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relation between two datasets (“and’, respectively of
sizes n X p and n X q) to be identified [22]”

Should be “A regularized canonical correlation anal-
ysis (rCCA) was performed using the expression
dataset of the 12,381 genes (matrix Y) and the 15 FA
traits (matrix X) measured on the 129 individuals.
The rCCA multivariate approach is implemented in
the mixOmics v6.14.1 package [10], which allows to
identify the subsets of canonical variables that max-

After publication of original article [1], we noticed that
two errors were introduced during production:

(1) In the Bioinformatic and statistical analyses sec-
tion, the corresponding information on the X and Y
matrices has been removed in three places:

The part “A regularized canonical correlation analy-
sis (rCCA) was performed using the expression
dataset of the 12,381 genes (matrix) and the 15 FA
traits (matrix) measured on the 129 individuals. The
rCCA multivariate approach is implemented in the
mixOmics v6.14.1 package [12], which allows sub-

imize the correlation between two datasets (“X and
Y’, respectively of sizes n X p and nxq) [22]”

(2) In the Funding section, the following term

“https://doi.org/” has been automatically added
to the funding source in three places. In fact,
the correct funding source should be “MCIN/

AEI/10.13039/501100011033” and not “MCIN/
AEI/https://doi.org/10.13039/501100011033".

sets of canonical variables that maximize the cor-

The original article can be found online at https://doi.org/10.1186/s12711-
024-00882-x.

*Correspondence:

Jesus Valdés-Hernandez

jesus.valdes@cragenomica.es

Yuliaxis Ramayo-Caldas

yuliaxis.ramayo@irta.cat

Plant and Animal Genomics, Centre for Research in Agricultural
Genomics (CRAG), CSIC-IRTA-UAB-UB, Campus UAB, Bellaterra, Spain
2 Departament de Ciencia Animal i dels Aliments, Facultat de Veterinaria,
Universitat Autonoma de Barcelona, Bellaterra, Spain

3 Departament de Genética i Millora Animal, Institut de Recerca y
Tecnologia Agraroalimentaries (IRTA), Caldes de Montbui, Spain

©The Author(s) 2024. 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 licence, and indicate if changes were made. The images or

other third party material in this article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line
to the material. If material is not included in the article’s Creative Commons licence 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
licence, visit http://creativecommons.org/licenses/by/4.0/. The Creative Commons Public Domain Dedication waiver (http://creativeco
mmons.org/publicdomain/zero/1.0/) applies to the data made available in this article, unless otherwise stated in a credit line to the data.

Published online: 26 February 2024


http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://crossmark.crossref.org/dialog/?doi=10.1186/s12711-024-00885-8&domain=pdf
http://orcid.org/0000-0001-5314-0988
https://doi.org/10.1186/s12711-024-00882-x
https://doi.org/10.1186/s12711-024-00882-x
https://doi.org/10.1186/s12711-024-00882-x

Valdés-Hernandez et al. Genetics Selection Evolution (2024) 56:14

Reference

1. Valdés-Hernandez J, Folch JM, Crespo-Piazuelo D, Passols M, Sebastia C,
Criado-Mesas L, Castello A, Sdnchez A, Ramayo-Caldas Y. Identification
of candidate regulatory genes for intramuscular fatty acid composition

in pigs by transcriptome analysis. Genet Sel Evol. 2024;56:12. https://doi.

0rg/10.1186/512711-024-00882-x.

Publisher’s Note

Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

Page 2 of 2


https://doi.org/10.1186/s12711-024-00882-x
https://doi.org/10.1186/s12711-024-00882-x

	Correction: Identification of candidate regulatory genes for intramuscular fatty acid composition in pigs by transcriptome analysis
	References


