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CORRIGENDA AND ERRATA

Corrigendum: A somatic-mutational process recurrently duplicates germline
susceptibility loci and tissue-specific super-enhancers in breast cancers

Dominik Glodzik, Sandro Morganella, Helen Davies, Peter T Simpson, Yilong Li, Xueqing Zou, Javier Diez-Perez, Johan Staaf,

Ludmil B Alexandrov, Marcel Smid, Arie B Brinkman, Inga Hansine Rye, Hege Russnes, Keiran Raine, Colin A Purdie, Sunil R Lakhani,
Alastair M Thompson, Ewan Birney, Hendrik G Stunnenberg, Marc ] van de Vijver, John W M Martens, Anne-Lise Borresen-Dale,
Andrea L Richardson, Gu Kong, Alain Viari, Douglas Easton, Gerard Evan, Peter ] Campbell, Michael R Stratton & Serena Nik-Zainal
Nat. Genet.; d0i:10.1038/ng.3771; corrected online 13 February 2017

In the version of this article initially published online, in the Methods section, under subheading “Rearrangement signatures,” the statement
“Putative regions of clustered rearrangements were identified as having an average inter-rearrangement distance at least ten times greater than
the whole-genome average for the individual sample” should have read “ten times less than” The error has been corrected in the print, PDF and
HTML versions of this article.

Corrigendum: Germline hypomorphic CARD1 1 mutations in severe atopic
disease

Chi A Ma, Jeffrey R Stinson, Yuan Zhang, Jordan K Abbott, Michael A Weinreich, Pia ] Hauk, Paul R Reynolds, Jonathan ] Lyons,
Celeste G Nelson, Elisa Ruffo, Batsukh Dorjbal, Salomé Glauzy, Natsuko Yamakawa, Swadhinya Arjunaraja, Kelsey Voss,

Jennifer Stoddard, Julie Niemela, Yu Zhang, Sergio D Rosenzweig, Joshua ] McElwee, Thomas DiMaggio, Helen F Matthews,

Nina Jones, Kelly D Stone, Alejandro Palma, Matias Oleastro, Emma Prieto, Andrea R Bernasconi, Geronimo Dubra, Silvia Danielian,
Jonathan Zaiat, Marcelo A Marti, Brian Kim, Megan A Cooper, Neil D Romberg, Eric Meffre, Erwin W Gelfand, Andrew L Snow &
Joshua D Milner

Nat. Genet.; doi:10.1038/ng.3898; corrected online 14 July 2017

In the version of this article initially published online, the name of author Neil Romberg appeared incorrectly as Neil D Romberg, and the affilia-
tion of author Nina Jones was incorrect and should have appeared as Clinical Research Directorate/Clinical Monitoring Research Program, Leidos
Biomedical Research, Inc., NCI Campus at Frederick, Frederick, Maryland, USA. In addition, the following sentences were omitted from the
Acknowledgments: “This project has been funded in whole or in part with federal funds from the National Cancer Institute, National Institutes of
Health, under contract HHSN261200800001E. The content of this publication does not necessarily reflect the views or policies of the Department
of Health and Human Services, nor does mention of trade names, commercial products or organizations imply endorsement by the US govern-
ment.” These errors have been corrected in the print, PDF and HTML versions of this article.

Erratum: DNMT and HDAC inhibitors induce cryptic transcription start sites

encoded in long terminal repeats

David Brocks, Christopher R Schmidt, Michael Daskalakis, Hyo Sik Jang, Nakul M Shah, Daofeng Li, Jing Li, Bo Zhang, Yiran Hou,
Sara Laudato, Daniel B Lipka, Johanna Schott, Holger Bierhoff, Yassen Assenov, Monika Helf, Alzbeta Ressnerova, Md Saiful Islam,
Anders M Lindroth, Simon Haas, Marieke Essers, Charles D Imbusch, Benedikt Brors, Ina Oehme, Olaf Witt, Michael Liibbert,
Jan-Philipp Mallm, Karsten Rippe, Rainer Will, Dieter Weichenhan, Georg Stoecklin, Clarissa Gerhduser, Christopher C Oakes,
Ting Wang & Christoph Plass

Nat. Genet. 49, 1052-1060 (2017); published online 12 June 2017; corrected after print 18 August 2017

In the version of this article initially published, the e-mail address of corresponding author Christoph Plass was incorrect. The correct e-mail
address is c.plass@dkfz.de. The error has been corrected in the HTML and PDF versions of the article.
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