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This is a correction to:

GigaScience, Volume 6, Issue 9, 1 September 2017, gix066, ht
tps://doi.org/10.1093/gigascience/gix066

In the original version of the article “Population-wide sam-
pling of retrotransposon insertion polymorphisms using deep
sequencing and efficient detection,” by Qichao Yu et al. [1], the
author names for reference 16 (Tellier LC) [2] and 50 [3] were in-
correct.

Furthermore, the protocol DOIs for reference 52 [4] and 53 [5]
were incorrect and did not resolve. The names and DOIs have
been corrected, and the authors apologize for the error.
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