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    Abstract
Genotyping arrays have been widely adopted as an efficient means to interrogate variation across the human genome. Genetic variants may be observed either directly, via genotyping, or indirectly, through linkage disequilibrium with a genotyped variant. The total proportion of genomic variation captured by an array, either directly or indirectly, is referred to as “genomic coverage.” Here we use genotype imputation and Phase 3 of the 1000 Genomes Project to assess genomic coverage of several modern genotyping arrays. We find that in general, coverage increases with increasing array density. However, arrays designed to cover specific populations may yield better coverage in those populations compared to denser arrays not tailored to the given population. Ultimately, array choice involves trade-offs between cost, density, and coverage, and our work helps inform investigators weighing these choices and trade-offs.
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