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Martina Rath, and Alexander Stark

(continued)



Methods

1157OAQuantifying ChIP-seq data: a spiking method providing an internal reference for
sample-to-sample normalization

Nicolas Bonhoure, Gergana Bounova, David Bernasconi, Viviane Praz, Fabienne Lammers,

Donatella Canella, Ian M. Willis, Winship Herr, Nouria Hernandez, Mauro Delorenzi,

and The CycliX Consortium

1169OALaSSO, a strategy for genome-wide mapping of intronic lariats and branch points using
RNA-seq

Danny A. Bitton, Charalampos Rallis, Daniel C. Jeffares, Graeme C. Smith, Yuan Y.C. Chen,

Sandra Codlin, Samuel Marguerat, and Jürg Bähler

Resources

1180OAA cloud-compatible bioinformatics pipeline for ultrarapid pathogen identification
from next-generation sequencing of clinical samples

Samia N. Naccache, Scot Federman, Narayanan Veeraraghavan, Matei Zaharia,

Deanna Lee, Erik Samayoa, Jerome Bouquet, Alexander L. Greninger, Ka-Cheung Luk,

Barryett Enge, Debra A. Wadford, Sharon L. Messenger, Gillian L. Genrich, Kristen Pellegrino,

Gilda Grard, Eric Leroy, Bradley S. Schneider, Joseph N. Fair, Miguel A. Martı́nez, Pavel Isa,

John A. Crump, Joseph L. DeRisi, Taylor Sittler, John Hackett, Jr., Steve Miller,

and Charles Y. Chiu

1193OANatural variation in genome architecture among 205 Drosophila melanogaster Genetic Reference
Panel lines

Wen Huang, Andreas Massouras, Yutaka Inoue, Jason Peiffer, Miquel Ràmia, Aaron M. Tarone,
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