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Emma Pierce-Hoffman, Zachary Zappala, Anne H. O’'Donnell-Luria,
Eric Vallabh Minikel, Ben Weisburd, Monkol Lek, James S. Ware,
Christopher Vittal, Irina M. Armean, Louis Bergelson,

Kristian Cibulskis, Kristen M. Connolly, Miguel Covarrubias,
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Inthis Article, author Marquis P. Vawter was missing from the Genome
Aggregation Database Consortium list. They are associated with the
affiliation: ‘Department of Psychiatry & Human Behavior, University of
Californialrvine, Irvine, CA, USA’, and contributed to the generation of
the primary dataincorporated into the gnomAD resource. Inaddition,
inthelegendtoFig.1, ‘ten’ should have been ‘seven’ in the sentence: “a,
Uniform manifold approximation and projection (UMAP)*** plot depict-
ing the ancestral diversity of all individuals in gnomAD, using seven
principal components.” The original Article has been corrected online.

*A list of authors and their affiliations appears online.
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