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Addition of an Author

“Jisha Antony” was not included as an author in the published article. The corrected Author Contributions Statement appears below. The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.
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Copyright © 2019 Leask, Dowdle, Salvesen, Topless, Fadason, Wei, Schierding, Marsman, Antony, O'Sullivan, Merriman and Horsfield. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.

OPS/images/cover.jpg
’ frontiers
in Genetics

Corrigendum: Functional
Urate-Associated Genetic Variants
Influence Expression of lincRNAs

LINC01229 and MAFTRR









OPS/images/crossmark.jpg
©

2

i

|





OPS/images/logo.jpg
, frontiers
in Genetics





