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CORRECTION

Correction to: Population differentiated 
copy number variation of Bos taurus, Bos indicus 
and their African hybrids
Jisung Jang1, Endashaw Terefe2,3,4, Kwondo Kim5, Young Ho Lee1, Gurja Belay2, Abdulfatai Tijjani3,6, 
Jian‑Lin Han7,8, Olivier Hanotte3,6,9 and Heebal Kim1,5,10* 
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Correction to: BMC Genomics 22, 531 (2021)
https://doi.org/10.1186/s12864-021-07808-7

Following publication of the original article [1], the 
authors reported that the following missing authors from 
the authorship list:

•	 Endashaw Terefe
•	 Gurja Belay
•	 Abdulfatai Tijjani
•	 Jian-Lin Han
•	 Olivier Hanotte

The corrected authorship list and the updated ‘Authors’ 
contributions’ and ‘Acknowledgements’ declarations are 
provided in this Correction article. The original article [1] 
has been updated.
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