


Edited by Jan A. Witkowski, Cold Spring Harbor Laboratory, Alexander
Gann, Cold Spring Harbor Laboratory, and Joseph F. Sambrook, 
Peter MacCallum Cancer Institute

This book is the second volume of an intellectual history of the 
science done at CSHL (the first volume, Illuminating Life, showed

that genetics became the dominant theme of research at CSH by as 
early as 1904). The appointment of James Watson as Director of the
Laboratory in 1968 set off the explosive research development at CSH,
as he recruited widely and wisely teams of investigators with diverse 
scientific interests. From this collection of papers, presented in full on
the accompanying CD, several themes emerge: the characterization and exploitation of mobile
genetic elements; the mechanics of DNA replication and regulation of the cell cycle; the behavior
and internal architecture of cells; how viruses induce tumors; the discovery of cancer genes; the 
characteristics of neurons; and the invention of techniques that make possible further progress. Each
theme is introduced in the context of the science of the time, and each paper has a commentary by,
in most cases, one of its authors. Life Illuminated is a story of scientific innovation and achievement,
told in the words of the investigators themselves.
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Looking for the right solution for your high yield PCR? Choose recombinant Taq DNA Polymerase 
from New England Biolabs. As the leader in enzyme technology, New England Biolabs provides 
the highest quality recombinant Taq at exceptional value. Our expanded selection of Taq based 
products includes kits, master mixes, and a choice of reaction buffers. Choose Taq DNA polymerase 
from NEB for guaranteed Performance, Convenience and Results.

yield of dreams.

  Taq DNA Polymerase from New England Biolabs  
 HIGH YIELD, RoBust AND RELIABLE PCR REACtIoNs IN CoNvENIENt FoRmAts
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Amplification of specific sequences from human genomic DNA using 
LongAmp Taq DNA Polymerase. Amplicon sizes are indicated above gel. 
Marker M is the 1 kb DNA Ladder (NEB #3232).

LongAmp Taq now available  
for larger PCR products
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In 2005, the Genome Sequencer 20 System was launched 
■ Read length: 100 bases 
■ 20 million bases in less than 5 hours 

In 2007, the Genome Sequencer FLX System was launched 
■ Read length: 250 to 300 bases 
■ 100 million bases in less than 8 hours 

Available in 2008, the Genome Sequencer FLX with improved chemistries
■ Read length: >400 bases 
■ 1 billion bases in less than 24 hours 

More applications lead to more publications. 

Proven performance with an expanding list of applications and 

more than 130 peer-reviewed publications. 

Visit www.genome-sequencing.com to learn more. 

Sequencing-by-Synthesis: Using an enzymatically

coupled reaction, light is generated when individual

nucleotides are incorporated. Hundreds of thousands of

individual DNA fragments are sequenced in parallel. 

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 454 SEQUENCING are trademarks of 454 Life Sciences Corporation, 
Branford, CT, USA. 

© 2008 Roche Diagnostics. All rights reserved.  

Roche Diagnostics 
Roche Applied Science
Indianapolis, Indiana 





Edited by C. David O’Connor, Centre for Proteomic Research, University of Southampton, Southampton,
UK and B. David Hames, University of Leeds, Leeds, UK

P roteomics: 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, 256 pp.
Paperback  $75.00 ISBN 978-1-904842-132
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By Stewart Scherer
How many genes are in the human genome? Which genes are commonly associated with 
genetic diseases? How many mobile elements, simple sequence repeats, or protein kinases are encoded in the genome? 
What are the largest genes and proteins? How similar are human proteins to those of mouse, yeast, or bacteria?
Although the human genome has been sequenced, it often can be surprisingly difficult to find answers to seemingly
simple questions about its characteristics. This convenient handbook, written in question-and-answer format, allows
researchers and teachers alike access to basic facts about the human genome.
Using a recent assembly of the human genome sequence, Stewart Scherer has compiled answers to a broad range of 
questions about the structure and function of the human genome. Answers to each question are presented in a direct,
straightforward style. Numerous figures and tables are included to illustrate and summarize the information.
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www.nimblegen.com

Seize the Genome

Maximize the power of next-generation sequencing by capturing 
and enriching specific regions of interest for targeted resequencing. 

n Target Specific Regions of Interest
Capture up to 5 Mb total sequence on a single array 
with high coverage and specificity.

n Reduce Cost
Significantly reduce time and cost compared to 
laborious and limiting PCR-based methods.

n Generate Data with Confidence
Ensure system performance prior to sequencing with 
built-in QC probes.

n Customize Each Capture Design
Specify the array design to capture contiguous 
genomic regions or thousands of exons in parallel.

Roche NimbleGen, Inc.
Madison WI USA454 and 454 SEQUENCING are trademarks of  

454 Life Sciences Corporation, Branford, CT, USA 
© 2008 Roche NimbleGen, Inc. All rights reserved.

NimbleGen Sequence Capture Service

To seize command of your sequencing project,
visit www.nimblegen.com/seqcap
or call (877) NimbleGen / (608) 218-7600

Figure 1: NimbleGen Sequence Capture Protocol
1. The genomic DNA sample is fragmented. 2. The 
sample is hybridized to a custom NimbleGen Sequence 
Capture array. 3. Unbound fragments are removed. 4. 
The target-enriched pool is eluted and amplified. 5. The 
enriched sample is ready for processing in the GS FLX 

sample processing workflow.





Experience Summer at a 2008 
Gordon Research Conference

GRC will hold over 120 conferences from June to 
September of 2008.  A sampling of these exciting 

and unique offerings is listed below.

Submit an online application today! 
http://www.grc.org/application.aspx

GORDON  RESEARCH  CONFERENCES

Visit the frontiers of science... attend a GRC!  www.grc.org

The informal atmosphere of a GRC  

provides unique opportunities to 

access cutting edge research, engage 

in informal discussions and build 

networks for future collaboration.
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Colby-Sawyer College, New London, NH
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Waterville Valley Resort, Waterville Valley, NH

Mechanisms of Epilepsy & Neuronal 
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Colby College, Waterville, ME

Neurobiology of Brain Disorders  NEW
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Magdalen College, Oxford, UK

Oceans and Human Health  NEW
June 29 - July 4, 2008

Tilton School, Tilton, NH

Plasmonics
July 27 - August 1, 2008
Tilton School, Tilton, NH

Radiation Chemistry
July 6-11, 2008

Waterville Valley Resort, Waterville Valley, NH

Single Molecule Approaches 
to Biology

August 17-22, 2008
Colby-Sawyer College, New London, NH
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