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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-
sets of canonical variables that maximize the cor-

relation between two datasets (“and”, respectively of 
sizes n × p and n × 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-
imize the correlation between two datasets (“X and 
Y”, respectively of sizes n × p and n × q) [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”.

The original article can be found online at https://​doi.​org/​10.​1186/​s12711-​
024-​00882-x.
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