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Esther Rheinbay, Morten Muhlig Nielsen, Federico Abascal, 
Jeremiah A. Wala, Ofer Shapira, Grace Tiao, Henrik Hornshøj, 
Julian M. Hess, Randi Istrup Juul, Ziao Lin, Lars Feuerbach, 
Radhakrishnan Sabarinathan, Tobias Madsen, Jaegil Kim, 
Loris Mularoni, Shimin Shuai, Andrés Lanzós, Carl Herrmann, 
Yosef E. Maruvka, Ciyue Shen, Samirkumar B. Amin, 
Pratiti Bandopadhayay, Johanna Bertl, Keith A. Boroevich, 
John Busanovich, Joana Carlevaro-Fita, Dimple Chakravarty, 
Calvin Wing Yiu Chan, David Craft, Priyanka Dhingra, Klev Diamanti, 
Nuno A. Fonseca, Abel Gonzalez-Perez, Qianyun Guo, 
Mark P. Hamilton, Nicholas J. Haradhvala, Chen Hong, Keren Isaev, 
Todd A. Johnson, Malene Juul, Andre Kahles, Abdullah Kahraman, 
Youngwook Kim, Jan Komorowski, Kiran Kumar, Sushant Kumar, 
Donghoon Lee, Kjong-Van Lehmann, Yilong Li, Eric Minwei Liu, 
Lucas Lochovsky, Keunchil Park, Oriol Pich, Nicola D. Roberts, 
Gordon Saksena, Steven E. Schumacher, Nikos Sidiropoulos, 
Lina Sieverling, Nasa Sinnott-Armstrong, Chip Stewart, 

David Tamborero, Jose M. C. Tubio, Husen M. Umer, 
Liis Uusküla-Reimand, Claes Wadelius, Lina Wadi, Xiaotong Yao, 
Cheng-Zhong Zhang, Jing Zhang, James E. Haber, Asger Hobolth, 
Marcin Imielinski, Manolis Kellis, Michael S. Lawrence, 
Christian von Mering, Hidewaki Nakagawa, Benjamin J. Raphael, 
Mark A. Rubin, Chris Sander, Lincoln D. Stein, Joshua M. Stuart, 
Tatsuhiko Tsunoda, David A. Wheeler, Rory Johnson, Jüri Reimand, 
Mark Gerstein, Ekta Khurana, Peter J. Campbell, Núria López-Bigas, 
PCAWG Drivers and Functional Interpretation Working Group, 
PCAWG Structural Variation Working Group, Joachim Weischenfeldt, 
Rameen Beroukhim, Iñigo Martincorena, Jakob Skou Pedersen, 
Gad Getz & PCAWG Consortium

In the published version of this paper, the members of the Pan-Cancer 
Analysis of Whole Genomes (PCAWG) Consortium were listed in the 
Supplementary Information; however, these members should have been 
included in the main paper. The original Article has been corrected to 
include the members and affiliations of the PCAWG Consortium in the 
main paper; the corrections have been made to the HTML version of 
the Article but not the PDF version. Additional minor corrections to 
affiliations have been made to the PDF and HTML versions of the origi-
nal Article for consistency of information between the PCAWG list and 
the main paper. An additional affiliation has been added for Husen M. 
Umer (Department of Oncology-Pathology, Science for Life Laboratory, 
Karolinska Institute, Stockholm, Sweden). The affiliation for Erik Larsson 
has been changed from Computational Biology Center, Memorial Sloan 
Kettering Cancer Center, New York, NY, USA to Institute of Biomedicine, 
Sahlgrenska Academy at University of Gothenburg, Gothenburg, Sweden.
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