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Konrad J. Karczewski, Laurent C. Francioli, Grace Tiao, 
Beryl B. Cummings, Jessica Alföldi, Qingbo Wang, Ryan L. Collins, 
Kristen M. Laricchia, Andrea Ganna, Daniel P. Birnbaum, 
Laura D. Gauthier, Harrison Brand, Matthew Solomonson, 
Nicholas A. Watts, Daniel Rhodes, Moriel Singer-Berk, 
Eleina M. England, Eleanor G. Seaby, Jack A. Kosmicki, 
Raymond K. Walters, Katherine Tashman, Yossi Farjoun, 
Eric Banks, Timothy Poterba, Arcturus Wang, Cotton Seed, 
Nicola Whiffin, Jessica X. Chong, Kaitlin E. Samocha, 
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, 
Stacey Donnelly, Steven Ferriera, Stacey Gabriel, Jeff Gentry, 
Namrata Gupta, Thibault Jeandet, Diane Kaplan, 
Christopher Llanwarne, Ruchi Munshi, Sam Novod, Nikelle Petrillo, 
David Roazen, Valentin Ruano-Rubio, Andrea Saltzman, 
Molly Schleicher, Jose Soto, Kathleen Tibbetts, Charlotte Tolonen, 
Gordon Wade, Michael E. Talkowski, Genome Aggregation 
Database Consortium*, Benjamin M. Neale, Mark J. Daly & 
Daniel G. MacArthur

In this 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 
California Irvine, Irvine, CA, USA’, and contributed to the generation of 
the primary data incorporated into the gnomAD resource. In addition, 
in the legend to Fig. 1, ‘ten’ should have been ‘seven’ in the sentence: “a, 
Uniform manifold approximation and projection (UMAP)46,47 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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