
Tom R Gaunt

List of Publications by Year
in descending order

Source: https://exaly.com/author-pdf/7623815/publications.pdf

Version: 2024-02-01

261

papers

35,044

citations

72

h-index

10351

166

g-index

5101

332

all docs

332

docs citations

332

times ranked

45420

citing authors



Tom R Gaunt

2

# Article IF Citations

1 Genetic studies of body mass index yield new insights for obesity biology. Nature, 2015, 518, 197-206. 13.7 3,823

2 The MR-Base platform supports systematic causal inference across the human phenome. ELife, 2018, 7, . 2.8 3,639

3 Genetic variants in novel pathways influence blood pressure and cardiovascular disease risk. Nature,
2011, 478, 103-109. 13.7 1,855

4 New genetic loci link adipose and insulin biology to body fat distribution. Nature, 2015, 518, 187-196. 13.7 1,328

5 Predicting the Functional, Molecular, and Phenotypic Consequences of Amino Acid Substitutions
using Hidden Markov Models. Human Mutation, 2013, 34, 57-65. 1.1 1,057

6 The UK10K project identifies rare variants in health and disease. Nature, 2015, 526, 82-90. 13.7 1,014

7 Hardy-Weinberg Equilibrium Testing of Biological Ascertainment for Mendelian Randomization
Studies. American Journal of Epidemiology, 2009, 169, 505-514. 1.6 886

8
LD Hub: a centralized database and web interface to perform LD score regression that maximizes the
potential of summary level GWAS data for SNP heritability and genetic correlation analysis.
Bioinformatics, 2017, 33, 272-279.

1.8 822

9 Epigenome-wide association study of body mass index, and the adverse outcomes of adiposity. Nature,
2017, 541, 81-86. 13.7 743

10 DNA Methylation in Newborns and Maternal Smoking in Pregnancy: Genome-wide Consortium
Meta-analysis. American Journal of Human Genetics, 2016, 98, 680-696. 2.6 717

11 Mendelian randomization of blood lipids for coronary heart disease. European Heart Journal, 2015, 36,
539-550. 1.0 567

12 HMG-coenzyme A reductase inhibition, type 2 diabetes, and bodyweight: evidence from genetic analysis
and randomised trials. Lancet, The, 2015, 385, 351-361. 6.3 562

13 Metabolite Profiling and Cardiovascular Event Risk. Circulation, 2015, 131, 774-785. 1.6 547

14 Association between alcohol and cardiovascular disease: Mendelian randomisation analysis based on
individual participant data. BMJ, The, 2014, 349, g4164-g4164. 3.0 528

15 An integrative approach to predicting the functional effects of non-coding and coding sequence
variation. Bioinformatics, 2015, 31, 1536-1543. 1.8 524

16 Genome-wide association study identifies loci influencing concentrations of liver enzymes in plasma.
Nature Genetics, 2011, 43, 1131-1138. 9.4 501

17 Systematic identification of genetic influences on methylation across the human life course. Genome
Biology, 2016, 17, 61. 3.8 489

18 Genetic associations at 53 loci highlight cell types and biological pathways relevant for kidney
function. Nature Communications, 2016, 7, 10023. 5.8 412
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33 Common and rare variant association analyses in amyotrophic lateral sclerosis identify 15 risk loci
with distinct genetic architectures and neuron-specific biology. Nature Genetics, 2021, 53, 1636-1648. 9.4 223
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