2017 - VOLUME 16 - ISSUE 5-6

STATISTICAL
APPLICATIONS IN
GENETICS AND
MOLECULAR

BIOLOGY

EDITOR-IN-CHIEF
Michael P.H. Stumpf, Imperial College London, UK

FOUNDING EDITORS

Nicholas P. Jewell, University of California,
Berkeley, USA

Gary Churchill, The Jackson Laboratory, USA
Elizabeth Thompson, University of
Washington, USA

ASSOCIATE EDITORS

Mark Beaumont, University of Bristol, UK

Tim Beifibarth, University of Gottingen, Germany
Harald Binder, Johannes Gutenberg University
Mainz, Germany

Colin Gillespie, University of Newcastle, UK
Mayetri Gupta, University of Glasgow, Scotland, UK
Antti Honkela, University of Helsinki, Finland
Alan Hubbard, University of California,

Berkeley, USA

Dirk Husmeier, University of Glasgow,

Scotland, UK

Hongkai Ji, Johns Hopkins University, USA
Sunduz Keles, University of Wisconsin, USA
Kathleen Kerr, University of Washington, USA
Laura Lazzeroni, Stanford University, USA

Shili Lin, Ohio State University, USA

Ping Ma, University of Illinois at
Urbana-Champaign, USA

DE GRUYTER

Paul Marjoram, University of Southern
California, USA

Bart Mertens, Leiden University Medical Centre,
The Netherlands

Olle Nerman, Chalmers University of

Technology, Sweden

Enrico G. Petretto, Imperial College London, UK
John Pinney, Imperial College London

Vincent Plagnol, University College London, UK
Magnus Rattray, University of Manchester, UK
Stephane Robin, Institut National de la Recherche
Agronomique Paris, France

Andrey Rzhetsky, University of Chicago, USA
Guido Sanguinetti, University of Edinburgh, UK
Korbinian Strimmer, University of Leipzig, Germany
Mark van der Laan, University of California,
Berkeley, USA

Arndt von Haeseler, Center for Integrative
Bioinformatics Vienna, Austria

David Wild, University of Warwick, UK

Carsten Wiuf, University of Copenhagen, Denmark
Hongyu Zhao, Yale University, USA



ABSTRACTED/INDEXED IN AGRICOLA (National Agricultural Library) - Baidu Scholar - Cabell's Directory - Case - Celdes - Chemical Engineering
and Biotechnology Abstracts - Clarivate Analytics: Biological Abstracts; BIOSIS Previews; Current Contents/Life Sciences; Journal Citation Reports/
Science Edition; Science Citation Index Expanded; Web of Science - CNKI Scholar (China National Knowledge Infrastructure) - CNPIEC - Current
Index to Statistics - EBSCO (relevant databases) - EBSCO Discovery Service - Elsevier: EMBASE; Reaxys; SCOPUS - Genamics JournalSeek -
Google Scholar - J-Gate - JournalTOCs - KESLI-NDSL (Korean National Discovery for Science Leaders) - Mathematical Reviews (MathSciNet) -
Medline - Meta (formerly Sciencescape) - Microsoft Academic - Naviga (Softweco) - Primo Central (ExLibris) - Publons - PubMed - ReadCube -
Research Papers in Economics (RePEc) - ResearchGate - SCImago (SJR) - Sherpa/RoMEO - Summon (Serials Solutions/ProQuest) - TDNet - Ulrich's
Periodicals Directory/ulrichsweb - WanFang Data - WorldCat (OCLC) - Zentralblatt Math (zbMATH)

Statistical Applications in Genetics and Molecular Biology seeks to publish significant research on the application of statistical ideas to problems
arising from computational biology. The focus of the papers should be on the relevant statistical issues but should contain a succinct description of the
relevant biological problem being considered. The range of topics is wide and will include topics such as linkage mapping, association studies, gene
finding and sequence alignment, protein structure prediction, design and analysis of microarray data, molecular evolution and phylogenetic trees,
DNA topology, and data base search strategies. Both original research and review articles will be warmly received.

ISSN 2194-6302 - e-ISSN 1544-6115

All information regarding notes for contributors, subscriptions, Open access, back volumes and orders is available online at
www.degruyter.com/view/j/sagmb

RESPONSIBLE EDITOR Michael P.H. Stumpf, Centre for Bioinformatics, Division of Molecular Biosciences, Imperial College, South Kensington
Campus, London SW7 2AZ, UK.

Email: m.stumpf@imperial.ac.uk

JOURNAL MANAGER Torsten Kriiger, De Gruyter, Genthiner Strae 13, 10785 Berlin, Germany.

Tel.: +49 (0)30 260 05-176, Fax: +49 (0)30 260 05-298

Email: sagmb.editorial @degruyter.com

RESPONSIBLE FOR ADVERTISEMENTS Claudia Neumann, De Gruyter, Genthiner Straie 13, 10785 Berlin, Germany.
Tel.: +49 (0)30 260 05-226, Fax: +49 (0)30 260 05-264, Email: anzeigen @degruyter.com

TYPESETTING Compuscript Ltd., Shannon, Ireland.
PRINTING Franz X. Stiickle Druck und Verlag e.K., Ettenheim.

© 2017 Walter de Gruyter GmbH, Berlin/Boston

MIX

Paper from
responsible sources

Ev%c(w:g FSC® C107500

Printed in Germany



DE GRUYTER Stat. Appl. Genet. Mol. Biol. === 2017 | Volume 16 | Issue 5-6

Contents

Research Articles

Johanna Bertl, Gregory Ewing, Carolin Kosiol and Andreas Futschik
Approximate maximum likelihood estimation for population genetic inference — 291

Lajmi Lakhal-Chaieb, Celia M.T. Greenwood, Mohamed Ouhourane, Kaigiong Zhao, Belkacem Abdous and
Karim Oualkacha

A smoothed EM-algorithm for DNA methylation profiles from sequencing-based methods in cell lines or for
a single cell type — 313

Ekua Kotoka and Megan Orr
Modifying SAMseq to account for asymmetry in the distribution of effect sizes when identifying
differentially expressed genes — 333

Colleen Nooney, Stuart Barber, Arief Gusnanto and Walter R. Gilks
A statistical method for analysing cospeciation in tritrophic ecology using electrical circuit theory — 349

Elena Szefer, Donghuan Lu, Farouk Nathoo, Mirza Faisal Beg and Jinko Graham, for the Alzheimer’s Disease
Neuroimaging Initiative

Multivariate association between single-nucleotide polymorphisms in Alzgene linkage regions

and structural changes in the brain: discovery, refinement and validation — 367

Panagiotis Papastamoulis and Magnus Rattray
Bayesian estimation of differential transcript usage from RNA-seq data — 387

Christopher McMahan, James Baurley, William Bridges, Chase Joyner, Muhamad Fitra Kacamarga,
Robert Lund, Carissa Pardamean and Bens Pardamean

A Bayesian hierarchical model for identifying significant polygenic effects while controlling for
confounding and repeated measures — 407





