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Open access

M Check for updates

Xueging Zoe Zou, Fengyuan Hu, Haiyi Lou, Oliver S. Burren,
Xiaoyin Li, Karyn Megy, Eleanor Wheeler, Qiang Wu,

Santosh S. Atanur, Marcin Karpinski, Douglas Loesch,

Zammy Fairhurst-Hunter, Sri V. V. Deevi, Erin Oerton, Sean Wen,
Xiao Jiang, Cecilia Salvoro, Jonathan Mitchell, Abhishek Nag,

Ben Hollis, Amanda O’Neill, AstraZeneca Genomics Initiative*,
Jen Harrow, Stewart MacArthur, Sebastian Wasilewski,

Sean O'Dell, Lifeng Tian, Katherine R. Smith, Guillermo del Angel,
Margarete Fabre, Ryan S. Dhindsa, Quanli Wang, Slavé Petrovski &
Keren Carss

Inthe version of the articleinitially published, Dimitrios Vitsios (Centre
for Genomics Research, Discovery Sciences, BioPharmaceuticals R&D,
AstraZeneca, Cambridge, UK) was missing from thelist of AstraZeneca
Genomics Initiative members and has now been added to the HTML
and PDF versions of the article.

*A list of authors and their affiliations appears at the end of the paper.
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