
CORRECTION

Natural Selection Shapes Codon Usage
in the Human Genome

Ryan S. Dhindsa,* Brett R. Copeland, Anthony M. Mustoe, and David B. Goldstein*
(The American Journal of Human Genetics 107, 83–95; July 2, 2020)

In the published version of this article, the labels for Syn O / NO and Syn NO / O in Figure S2E were swapped in the

figure. The corrected figure is published here. The authors regret the error.
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Figure S2. SFS of synonymous and intronic variants matched for 5ʹ and 3ʹ nucleotide content (corrected)
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