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After publication of original article [1], the authors iden-
tified two errors in the paper.

1.	 Under the heading Building long‑read reference 
populations for SV discovery, phasing and imputa‑
tion, point number 2, “Existing short read databases 
with many sequenced individuals would continue to 
be invaluable for imputation of small sequence vari-
ants (e.g., 1000 Bull Genomes Project now includes 
over 9000 genomes)”, there is an error in the number 
of genomes included in the current version 1000 Bull 

Genomes Project, i.e. the correct number is 6191 
genomes in Run 9.

2.	 Reference 95 i.e. Lamb HJ, Hayes BJ, Randhawa IAS, 
Nguyen LT, Ross EM. Genomic prediction using low-
coverage portable Nanopore sequencing. PLoS ONE. 
2021;16:e0261274 cited in Table 1 for the polled allele 
in Brahman is incorrect. The correct reference 95 is 
supplied below:

Lamb HJ, Ross EM, Nguyen LT, Lyons RE, Moore SS, 
Hayes BJ. Characterization of the poll allele in Brahman 
cattle using long-read Oxford Nanopore sequencing. J 
Anim Sci. 2020;98:skaa127.
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