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A correction has been made to Acknowledgments. Paragraph 1. This sentence
previously stated:

“We also thank the Canadian Center for Fur Animal Research and Millbank Fur Farm
staff for collecting and providing the data.”

The corrected sentence appears below:
“We also thank the Canadian Center for Fur Animal Research and Millbank Fur Farm

staff for collecting and providing the data and the members of Miar Lab (https://miarlab.ca/
personnel) who helped in the molecular lab and farm.”

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.

OPEN ACCESS

APPROVED BY

Frontiers Editorial Office,
Frontiers Media SA, Switzerland

*CORRESPONDENCE

Younes Miar,
miar@dal.ca

RECEIVED 12 May 2023
ACCEPTED 15 May 2023
PUBLISHED 19 May 2023

CITATION

Hu G, Do DN, Manafiazar G, Kelvin AA,
Sargolzaei M, Plastow G, Wang Z and
Miar Y (2023), Corrigendum: Population
genomics of American mink using
genotype data.
Front. Genet. 14:1221683.
doi: 10.3389/fgene.2023.1221683

COPYRIGHT

© 2023 Hu, Do, Manafiazar, Kelvin,
Sargolzaei, Plastow, Wang and Miar. 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.

Frontiers in Genetics frontiersin.org01

TYPE Correction
PUBLISHED 19 May 2023
DOI 10.3389/fgene.2023.1221683

https://www.frontiersin.org/articles/10.3389/fgene.2023.1221683/full
https://www.frontiersin.org/articles/10.3389/fgene.2023.1221683/full
https://www.frontiersin.org/articles/10.3389/fgene.2023.1221683/full
https://doi.org/10.3389/fgene.2023.1175408
https://doi.org/10.3389/fgene.2023.1175408
https://miarlab.ca/personnel
https://miarlab.ca/personnel
https://crossmark.crossref.org/dialog/?doi=10.3389/fgene.2023.1221683&domain=pdf&date_stamp=2023-05-19
mailto:miar@dal.ca
mailto:miar@dal.ca
https://doi.org/10.3389/fgene.2023.1221683
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/genetics
https://www.frontiersin.org
https://www.frontiersin.org/journals/genetics
https://www.frontiersin.org/journals/genetics#editorial-board
https://www.frontiersin.org/journals/genetics#editorial-board
https://doi.org/10.3389/fgene.2023.1221683

	Corrigendum: Population genomics of American mink using genotype data
	Publisher’s note


