
Author Correction: Determinants of genome-wide
distribution and evolution of uORFs in eukaryotes
Hong Zhang , Yirong Wang, Xinkai Wu , Xiaolu Tang , Changcheng Wu & Jian Lu

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-uORF allele in suppressing translation (Fig. 6c, 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. 6c, 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.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International License, which permits use, sharing, adaptation, distribution and
reproduction in any medium or format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Creative Commons license,

and indicate if changes were made. The images or other third party material in this article are included in the article’s Creative Commons license, unless indicated otherwise in a credit
line to the material. If material is not included in the article’s Creative Commons license and your intended use is not permitted by statutory regulation or exceeds the permitted use,
you will need to obtain permission directly from the copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.

© The Author(s) 2021

https://doi.org/10.1038/s41467-021-22435-2 OPEN

NATURE COMMUNICATIONS |         (2021) 12:2101 | https://doi.org/10.1038/s41467-021-22435-2 | www.nature.com/naturecommunications 1

12
34

56
78

9
0
()
:,;

http://crossmark.crossref.org/dialog/?doi=10.1038/s41467-021-22435-2&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41467-021-22435-2&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41467-021-22435-2&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41467-021-22435-2&domain=pdf
http://orcid.org/0000-0002-4064-9432
http://orcid.org/0000-0002-4064-9432
http://orcid.org/0000-0002-4064-9432
http://orcid.org/0000-0002-4064-9432
http://orcid.org/0000-0002-4064-9432
http://orcid.org/0000-0002-4064-9432
http://orcid.org/0000-0003-1128-0231
http://orcid.org/0000-0003-1128-0231
http://orcid.org/0000-0003-1128-0231
http://orcid.org/0000-0003-1128-0231
http://orcid.org/0000-0003-1128-0231
http://orcid.org/0000-0003-1128-0231
http://orcid.org/0000-0002-7737-5092
http://orcid.org/0000-0002-7737-5092
http://orcid.org/0000-0002-7737-5092
http://orcid.org/0000-0002-7737-5092
http://orcid.org/0000-0002-7737-5092
http://orcid.org/0000-0002-7737-5092
http://orcid.org/0000-0002-2428-8630
http://orcid.org/0000-0002-2428-8630
http://orcid.org/0000-0002-2428-8630
http://orcid.org/0000-0002-2428-8630
http://orcid.org/0000-0002-2428-8630
http://orcid.org/0000-0002-2428-8630
http://orcid.org/0000-0002-4409-1667
http://orcid.org/0000-0002-4409-1667
http://orcid.org/0000-0002-4409-1667
http://orcid.org/0000-0002-4409-1667
http://orcid.org/0000-0002-4409-1667
http://orcid.org/0000-0002-4409-1667
https://doi.org/10.1038/s41467-021-21394-y
http://creativecommons.org/licenses/by/4.0/
www.nature.com/naturecommunications
www.nature.com/naturecommunications

	Author Correction: Determinants of genome-wide distribution and evolution of uORFs in eukaryotes



