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Mauro Castellarin, René L. Warren, J. Douglas Freeman, Lisa Dreolini, Martin Krzywinski,

Jaclyn Strauss, Rebecca Barnes, Peter Watson, Emma Allen-Vercoe, Richard A. Moore,

and Robert A. Holt

Acetylation of H2A.Z is a key epigenetic modification associated with gene deregulation
and epigenetic remodeling in cancer

307

Fátima Valdés-Mora, Jenny Z. Song, Aaron L. Statham, Dario Strbenac, Mark D. Robinson,

Shalima S. Nair, Kate I. Patterson, David J. Tremethick, Clare Stirzaker, and Susan J. Clark

Cooperation between Polycomb and androgen receptor during oncogenic transformation 322
Jonathan C. Zhao, Jianjun Yu, Christine Runkle, Longtao Wu, Ming Hu, Dayong Wu, Jun S. Liu,

Qianben Wang, Zhaohui S. Qin, and Jindan Yu

Genetic variation in radiation-induced cell death 332
Denis A. Smirnov, Lauren Brady, Krzysztof Halasa, Michael Morley, Sonia Solomon,

and Vivian G. Cheung

Methods

Single-step capture and sequencing of natural DNA for detection of BRCA1 mutations 340
John F. Thompson, Jeffrey G. Reifenberger, Eldar Giladi, Kristen Kerouac, Jaime Gill, Erik Hansen,

Avak Kahvejian, Philipp Kapranov, Travis Knope, Doron Lipson, Kathleen E. Steinmann,

and Patrice M. Milos

Estimation of rearrangement phylogeny for cancer genomes 346OA

Chris D. Greenman, Erin D. Pleasance, Scott Newman, Fengtang Yang, Beiyuan Fu,

Serena Nik-Zainal, David Jones, King Wai Lau, Nigel Carter, Paul A.W. Edwards,

P. Andrew Futreal, Michael R. Stratton, and Peter J. Campbell

Calling amplified haplotypes in next generation tumor sequence data 362
Ninad Dewal, Yang Hu, Matthew L. Freedman, Thomas LaFramboise, and Itsik Pe’er

De novo discovery of mutated driver pathways in cancer 375
Fabio Vandin, Eli Upfal, and Benjamin J. Raphael

(continued)



Integrating genetic and gene expression evidence into genome-wide association analysis
of gene sets

386OA

Qing Xiong, Nicola Ancona, Elizabeth R. Hauser, Sayan Mukherjee, and Terrence S. Furey

Mutual exclusivity analysis identifies oncogenic network modules 398OA

Giovanni Ciriello, Ethan Cerami, Chris Sander, and Nikolaus Schultz

Resource

A DNA methylation fingerprint of 1628 human samples 407OA

Agustin F. Fernandez, Yassen Assenov, Jose Ignacio Martin-Subero, Balazs Balint, Reiner Siebert,

Hiroaki Taniguchi, Hiroyuki Yamamoto, Manuel Hidalgo, Aik-Choon Tan, Oliver Galm,

Isidre Ferrer, Montse Sanchez-Cespedes, Alberto Villanueva, Javier Carmona,

Jose V. Sanchez-Mut, Maria Berdasco, Victor Moreno, Gabriel Capella, David Monk,

Esteban Ballestar, Santiago Ropero, Ramon Martinez, Marta Sanchez-Carbayo, Felipe Prosper,

Xabier Agirre, Mario F. Fraga, Osvaldo Graña, Luis Perez-Jurado, Jaume Mora, Susana Puig,

Jaime Prat, Lina Badimon, Annibale A. Puca, Stephen J. Meltzer, Thomas Lengauer,

John Bridgewater, Christoph Bock, and Manel Esteller

OAOpen Access paper.

Cover Genome Research presents a Cancer Genomics special issue that highlights

insights gained from cutting-edge genomic and epigenomic analyses of cancer. The

cover is an artist’s rendering of the transformation from normal genome to cancer

genome, depicting the cell cycle in the format of a Zen spiritual exercise in which the

enso (‘‘circle’’) is drawn daily. The first enso is representative of normal growth and

division, progressing as carcinogenesis ‘‘redraws’’ the genome until it is another

creature entirely. (Illustration � Victor O. Leshyk, 2011, www.victorleshyk.com.)


