
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 Beißbarth, University of Göttingen, 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

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

2016 · VoluMe 15 · iSSue 5



aBStracted/indeXed in AGRICOLA (National Agricultural Library), Baidu Scholar, Celdes, Chemical Engineering and Biotechnology 
Abstracts, CNKI Scholar (China National Knowledge Infrastructure), CNPIEC, Current Index to Statistics, EBSCO (relevant databases), EBSCO 
Discovery Service, Elsevier: EMBASE; SCOPUS, Genamics JournalSeek, Google Scholar, J-Gate, JournalTOCs, Mathematical Reviews (MathSci-
Net), Medline, Meta (formerly Sciencescape), Naviga (Softweco), Primo Central (ExLibris), PubMed, ReadCube, Research Papers in Economics 
(RePEc), ResearchGate, SCImago (SJR), Summon (Serials Solutions/ProQuest), TDOne (TDNet), Thomson Reuters: Biological Abstracts; BIOSIS 
Previews; Current Contents/Life Sciences; Journal Citation Reports/Science Edition; Science Citation Index Expanded, Ulrich‘s Periodicals Direc-
tory/ulrichsweb, 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 Krüger, De Gruyter, Genthiner Straße 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 Straße 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. Stückle Druck und Verlag e.K., Ettenheim.

© 2016  Walter de Gruyter GmbH, Berlin/Boston

Printed in Germany



Stat. Appl. Genet. Mol. Biol.   2016 | Volume 15 | Issue 5

Contents

Research Articles

Colin S. Gillespie and Andrew Golightly
Diagnostics for assessing the linear noise and moment closure approximations  363

Valentina Pugacheva, Alexander Korotkov and Eugene Korotkov
Search of latent periodicity in amino acid sequences by means of genetic algorithm and dynamic 
programming  381

Jochen Kruppa, Frank Kramer, Tim Beißbarth and Klaus Jung
A simulation framework for correlated count data of features subsets in high-throughput sequencing or 
proteomics experiments  401

Alexia Kakourou, Werner Vach, Simone Nicolardi, Yuri van der Burgt and Bart Mertens
Accounting for isotopic clustering in Fourier transform mass spectrometry data analysis for clinical 
diagnostic studies  415

Christopher D. Steele, Matthew Greenhalgh and David J. Balding
Evaluation of low-template DNA profiles using peak heights  431




