, 11, .
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Medicine, 2019, 12, e002497.

Genetic association study between T-786C NOS3 polymorphism and essential hypertension in an
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Spontaneous coronary artery dissections and fibromuscular dysplasia: Current insights on
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Association of the PHACTR1/EDN1 Genetic Locus With Spontaneous Coronary Artery Dissection.
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Fibromuscular Dysplasia and Its Neurologic Manifestations. JAMA Neurology, 2019, 76, 217. 9.0 50

The <i>MITF<[i>, p.E318K Variant, as a Risk Factor for Pheochromocytoma and Paraganglioma. Journal
of Clinical Endocrinology and Metabolism, 2016, 101, 4764-4768.
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Genetics, 2016, 9, 189-192. :

The genetics of blood pressure regulation and its target organs from association studies in 342,415
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The relationship between MTHFR C677T gene polymorphism and essential hypertension in a sample of an
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Genetic and Functional Studies Implicate G6PC2 in the Regulation of Fasting Blood Glucose. , 2016, ,
337-362.

Genetic risk of type 2 diabetes in populations of the African continent: A systematic review and

meta-analyses. Diabetes Research and Clinical Practice, 2016, 114, 136-150. 2.8 22
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PHACTR1 Is a Genetic Susceptibility Locus for Fibromuscular Dysplasia Supporting Its Complex Genetic a5 146
Pattern of Inheritance. PLoS Genetics, 2016, 12, e1006367. :
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Mitral valve diseased€”morphology and mechanisms. Nature Reviews Cardiology, 2015, 12, 689-710.

Mutations in DCHS1 cause mitral valve prolapse. Nature, 2015, 525, 109-113. 27.8 150

Genetic association analyses highlight biological pathways underlying mitral valve prolapse. Nature
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Identification of heart rated€“associated loci and their effects on cardiac conduction and rhythm
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Large-scale association analyses identify new loci influencing glycemic traits and provide insight into
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fasting glycemic traits and insulin resistance. Nature Genetics, 2012, 44, 659-669. 214 762
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Association of Genetic Loci With Glucose Levels in Childhood and Adolescence. Diabetes, 2011, 60,
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Genetic Polymorphisms in the Hypothalamic Pathway in Relation to Subsequent Weight Change 4€“ The 05 28
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New genetic loci implicated in fasting glucose homeostasis and their impact on type 2 diabetes risk.
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Mutations in G6PC2 do not contribute to monogenic forms of early infancy diabetes and beta cell
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