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CORRECTION

Correction to: Whole exome sequencing 
identifies novel candidate genes that modify 
chronic obstructive pulmonary disease 
susceptibility
Shannon Bruse1†, Michael Moreau2†, Yana Bromberg3†, Jun‑Ho Jang1,4, Nan Wang2, Hongseok Ha2, 
Maria Picchi1, Yong Lin1, Raymond J. Langley1, Clifford Qualls5, Julia Klesney‑Tait6, Joseph Zabner6, 
Shuguang Leng1, Jenny Mao4, Steven A. Belinsky1, Jinchuan Xing2* and Toru Nyunoya1,4* 
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Correction to:  Human Genomics (2016) 10:1  
https:// doi. org/ 10. 1186/ s40246- 015- 0058-7

Following the publication of the original article [1], the 
authors identified an error in the author names of Julia 
Klesney-Tait.

The incorrect author name is: Julia Klensney-Tait.
The correct author names is: Julia Klesney-Tait.
The original article [1] has been updated.
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