
It’s here. Now you can perform a range of genomic experiments 

that you only dreamed of before. The Illumina Genome Analyzer 

changes the way you approach every kind of genomic experiment. 

The discoveries are happening, the wait is over, and our customers 

are publishing their results. 

Change the way you think about sequencing.  

Join the growing Illumina Community. 

Turn sequencing on its head.

Do more with sequencing today:

www.morethansequencing.com



PCR
Edited by  Simon Hughes, Tumor Biology Laboratory, Cancer Research UK Clinical
Centre, UK and Adrian Moody, AstraZeneca, Macclesfield, UK

PCR: Methods Express describes the latest PCR-based methodologies
and approaches and provides the most up-to-date practical advice on
howto tackle a broad range of biological problems using these techniques.
Every chapter discusses the merits and limitations of various approaches
and then provides selected tried-and-tested protocols with useful hints
and tips for success, along with strategies for optimization. This book
is an essential laboratory manual for researchers at all levels, from
postgraduate student to principal investigator.

May 2007, 248 pp.
Paperback, $75 ISBN 978-190484228-6
Hardcover $125 ISBN 978-190484229-3

Bioinformatics
Edited by Paul Dear, MRC Laboratory of Molecular Biology, Cambridge, UK

Bioinformatics: Methods Express is unique. It is a book on bioinformatics
that makes sense to non-bioinformaticians. It couples accessible
theoretical background information with the explicit protocols that
non-bioinformaticians needxx
Every chapter discusses the merits and limitations of various
bioinformatics approaches and then provides clear advice and
unambiguous protocols. It is an essential companion for all researchers,
from graduate students to principal investigators, whose work can benefit
from a bioinformatics approach.

September 2007, 300 pp.
Paperback  $75 ISBN 978-190484216-3
Hardcover  $125 ISBN 978-190484223-1

Expression Systems
Edited by Michael R. Dyson, Wellcome Trust Sanger Institute and 
Yves Durocher, Biotechnology Institute, NRC, Saskatchewan, Canada

Expression Systems: Methods Express is a comprehensive research guide
that describes both the key new techniques and more established
methods. Every chapter discusses the merits and limitations of the various
approaches and then provides selected tried-and-tested protocols, 
as well as a plethora of good practical advice, for immediate use at 
the bench.

This book is an essential laboratory manual for all life science researchers
who use expression systems. It is a book which both experienced
researchers and those new to the field will find invaluable.

September 2007, 250 pp.
Paperback, $75 ISBN 978-190484243-9
Hardcover, $125 ISBN 978-190484245-3

DNA Microarrays
Edited by Mark Schena, Array IT, Life Sciences Division, California, USA

DNA Microarrays: Methods Express covers the very latest in DNA
microarray technology, with a clear focus on how these techniques can
be used in the lab to gain the very best results. The authors are from
some of the leading laboratories in the field and write with real authority
on the latest methodology. Every chapter provides detailed step-by-step
protocols with valuable hints and tips for success, and also gives typical
experimental results and selected literature citations.
This book is a “must have” manual for researchers in all fields of biology,
medicine and agriculture.

September 2007, 350 pp.
Paperback, $75 ISBN 978-190484215-6
Hardcover, $125 ISBN 978-190484222-4

Proteomics
Edited by C. David O’Connor, Centre for Proteomic Research, University of
Southampton, UK

Proteomics: Methods Express identifies the most powerful new
technologies and presents them in a way that allows their robust
implementation.
The focus is on proteomic methods and strategies that are reliable
and of general applicability. Each chapter presents descriptions of what
can, and cannot, be achieved with the relevant procedures so that readers
can make informed judgments prior to establishing the methods in-
house.
Every chapter discusses the merits and limitations of various approaches
then provides tried-and-tested protocols with hints and tips for success
and troubleshooting for when things go wrong.

November 2007, 300 pp.
Paperback, $75 ISBN 978-190484213-2
Hardcover, $125 ISBN 978-190484220-0

To order or request additional information:
Call: 1-866-854-3301 (Continental US and Canada) Fax: 516-422-4097
Email: USorders@scionpublishing.com WWW Site: www.scionpublishing.com
Write: Scion Publishing Ltd., 500 Sunnyside Blvd., Woodbury, NY  11797-2924

Scion Publishing is pleased to announce the Methods Express Series: protocol books designed for busy life scientists.

The Methods Express Series helps you
• Choose the right method – each book describes the techniques and approaches available, critically assesses

each one, and advises you which to use when
• Complete the technique successfully – step-by-step protocols tested by the authors; hints and tips to help

you avoid common pitfalls; example data and troubleshooting sections to guide you when things go wrong
• Find the best primary literature – when you need more information, our annotated reference lists take you

straight to the key areas.
Series Editor: B. David Hames, University of Leeds

 



" offers both ultra-high density and long oligo probes, 

allowing you to obtain both high volume and quality 

data in each experiment " Until you’ve compared our

data with your current approaches, you won’t realize 

just how much you’re missing.

We are High-Defi nition Genomics SM

(877) NimbleGen   "   sales@NimbleGen.com   "   www.NimbleGen.com

High-Definition Genomics means a higher standard in 
genomic and epigenomic research, both with respect to
individual analyses as well as from integration of data on many
forms of genome variation. We work with scientists around the
world to develop and deploy new tools for acquiring high-
quality, high-resolution, genome-wide data. Our customers
obtain a clearer view of genome variation and how it relates to
biology and medicine.

NimbleGen cutting-edge applications:
ChIP-chip—genome-wide transcription factor mapping
Array CGH—DNA copy number with sub-Kb resolution 
Gene Expression—cost-effective multiplex options
Alternative Splicing—all exon splice variants
DNA Methylation—entire genomes at high resolution

Long oligonucleotide probes
Ensure highest sensitivity and better signal-to-noise ratios 
compared with short probes.

Ultra-high density arrays 
Capture more information than other platforms with up to
2 million data points per experiment.

Whole genome or targeted region analysis

© Copyright 2007 NimbleGen Systems, Inc. All Rights Reserved.
www.NimbleGen.com " sales@NimbleGen.com " (877) NimbleGen

Only
NimbleGen

Start your microarray project with NimbleGen today,

and experience High-Defi nition Genomics.
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100 bp DNA Ladder
1.3% TAE agarose gel.
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50 bp DNA Ladder
1.8% TBE agarose gel.
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1.8% TBE agarose gel.

 bp 

— 766

— 500

— 300

— 150

— 50

PCR Marker
1.8% TBE agarose gel.

DNA Ladders from New England Biolabs
CONVENIENCE, QUALITY AND VALUE WITH NO GUESSWORK

For more information and our international distribution network, please visit www.neb.com
To request a free sample, please visit www.neb.com/samples/dnaladders/

NEW
ENGLAND
BIOLABS

New England Biolabs Inc. 240 County Road, Ipswich, MA 01938 USA  1-800-NEB-LABS  Tel. (978) 927-5054  Fax (978) 921-1350  info@neb.com
Canada Tel. (800) 387-1095  info@ca.neb.com  • China Tel. 010-82378266  beijing@neb-china.com  • Germany Tel. 0800/246 5227  info@de.neb.com 
Japan Tel. +81 (0)3 5669 6191  info@neb-japan.com  • UK Tel. (0800) 318486  info@uk.neb.com the leader in enzyme technology

ladders you can count on.

Choose DNA ladders from New England Biolabs and take the guesswork out of your DNA sample analysis. Select the ladder to suit your experimental needs
and let our sharp, evenly spaced bands help you achieve accuracy in your analysis. For your convenience, supplemental loading dye is now provided with all
ladders. In addition, our most popular ladders are available in a Quick-Load™ (contains blue dye to track migration) and a TriDye™ format (contains three dyes). 

Advantages:
■ Stable at room temperature
■ Sharp, uniform bands
■ Easy-to-identify reference bands
■ Can be used for sample quantitation
■ No unnecessary backbone DNA present
■ Exceptional value

Product information:
2-Log DNA Ladder
Conventional Format . . . . . . N3200S/L
Quick-Load Format . . . . . . . . . . N0469S
TriDye Format . . . . . . . . . . . . . N3270S
Biotinylated . . . . . . . . . . . . . . . N7554S

1 kb DNA Ladder
Conventional Format . . . . . . N3232S/L
Quick-Load Format . . . . . . . . . . N0468S
TriDye Format . . . . . . . . . . . . . N3272S

NEW! SUPPLEMENTAL 
LOADING DYE NOW INCLUDED

100 bp DNA Ladder
Conventional Format . . . . . . N3231S/L
Quick-Load Format . . . . . . . . . . N0467S
TriDye Format . . . . . . . . . . . . . N3271S

50 bp DNA Ladder . . . . . . . N3236S/L

Low MW DNA Ladder . . . . N3233S/L

PCR Marker . . . . . . . . . . . . N3234S/L



In a single instrument run, the Genome Sequencer FLX System
generates over 400,000 reads of 200 to 300 bases with 99.5% accuracy
per read. 

■ Perform de novo sequencing of whole genomes. 

■ Analyze full-length cDNA, including splice variants. 

■ Discover viral subtypes (e.g., HIV). 

■ Uncover the diversity in metagenomic samples. 

More Flexibility, More Applications, More Publications 

Visit www.genome-sequencing.com to learn about the expanding
number of peer-reviewed publications appearing weekly.  

Flowgram showing a single read of 256 bases.  

Each bar represents a discrete base (A, T, C, or G), and

the height of a bar correlates to the number of bases in

a specific position.

Longer sequencing reads 
mean more applications.

www.roche-applied-science.com 

Genome Sequencer FLX System 

For life science research only. Not for use in diagnostic procedures.  

454 and GENOME SEQUENCER are trademarks of 454 Life Sciences Corporation, 
Branford, CT, USA. 

© 2007 Roche Diagnostics GmbH. All rights reserved.  

Roche Diagnostics GmbH
Roche Applied Science
68298 Mannheim, Germany 



Edited by Elaine A. Ostrander, National Human Genome Research Institute,
NIH; Urs Giger, School of Veterinary Medicine, University of Pennsylvania
Philadelphia, Kerstin Lindblad-Toh, Broad Institute of MIT and Harvard

Dogs of different breeds can range remarkably in size, shape, and
behavior, and yet they all carry essentially the same genome,

making them a particularly fascinating model for genome plasticity.
The recent release of the complete sequence of the dog genome provides an exciting new 
context in which to consider such variation. Twenty–five chapters written by experts in 
the field include various aspects of morphological and behavioral variation in dogs, their origins
and domestication, and their unique value as a model system for many common but complex
human diseases such as diabetes and cancer.

2006, 584 pp., illus., index
Hardcover  $139 ISBN 978-087969742-6
Paperback  $69 ISBN 978-087969781-5

CONTENTS
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Genetic Analysis of the Canid
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in the Portuguese Water 
Dog Population

Morphology and Behavior: Are
They Coupled at the Genome
Level? 

CANINE ORIGINS
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Dogs and Silver Foxes Tell Us
about Each Other? 
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Assistant/Associate Professor of Bioinformatics/Computational 

Biology Department of Biostatistics 

Harvard School of Public Health 

The Department of Biostatistics at Harvard School of Public Health (HSPH), is seeking an outstanding

candidate for a tenure-track faculty position in Bioinformatics/Computational Biology at the level of

Assistant or Associate Professor. The successful candidate would join an active group at HSPH developing 

novel computational and statistical methods, and conduct collaborative research with clinical and basic

scientists at Harvard University and its affiliated medical centers. She/he is expected to play a vital  

leadership role in expanding the quantitative science research and educational programs at HSPH in  

bioinformatics and computational biology and its related fields. Candidates should have doctoral degree and 

a demonstrated record of achievement; candidates in all areas of computational biology, bioinformatics and 

statistical science are encouraged to apply. Please send a letter of application, including a statement of  

current and future research interests, a curriculum vitae, sample publications, and the names of three referees 

to the address below.  Applicants should ask their three referees to write independently to this address.   

Computational Biology Junior Faculty Search Committee 

Department of Biostatistics 

Harvard School of Public Health 

655 Huntington Avenue, 4th Floor 

Boston, MA 02115 

Harvard School of Public Health is strongly committed to increasing the representation of women and  

minority members among its faculty and particularly encourages applications from such candidates. 

Faculty Positions 

Yale Stem Cell Center 

Yale University School of Medicine

The newly established Yale Stem Cell Center invites applications for faculty positions at the rank of Assistant, 
Associate, or Full Professor. Rank and tenure will be commensurate with experience. Applicants should have a 
Ph.D. and/or M.D. degree. Each successful candidate will be expected to develop a vigorous, externally funded 
research program on fundamental questions related to the biology of embryonic or adult stem cells. Investigators 
will join a vibrant stem cell research community at Yale with over 40 labs working on various aspects of stem cell 
biology and medicine, and will have opportunities to compete for Connecticut State funding for stem cell        
research, including research on non-federally approved human embryonic stem cell lines. Investigators will also 
contribute to teaching graduate and/or medical students as well as shaping stem cell research at Yale. 

Applicants should mail a three-page research statement and CV, and arrange to have three reference letters  
sent to: 

Haifan Lin, Ph.D., c/o Kristin Dugan 
Director’s Office, Yale Stem Cell Center 

P.O. Box 208073, Yale University School of Medicine 
10 Amistad Street, New Haven CT 06509 

Application deadline is December 15, 2007. Follow-up inquiries should be sent to: kristin.dugan@yale.edu

Yale is an affirmative action/equal opportunity employer. 



The Genetics and Molecular Biology Branch (GMBB) of the National Human Genome Research Institute (NHGRI) is 
seeking to recruit outstanding tenure-track investigators to pursue innovative, independent research. The faculty 
within GMBB are highly interactive and use a variety of approaches to understand and develop new treatments for 
genetic and complex diseases. Current areas of research include hematopoiesis, the genetic disorders of red blood 
cells, cellular immunology, gene therapy, leukemogenesis, genomic instability in disease, the genetics of skin diseases, 
and the genomics of the skin microbiome. Of particular interest are candidates with research interests in the following 
areas:

The successful candidate will be able to take advantage of interactions with a highly collegial group of scientists within NHGRI 
and the NIH campus as a whole. In addition, the successful candidate will have access to NHGRI’s outstanding core 
laboratories, as well as the unparalleled resources of the NIH Clinical Center. 

Candidates must have a Ph.D., M.D., or equivalent degree, as well as comprehensive, advanced training and a record of 
accomplishment in one of the targeted areas. This position includes a generous start-up allowance, an ongoing commitment of 
research space, laboratory resources, and positions for personnel and trainees. 

Interested applicants should submit a curriculum vitae, a three-page description of proposed research, and three letters of 
recommendation through our online application system, at http://research.nhgri.nih.gov/apply.

For more information on GMBB and NHGRI’s Intramural Program, please see http://genome.gov/DIR. Specific questions 
regarding the recruitment may be directed to Dr. Fabio Candotti, the Search Chair, at fabio@nhgri.nih.gov. Questions may also 
be directed to Dr. David Bodine, the GMBB Branch Chief, at tedyaz@nhgri.nih.gov. 

Interested applicants should also be aware of two concurrent tenure-track faculty searches being conducted by NHGRI’s Cancer 
Genetics Branch (CGB) and Genetic Disease Research Branch (GDRB). Information on these searches may be found at 
http://genome.gov/11509039. Qualified candidates are welcome to apply for multiple searches; please note that a separate 
application must be filed for each search for which you wish to be considered.

Investigator Recruitment in Genetics and Molecular Biology
National Human Genome Research Institute

DHHS and NIH are Equal Opportunity Employers and encourage applications from women and minorities. 

The closing date for applications is November 16, 2007.

The Genetic Disease Research Branch (GDRB) of the National Human Genome Research Institute (NHGRI) is seeking to
recruit outstanding tenure-track or tenured investigators to pursue innovative, independent research. GDRB faculty
members are highly interactive and use a variety of approaches to study the genes and proteins involved in normal
development and related disease processes. Investigators in the Branch are currently engaged in studies of limb and
skeletal development, pigment cell development and neurocristopathies, T-cell development, function, and defects in
host defense; and the role of rare variants in common disease. Of particular interest are candidates with backgrounds
in one or more of the following areas:

The successful candidate will be able to take advantage of interactions with a highly collegial group of scientists within NHGRI
and the NIH campus as a whole. In addition, the successful candidate will have access to NHGRI’s outstanding core
laboratories, as well as the unparalleled resources of the NIH Clinical Center.

Candidates must have a Ph.D., M.D., or equivalent degree, as well as comprehensive, advanced training and a record of
accomplishment in one of the targeted areas. This position includes a generous start-up allowance, an ongoing commitment of
research space, laboratory resources, and positions for personnel and trainees.

Interested applicants should submit a curriculum vitae, a three-page description of proposed research, and three letters of
recommendation through our online application system, at http://research.nhgri.nih.gov/apply.

For more information on GDRB and NHGRI’s Intramural Program, please see http://genome.gov/DIR. Specific questions
regarding the recruitment may be directed to Dr. William Pavan, the Search Chair, at bpavan@nhgri.nih.gov. Questions may also
be directed to Dr. Leslie Biesecker, the GDRB Branch Chief, at leslieb@nhgri.nih.gov.

Interested applicants should also be aware of two concurrent tenure-track faculty searches being conducted by NHGRI’s Cancer
Genetics Branch (CGB) and Genetics and Molecular Biology Branch (GMBB). Information on these searches may be found at
http://genome.gov/11509039. Qualified candidates are welcome to apply for multiple searches; please note that a separate
application must be filed for each search for which you wish to be considered.

Investigator Recruitment in Genetic Disease Research
National Human Genome Research Institute

DHHS and NIH are Equal Opportunity Employers and encourage applications from women and minorities.
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