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Teresa Szczepińska, Katarzyna Kalisiak, Rafal Tomecki, Anna Labno, Lukasz S. Borowski,
Tomasz M. Kulinski, Dorota Adamska, Joanna Kosinska, and Andrzej Dziembowski

Exome sequencing of lymphomas from three dog breeds reveals somatic mutation patterns
reflecting genetic background

1634OA

Ingegerd Elvers, Jason Turner-Maier, Ross Swofford, Michele Koltookian, Jeremy Johnson,
Chip Stewart, Cheng-Zhong Zhang, Steven E. Schumacher, Rameen Beroukhim, Mara Rosenberg,
Rachael Thomas, Evan Mauceli, Gad Getz, Federica Di Palma, Jaime F. Modiano, Matthew Breen,
Kerstin Lindblad-Toh, and Jessica Alföldi

Comparison against 186 canid whole-genome sequences reveals survival strategies of an ancient
clonally transmissible canine tumor

1646OA

Brennan Decker, Brian W. Davis, Maud Rimbault, Adrienne H. Long, Eric Karlins,
Vidhya Jagannathan, Rebecca Reiman, Heidi G. Parker, Cord Drögemüller, Jason J. Corneveaux,
Erica S. Chapman, Jeffery M. Trent, Tosso Leeb, Matthew J. Huentelman, Robert K. Wayne,
Danielle M. Karyadi, and Elaine A. Ostrander

Linked selection and recombination rate variation drive the evolution of the genomic landscape
of differentiation across the speciation continuum of Ficedula flycatchers

1656OA

Reto Burri, Alexander Nater, Takeshi Kawakami, Carina F. Mugal, Pall I. Olason, Linnea Smeds,
Alexander Suh, Ludovic Dutoit, Stanislav Bureš, Laszlo Z. Garamszegi, Silje Hogner,
Juan Moreno, Anna Qvarnström, Milan Ružić, Stein-Are Sæther, Glenn-Peter Sætre,
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