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Refining the accuracy of validated target identification through coding variant fine-mapping in type
2 diabetes

20  Response to Prakash et al. Genetics in Medicine, 2019, 21, 1884-1885 81 4

Higher adiposity and mental health: causal inference using Mendelian randomization. Human
Molecular Genetics, 2021, 30, 2371-2382

rs641738C>T near MBOATY7 is positively associated with liver fat, ALT, and histological severity of

18 NAFLD: a meta-analysis 3

Genome-wide association study to identify common variants associated with brachial
circumference: a meta-analysis of 14 cohorts. PLoS ONE, 2012, 7, e31369

A common allele in FGF21 associated with preference for sugar consumption lowers body fat in the

16 lower body and increases blood pressure

A case of H syndrome with a novel mutation in SLC29A3. Meta Gene, 2019, 21, 100599

L Higher maternal adiposity reduces offspring birth weight if associated with a metabolically
4 favourable profile

Fetal alleles predisposing to metabolically favourable adiposity are associated with higher birth weight
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