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Genome-wide meta-analysis of variant-by-diuretic interactions as modulators of lipid traits in persons
of European and African ancestry. Pharmacogenomics Journal, 2020, 20, 482-493.

Genome-wide meta-analysis of SNP-by9-ACEI/ARB and SNP-by-thiazide diuretic and effect on serum

58 potassium in cohorts of European and African ancestry. Pharmacogenomics Journal, 2019, 19, 97-108.

2.0 3

Opioid, gabapentinoid, and nonsteroidal anti&€inflammatory medication use and the risks of atrial
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