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In the original article, there was an error in the formula described for calculation of enrichment. This
was a mistake in the text only and was not the method used to calculate enrichment.

A correction has been made toMaterials and Methods, Enrichment of Putative Causal SNPs in
Functional Regions, Paragraph 2:

“Enrichment � (C/A)/(B/D) where: A is the number of positions under peaks, B is the number of
positions that were putative causal SNPs, C is the number of positions under peaks and also a
putative causal SNP and D is the number of positions in the genome”

The authors apologize for this error and state that this does not change the scientific conclusions
of the article in any way. The original article has been updated.

Publisher’s Note: All claims expressed in this article are solely those of the authors and do not necessarily represent those of
their affiliated organizations, or those of the publisher, the editors and the reviewers. Any product that may be evaluated in this
article, or claim that may be made by its manufacturer, is not guaranteed or endorsed by the publisher.

Copyright © 2021 Prowse-Wilkins, Wang, Xiang, Garner, Goddard and Chamberlain. This is an open-access article distributed
under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is
permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal
is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply
with these terms.

Edited and reviewed by:
Eduard Murani,

Leibniz Institute for Farm Animal
Biology (FBN), Germany

*Correspondence:
Claire P. Prowse-Wilkins
claire.prowse-wilkins@
agriculture.vic.gov.au

Specialty section:
This article was submitted to

Livestock Genomics,
a section of the journal
Frontiers in Genetics

Received: 12 August 2021
Accepted: 07 September 2021
Published: 21 September 2021

Citation:
Prowse-Wilkins CP, Wang J, Xiang R,

Garner JB, Goddard ME and
Chamberlain AJ (2021) Corrigendum:
Putative Causal Variants Are Enriched
in Annotated Functional Regions From

Six Bovine Tissues.
Front. Genet. 12:757331.

doi: 10.3389/fgene.2021.757331

Frontiers in Genetics | www.frontiersin.org September 2021 | Volume 12 | Article 7573311

CORRECTION
published: 21 September 2021

doi: 10.3389/fgene.2021.757331

http://crossmark.crossref.org/dialog/?doi=10.3389/fgene.2021.757331&domain=pdf&date_stamp=2021-09-21
https://www.frontiersin.org/articles/10.3389/fgene.2021.757331/full
https://www.frontiersin.org/articles/10.3389/fgene.2021.757331/full
https://www.frontiersin.org/articles/10.3389/fgene.2021.757331/full
https://www.frontiersin.org/articles/10.3389/fgene.2021.757331/full
https://doi.org/10.3389/fgene.2021.664379
https://doi.org/10.3389/fgene.2021.664379
https://doi.org/10.3389/fgene.2021.664379
https://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
mailto:claire.prowse-wilkins@agriculture.vic.gov.au
mailto:claire.prowse-wilkins@agriculture.vic.gov.au
https://doi.org/10.3389/fgene.2021.757331
https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles
https://www.frontiersin.org/journals/genetics
https://www.frontiersin.org/journals/genetics#editorial-board
https://doi.org/10.3389/fgene.2021.757331

	Corrigendum: Putative Causal Variants Are Enriched in Annotated Functional Regions From Six Bovine Tissues

