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The published article has since been updated to correct 
this error. The authors thank you for reading this erratum 
and apologize for any inconvenience caused.
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Correction: BMC Genomic Data (2024) 25:60
https://doi.org/10.1186/s12863-024-01241-x

Following publication of the article, the authors flagged 
that there was an error in the Background section of the 
Abstract. Namely, at the end of this section, the following 
had been written in error: ‘by either incorporating it as 
a fixed effect (model-A) or excluding it entirely from the 
analysis (model-B).’ Instead, this should say be as follows: 
“by either incorporating it as a fixed effect (model-B) or 
excluding it entirely from the analysis (model-A).”

BMC Genomic Data

The online version of the original article can be found at https://doi.
org/10.1186/s12863-024-01241-x.
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