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Determinants of genome-wide
distribution and evolution of uORFs in eukaryotes
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Correction to: Nature Communications https://doi.org/10.1038/s41467-021-21394-y, published online 17 February 2021.

The original version of this Article contained an error in the legend of Fig. 6, which incorrectly read ‘between species within the same
taxa (green) or species in different taxa (red)’. The correct version states ‘between species within the same taxa (brown) or species in
different taxa (green)’.

The original version of this Article also contained errors in the references to figures in the ‘Comparing the canonical versus
noncanonical uORFs in repressing CDS translation in human populations’ section of the Results. In the second paragraph of this
section, Fig. 6b was incorrectly referred to, this incorrectly read ‘A general trend was the slope values were overall positive for the
canonical uORFs, while the slope values for the noncanonical uORFs fluctuated around 0 (Fig. 6b).” The correct version states ‘A
general trend was the slope values were overall positive for the canonical uORFs, while the slope values for the noncanonical uORFs
fluctuated around 0 (Fig. 7b).” In the third paragraph of this section, Fig. 6c and d were incorrectly referred to, this incorrectly read
‘Although occasionally the non-uORF allele had a stronger repressive effect than the uORF allele, the general trend was that the uORF
allele had a stronger effect than the non-uOREF allele in suppressing translation (Fig. 6¢, d). Moreover, a significantly higher proportion
of the canonical (55%, 23/42) than the noncanonical (26%, 10/38) uORFs exhibited the pattern that the annotated uORF allele showed
a significantly stronger repressive effect on the CDS translation than the non-uORF allele (P = 0.013, Fisher’s exact test, Fig. 6¢c, d).’
The correct version states ‘Although occasionally the non-uORF allele had a stronger repressive effect than the uORF allele, the general
trend was that the uORF allele had a stronger effect than the non-uORF allele in suppressing translation (Fig. 7c, d). Moreover, a
significantly higher proportion of the canonical (55%, 23/42) than the noncanonical (26%, 10/38) uORFs exhibited the pattern that the
annotated uORF allele showed a significantly stronger repressive effect on the CDS translation than the non-uORF allele (P = 0.013,
Fisher’s exact test, Fig. 7c, d).

These have been corrected in both the PDF and HTML versions of the Article.
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