NEW FOR 2008
Building
Bioinformatics
Solutions

with Perl, R and
MySQL

Conrad Bessant,
Cranfield University,
UK, lan Shadforth,
LifeScan Scotland Ltd.,
and Darren Oakley,
The Wellcome Trust Sanger Institute

December2008 | 224 pages

978-0-19-923023-5, PAPERBACK
978-0-19-923019-8, HARDBACK

£27.50/$55.00
£60.00/$120.00

NEW EDITION

Hierarchical Modelling for the
Environmental Sciences

Statistical methods and applications

JamesSS. Clark and Alan
E. Gelfand, both at Duke
University, USA

‘..if you are already quite
well acqainted with Bayesian
concepts and terminology
then this book should
provide an excellent guide
to the application of these
advanced statistical
techniques within ecology.’
Bulletin of the British
Ecological Society

2006 | 216 pages

978-0-19-856967-1, PAPERBACK
978-0-19-856966-4, HARDBACK

£39.95/$74.00
£65.00/$156.00

NEW FOR 2009
Statistical ModellinginR

Murray Aitkin, University of Melbourne, Australia,
Brian Francis, Lancaster University, UK, John Hinde,
University of Ireland, Galway, and Ross Darnell, CSIRO
Mathematical and Information Sciences, Australia

R is now the most widely used statistical
package/language in university statistics departments
and many research organisations. Its great advantages
are that for many years it has been the leading-edge
statistical package/language and that it can be freely
downloaded from the R web site. This text provides a
comprehensive treatment of the theory of statistical
modelling in R with an emphasis on applications to
practical problems and an expanded discussion of
statistical theory. A wide range of case studies is
provided, using the normal, binomial, Poisson,
multinomial, gamma, exponential and Weibull
distributions, making this book ideal for graduates
and research students in applied statistics and a

wide range of quantitative disciplines.

Oxford Statistical Science Series No. 35
January2009 | 568 pages

978-0-19-921913-1, PAPERBACK
978-0-19-921914-8, HARDBACK

£34.50/$70.00
£70.00/%$140.00
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NEW FOR 2008 ____

Spatial Analysis
in Epidemiology

Dirk U. Pfeiffer, Royal O

Veterinary College, UK, | &yl Ariilinrs
Timothy P. Robinson, in Epilormiclagy
Food and Agricultural
Organisation of the T
United Nations, Italy,
Mark Stevenson,

Massey University,

New Zealand, Kim B.
Stevens, Royal Veterinary College, UK, David .
Rogers, Oxford University, UK, and Archie C.A.
Clements, University of Queensland, Australia

This book provides a user-friendly introduction
and guide to the application of spatial analysis
and geographical information systems (GIS) in
epidemiology—the study of the incidence and
distribution of diseases. Used appropriately,
spatial analytical methods in conjunction with
GIS and remotely sensed data can provide
significant insights into the biological patterns
and processes that underlie disease transmission.

May 2008 | 160 pages

978-0-19-850989-9, PAPERBACK
978-0-19-850988-2, HARDBACK

£34.95/$70.00
£65.00/$135.00

Computational Molecular Evolution
Ziheng Yang, University College London, UK

This book describes the models, methods and
algorithms that are most useful for analysing the
ever-increasing supply of molecular sequence data,
with a view to furthering our understanding of the
evolution of genes and genomes.

Oxford Series in Ecology and Evolution
2006 | 376 pages

978-0-19-856702-8, PAPERBACK
978-0-19-856699-1, HARDBACK

£32.50/$52.50
£65.00/$115.00

NEW FOR 2009

Computing with Cells
Advances in Membrane Computing
Pierluigi Frisco, Herriot Watt University, UK

Membrane systems are a new class of models of
computation inspired by the subdivision of living
cells into compartments delimited by membranes,
the chemicals present in the compartments, their
interactions, and movement between compartments.
Membrane computing, the study of membrane
systems, is a fascinating and fast growing area of
research originating from the symbiosis of computer
science and biology, with main streams of current
investigations concerning theoretical computer
science and the modelling of complex systems.

This monograph focusses on the theoretical computer
science aspects of membrane computing and offers
comprehensive understanding of the computational
power of the models we considered. It is aimed at
researchers in the field, who can use it as a reference
text, and to people with an initial interest in membrane
computing, who can use it as a clear and up to dated
starting point for membrane computing.

January2009 | 309pages

978-0-19-954286-4, HARDBACK £45.00/%$90.00

NEW FOR 2008

Demographic Toxicity

Methods in Ecological Risk Assessment (with
CD-ROM)

Edited by H. Resit Akcakaya, Stony Brook University,
USA, John D. Stark, Washington State University,
USA, and Todd S Bridges, Army Corps of Engineers,
Vicksburg MS

Each chapter of this edited volume describes the
application of a population model to a particular
species. The book demonstrates how various life
history characteristics of the species are incorporated
into the model, how ecotoxicological impacts are
modeled, and how the results of the model has been
or can be used in risk assessment. A powerful software
tool is included.

May2008 | 288 pages

978-0-19-533296-4, HARDBACK £68.00/$125.00

NEW IN PAPERBACK

Advanced Distance Sampling
Estimating abundance of biological populations

Edited by S.T. Buckland,
University of St Andrews,
UK, D.RAnderson, and
K.P.Burnham, both at the
Colorado Cooperative Fish
and Wildlife Research Unit,
J.L. Laake, National Marine
Mammal Laboratory, D.L.
Borchers, and L. Thomas,
both at the University of St
Andrews, UK

This advanced text focuses
on the uses of distance sampling to estimate the density
and abundance of biological populations. It addresses
new methodologies, new technologies and recent
developments in statistical theory and is the follow
up companion to Introduction to Distance Sampling
(OUP, 2001).

2007 | 440 pages
978-0-19-922587-3, PAPERBACK
978-0-19-850783-3, HARDBACK

£24.95/$60.00
£62.00/$131.45

NEW FOR 2009

Statistics and Informatics in Cancer
Research

Edited by Carsten Wiuf, and Claus L. Andersen, both
atthe University of Aarhus, Denmark

Molecular understanding of cancer and cancer
progression is at the forefront of many research
programs today, and high-throughput array
technologies and other modern molecular techniques
produce a wealth of molecular data about the structure,
organization, and function of cells, tissues and
organisms. Complex mathematical, statistical and
bioinformatics tools are required to extract, handle
and process data and this book, edited by two leading
researchers with contributions from carefully chosen
experts, aims to make these tools available to a wide
range of researchers, in a single coherent book
volume.

January2009 | 352pages

978-0-19-953287-2, HARDBACK £39.50/$80.00
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