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Correction: BMC Genomics20, 324 (2019). https://doi.
org/10.1186/s12864-019-5695-0

Following publication of the original article it was 
reported that Additional files 6–8 contained the wrong 
files, namely duplicates of the figures appearing in the 
article body. The correct files are included with in this 
Correction.

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s12864-024-10222-4.

BMC Genomics
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