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New genetic loci implicated in fasting glucose homeostasis and their impact on type 2 diabetes risk.
Nature Genetics, 2010, 42, 105-116.

The genetic architecture of type 2 diabetes. Nature, 2016, 536, 41-47. 27.8 952

Meta-analysis identifies 13 new loci associated with waist-hip ratio and reveals sexual dimorphism in
the genetic basis of fat distribution. Nature Genetics, 2010, 42, 949-960.

Rare and low-frequency coding variants alter human adult height. Nature, 2017, 542, 186-190. 27.8 544

Exome-wide association study of plasma lipids in &gt;300,000 individuals. Nature Genetics, 2017, 49,
1758-1766.

Refining the accuracy of validated target identification through coding variant fine-mapping in type 2 914 356
diabetes. Nature Genetics, 2018, 50, 559-571. .

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

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

Performance characteristics of five immunoassays for SARS-CoV-2: a head-to-head benchmark
comparison. Lancet Infectious Diseases, The, 2020, 20, 1390-1400.

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

Trans-ancestry meta-analyses identify rare and common variants associated with blood pressure and
hypertension. Nature Genetics, 2016, 48, 1151-1161.

The Duration, Dynamics, and Determinants of Severe Acute Respiratory Syndrome Coronavirus 2
(SARS-CoV-2) Antibody Responses in Individual Healthcare Workers. Clinical Infectious Diseases, 2021, 5.8 235
73,e699-e709.

Differential occupational risks to healthcare workers from SARS-CoV-2 observed during a prospective
observational study. ELife, 2020, 9, .

Regulatory variants at KLF14 influence type 2 diabetes risk via a female-specific effect on adipocyte size

and body composition. Nature Genetics, 2018, 50, 572-580. 214 143

Structural and Functional Properties of Deep Abdominal Subcutaneous Adipose Tissue Explain Its
Association With Insulin Resistance and Cardiovascular Risk in Men. Diabetes Care, 2014, 37, 821-829.

Comprehensive Human Adipose Tissue mRNA and MicroRNA Endogenous Control Selection for 3.0 108
Quantitative Reala€Timea€PCR Normalization. Obesity, 2011, 19, 888-892. ’

Identification and Functional Characterization of G6PC2 Coding Variants Influencing Glycemic Traits

Define an Effector Transcript at the G6PC2-ABCB11 Locus. PLoS Genetics, 2015, 11, e1004876.

De Novo Lipogenesis and Stearoyl-CoA Desaturase Are Coordinately Regulated in the Human Adipocyte
and Protect against Palmitate-induced Cell Injury. Journal of Biological Chemistry, 2010, 285, 3.4 92
6044-6052.
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Discovery of rare variants associated with blood pressure regulation through meta-analysis of 1.3

million individuals. Nature Genetics, 2020, 52, 1314-1332.

Protein-coding variants implicate novel genes related to lipid homeostasis contributing to body-fat 914 89
distribution. Nature Genetics, 2019, 51, 452-469. :

LRP5 Regulates Human Body Fat Distribution by Modulating Adipose Progenitor Biology in a Dose- and
Depot-Specific Fashion. Cell Metabolism, 2015, 21, 262-273.

Gluteofemoral Adipose Tissue Plays a Major Role in Production of the Lipokine Palmitoleate in 0.6 g4
Humans. Diabetes, 2012, 61, 1399-1403. :

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

Meta-analysis of up to 622,409 individuals identifies 40 novel smoking behaviour associated genetic 79 83
loci. Molecular Psychiatry, 2020, 25, 2392-2409. )

An atlas of G-protein coupled receptor expression and function in human subcutaneous adipose
tissue. , 2015, 146, 61-93.

An Observational Cohort Study on the Incidence of Severe Acute Respiratory Syndrome Coronavirus 2
(SARS-CoV-2) Infection and B.1.1.7 Variant Infection in Healthcare Workers by Antibody and Vaccination 5.8 64
Status. Clinical Infectious Diseases, 2022, 74, 1208-1219.

Coexpression Network Analysis in Abdominal and Cluteal Adipose Tissue Reveals Regulatory Genetic
Loci for Metabolic Syndrome and Related Phenotypes. PLoS Genetics, 2012, 8, e1002505.

A haemagglutination test for rapid detection of antibodies to SARS-CoV-2. Nature Communications, 12.8 54
2021,12,1951. ’

A Low-Frequency Inactivating <i>AKT2<[i> Variant Enriched in the Finnish Population Is Associated
With Fasting Insulin Levels and Type 2 Diabetes Risk. Diabetes, 2017, 66, 2019-2032.

MicroRNA Expression in Abdominal and Gluteal Adipose Tissue Is Associated with mRNA Expression 05 46
Levels and Partly Genetically Driven. PLoS ONE, 2011, 6, e27338. :

The proposed systemic thermogenic metabolites succinate and 12,13-diHOME are inversely associated
with adiposity and related metabolic traits: evidence from a large human cross-sectional study.
Diabetologia, 2019, 62, 2079-2087.

Cohort Profile: The Oxford Biobank. International Journal of Epidemiology, 2018, 47, 21-21g. 1.9 39

Context-specific regulation of surface and soluble IL7R expression by an autoimmune risk allele.
Nature Communications, 2019, 10, 4575.

Sex and APOE: A memory advantage in male APOE Tp4 carriers in midlife. Cortex, 2017, 88, 98-105. 2.4 34

RSPO3 impacts body fat distribution and regulates adipose cell biology in vitro. Nature

Communications, 2020, 11, 2797.

Sequence data and association statistics from 12,940 type 2 diabetes cases and controls. Scientific 5.3 31
Data, 2017, 4,170179. :
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High resolution HLA haplotyping by imputation for a British population bioresource. Human

Immunology, 2017, 78, 242-251.

Association of prolactin receptor (<i>PRLR</i>) variants with prolactinomas. Human Molecular 2.9 o4
Genetics, 2019, 28, 1023-1037. :

MicroRNA-196a links human body fat distribution to adipose tissue extracellular matrix composition.
EBioMedicine, 2019, 44, 467-475.

Bone morphogenetic protein 2 is a depot-specific regulator of human adipogenesis. International 3.4 21
Journal of Obesity, 2019, 43, 2458-2468. :

Dissociable Catecholaminergic Modulation of Visual Attention: Differential Effects of
Catechol-O-Methyltransferase and Dopamine Beta-Hydroxylase Genes on Visual Attention.
Neuroscience, 2019, 412, 175-189.

Markers of adipose tissue hypoxia are elevated in subcutaneous adipose tissue of severely obese
patients with obesity hypoventilation syndrome but not in the moderately obese. International 3.4 14
Journal of Obesity, 2021, 45, 1618-1622.

Associations of Outdoor Temperature, Bright Sunlight, and Cardiometabolic Traits in Two European
Population-Based Cohorts. Journal of Clinical Endocrinology and Metabolism, 2019, 104, 2903-2910.

The associations between body fat distribution and bone mineral density in the Oxford Biobank: a

cross sectional study. Expert Review of Endocrinology and Metabolism, 2022, 17, 75-81. 2.4 10

Regional fat depot masses are influenced by protein-coding gene variants. PLoS ONE, 2019, 14, e0217644.

TCF7L2 glays a complex role in human adipose progenitor biology, which might contribute to genetic 3.4 6

susceptibility to type 2 diabetes. Metabolism: Clinical and Experimental, 2022, 133, 155240.

Absence of Relationship Between MTTP Haplotypes and Longevity. Journals of Gerontology - Series A
Biological Sciences and Medical Sciences, 2007, 62, 202-205.

Elevated risk of invasive group A streptococcal disease and host genetic variation in the human

leucocyte antigen locus. Genes and Immunity, 2020, 21, 63-70. 41 5

Triglyceride-lowering LPL alleles combined with LDL-C-lowering alleles are associated with an
additively improved lipoprotein profile. Atherosclerosis, 2021, 328, 144-152.

Apolipoprotein A-V is a potential target for treating coronary artery disease: evidence from genetic

and metabolomic analyses. Journal of Lipid Research, 2022, , 100193. 4.2 4

The Arg82Cys Polymorphism of the Protein Nepmucin Implies a Role in HDL Metabolism. Journal of the

Endocrine Society, 2022, 6, bvac034.




