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By Andrew J. Link, Vanderbilt University School of Medicine, Nashville, Tennessee

and Joshua LaBaer, Harvard University School of Medicine

Based on a popular course at Cold Spring Harbor Laboratory, this new manual

assembles cutting–edge protocols, helpful hints, and lecture notes to teach

researchers from a wide variety of disciplines the essential methods of proteomics

using state–of–the–art instrumentation. Detailed protocols involving protein

microarrays, liquid chromatography, high–throughput cloning of expression 

constructs, IMAC, mass spectrometry, MALDI–TOF, and MudPIT are provided,

along with well–illustrated descriptions of experimental procedures and lists of recommended Web sites and

reading material. Proteomics: A Cold Spring Harbor Laboratory Course Manual can be used both as the basis

for a course and as a detailed bench manual for those performing indispensable proteomic experiments. It 

is authored by Andrew J. Link and Joshua LaBaer, both leaders in their fields, who bring complementary

expertise to the manual.

Published in December 2008, 232 pp., illus., appendices, index

Hardcover  $150 ISBN 978-087969793-8

Paperback  $94 ISBN 978-087969787-7

To order or request additional information, please visit our website or:
Call: 1-800-843-4388 (Continental US and Canada) 516-422-4100 (All other locations)

Fax: 516-422-4097 E-mail: cshpress@cshl.edu
Write: Cold Spring Harbor Laboratory Press, 500 Sunnyside Blvd., Woodbury, NY 11797-2924

Edited by Ajit Varki, University of California, San Diego, Richard D. Cummings, Emory University School
of Medicine, Atlanta, Jeffrey D. Esko, University of California, San Diego, Hudson H. Freeze, Burnham Institute 
for Medical Research, La Jolla, Pamela Stanley, Albert Einstein College of Medicine of Yeshiva University, 

New York, Carolyn R. Bertozzi, University of California, Berkeley, Gerald W. Hart, Johns Hopkins University of School of Medicine, Baltimore, and
Marilynn E. Etzler, University of California, Davis

The sugar chains of cells—known collectively as glycans—play a variety of impressive, critical, and often surprising
roles in biological systems. Glycobiology is the study of the roles of glycans in the growth and development, 

function, and survival of an organism. Glyco-related processes, described in vivid detail in the text, have become
increasingly significant in many areas of basic research as well as biomedicine and biotechnology.

This new edition of Essentials of Glycobiology covers the general principles and describes the structure and biosynthesis,
diversity, and function of glycans and their relevance to both normal physiologic processes and human disease. Several
new chapters present significant advances that have occurred since the publication of the first edition. Three sections
of note describe organismal diversity, advances in our understanding of disease states and related therapeutic 
applications, and the genomic view of glycobiology. “Glycomics,” analogous to genomics and proteomics, is the 
systematic study of all glycan structures of a given cell type or organism and paves the way for a more thorough 
understanding of the functions of these ubiquitous molecules.

The first edition of Essentials of Glycobiology represented also a notable experiment in publishing, as it became one of
the first electronic textbooks. And, now, in recognition of its wide audience and the changing ways in which researchers
and students learn and access information, the new edition of Essentials will be made available online simultaneously
with the print edition. This novel experiment is the result of the collaborative efforts of the Cold Spring Harbor
Laboratory Press, the National Center for Biotechnology Information, and the editors of the book. Written and 
edited by glycobiologists with experience in teaching and in research, this volume will be an invaluable resource, both
for students and for established investigators in fields such as developmental biology, cell biology, neuroscience,
immunology, and biochemistry who require a complete yet concise introduction to this burgeoning field.

Published in October 2008, 784 pp., illus., glossary, study guide, index
Hardcover $158 ISBN 978-087969770-9
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Advance praise for the Second Edition:

“The basic principles of glycobiology are clearly articulated in this volume, and the roles of complex carbohydrates in disease are an 
important read for all biomedical scientists.” —Peter Agre, M.D., Nobel Laureate in Chemistry, 2003

“Essentials of Glycobiology is a major resource for understanding these post-translational biochemical reactions that affect the function 
and fate of proteins produced by the genes that are profoundly changed by their added sugars.”

—Baruch S. Blumberg, Nobel Laureate in Medicine, 1976

“The second edition of Essentials of Glycobiology, superbly printed and illustrated, develops in simple and absolutely precise terms the 
complicated intricacies of glycobiology. I would have killed to get this encyclopedic treatise 40 years ago when I was working my way
through this field.” —Edmond H. Fischer, Nobel Laureate in Medicine, 1992
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microRNA discovery 
experts that will 
exceed even your 
rigorous expectations
Nobody knows microRNAs better than Exiqon. And no 
microRNA profi ling or PCR system is as rigorous or as 
feature-rich as a system based on Exiqon’s exclusive 
Locked Nucleic Acid (LNA™) technology.
   
So why risk your samples with some “big name” assay when 

you can engage Exiqon for expert microRNA services?  

Exiqon microRNA services give you access to our proven 

miRCURY LNA™ array technology for reliable, robust results 

from every sample with as little as 200ng total RNA. You 

also get the broadest coverage of microRNAs, including 435 

human microRNAs available nowhere else. For validation, 

our PCR Services will reliably quantitate any microRNA, 

even AT-rich sequences and 3’-end variants.  

Hire the microRNA experts and get scientifi c partnership 

that will exceed your expectations from consultation and 

analysis to fi nal report. Hire Exiqon.

Reliable and robust publication-ready data

Learn more
Visit www.exiqon.com

miRCURY LNA™ microRNA PCR System
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miRCURY LNA™ microRNA Array
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Two-way clustering of miRCURY LNA™ microRNA Array 
and Real-time PCR data generate very similar heat maps. 
This is illustrated by the fact that the nine cell lines are 

clustered in the same way.
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By Michael F. Carey, University of California, Los Angeles; Craig L. Peterson, University of
Massachusetts Medical School, Worcester; and Stephen T. Smale, University of California, Los Angeles

Strategies for studying gene regulation mechanisms have changed dramatically over the
past several years in light of the emergence of complete genome sequences for many

organisms as well as the development of or improvements to technologies such as chromatin
immunoprecipitation, RNA interference, microarrays, and proteomics.
The first edition of the highly successful Transcriptional Regulation in Eukaryotes, written by Michael Carey and Stephen
Smale at UCLA, provided a comprehensive source of strategic, conceptual, and technical information for investigating the
complexities of gene regulation at the level of transcription.
With the ever-increasing importance of genome data and the appearance of new and better techniques, the second edition
of this book has added a third author, Craig Peterson at the University of Massachusetts Medical School. In addition 
to a new chapter on the in vitro analysis of chromatin templates for DNA-binding studies and transcription, this second
edition has been extensively rewritten and updated to discuss new advances in the field and their impact on gene regulation
mechanisms. The second edition retains the approach of the first in covering both the conceptual and practical aspects of
how to study the regulation of a newly isolated gene and the biochemistry of a new transcription factor.
Transcriptional Regulation in Eukaryotes serves as both a powerful textbook and manual for advanced instruction in 
molecular biology which

• supplements clearly written text with extensive illustrations
• puts methods in the context of underlying theory
• gives expert recommendations on experimental strategies
• encourages creativity in investigative design
• explains protocols for essential techniques step by step, with extensive advice on troubleshooting
• provides the latest methods in use in the field

This important and unique book is essential reading for anyone pursuing the analysis of gene expression in model systems
or disease states, providing underlying theory and perspective to the newcomer and the latest techniques to the expert.

Published in December 2008, 620 pp., appendix, index
Hardcover  $240 ISBN 978-087969777-8
Paperback  $165 ISBN 978-087969762-4



To fi nd out more about our complete line of Cells-to-CT™ Kits, visit
http://www.appliedbiosystems.com/c2ct6

For Research Use Only. Not for use in diagnostic procedures. Purchase of these products includes an immunity from suit under patents specifi ed in the product insert to use only the amount purchased for the purchaser’s own internal 
research. No other patent rights are conveyed expressly, by implication, or by estoppel. Further information on purchasing licenses may be obtained by contacting the Director of Licensing, Applied Biosystems, 850 Lincoln Centre Drive, Foster City, 
California 94404, USA. Purchase of the Fast SYBR® Green Cells-to CT™ Kit is accompanied by a limited license under U.S. Patent 5,035,996 and foreign equivalents to use for research. The SYBR® Green dye is sold pursuant to a limited license 
from Molecular Probes, Inc. © 2009 Applied Biosystems Inc. All rights reserved. Applied Biosystems and AB (Design) are registered trademarks of Applied Biosystems Inc. or its subsidiaries in the US and/or certain other countries. 
Cells-to-CT™ is a trademark of Ambion, Inc., in the U.S. and/or certain other countries. SYBR is a registered trademark of Molecular Probes, Inc. All other trademarks are the sole property of their respective owners.

What does value mean to you and your lab — pre-optimized reagents for peak performance? Validated accuracy with 

results equivalent to purifi ed RNA? Minimal sample handling for optimal sensitivity and uniformity? With the new SYBR® 

Green Cells-to-CT™ Kits, you get all that and more. Designed to deliver superior reproducibility, specifi city and sensitivity 

over a broad dynamic range, these new kits enable you to achieve effi cient, dependable gene expression analysis, 

without RNA purifi cation.

Ready to perform. 
Right out of the box. 

Value has never sounded better — Power SYBR® Green and Fast SYBR® Green Cells-to-CT™ Kits



BioSupplyNet.com is your one-stop directory source
for life science laboratory supplies and services.
Concise and user-friendly, BioSupplyNet.com
provides direct access to over 6500 companies and
20,000 products.

FEATURES:

• Download FREE protocols from Cold Spring
Harbor Protocols—www.cshprotocols.org

• Search for the latest kits and catalogs

• See the latest products and special promotions

• Sign up for a free monthly newsletter detailing
new protocols and products

• Visit our updated career center



Postdoctoral Positions at Cold Spring Harbor Laboratory 

Cold Spring Harbor Laboratory is a world-renowned research and educational institution recognized internationally for its  
excellence in ground-breaking research and educational activities.  We invite highly motivated individuals to visit our website at 
www.cshl.edu to review and apply for current postdoctoral opportunities in the following areas.  

Cancer Research:  Members of the CSHL Cancer Center are involved in studies focused on cancer genomics, signal  
transduction, mouse models, gene expression, cell proliferation and tumor biology. 

Neuroscience: The primary focus of the CSHL Neuroscience program is neural circuits and how disruption of these circuits leads 
to disorders including autism and schizophrenia. Research is being carried out at the genetic, molecular, developmental,  
systems, behavioral and computational levels. 

Plant Biology:  The CSHL Plant Biology program focuses primarily on development, stem cells, morphogenesis, plant genomics 
and epigenetics. 

Genomics and Bioinformatics: The CSHL Genomics program uses state-of-the-art technologies including high-throughput  
sequencing, copy number variation analysis and transcriptome analysis. Efforts are ongoing to understand genomic variation 
associated with several human diseases as well as elucidating and characterizing new functional outputs of the genome. 

Quantitative Biology: The CSHL Center for Quantitative Biology is comprised of scientists in the fields of physics, computer  
science, engineering, statistics and applied mathematics dedicated to applying quantitative methods to studies in human  
genetics, genomic, neurobiology, and signal and image processing. 

Cold Spring Harbor Laboratory 
Human Resources 

One Bungtown Road 
Cold Spring Harbor, NY 11724 

Website: www.cshl.edu

Cold Spring Harbor Laboratory is an Equal Opportunity Employer. 



www.neb.com

Learn Molecular Biology in 1 or 2 Weeks!
We are pleased to announce the twenty-fourth annual Molecular Biology Summer Workshops, sponsored

by New England Biolabs in conjunction with Smith College. Workshops are held at the Clark Science Center,

Smith College, Northampton, MA, USA. Well over 3,000 people have graduated from this intensive training

program in the past twenty-three years. These intensive courses emphasize hands-on molecular biology laboratory

work and cover a wide variety of topics and techniques. No prior experience in molecular biology is required.

when:
two-week sessions:
Session 1: June 7 - June 20, 2009
Session 3: July 12 - July 25, 2009

one week sessions:
Session 2: June 25 - July 1, 2009
Session 4: August 2 - August 7, 2009

(lecture course only)

where:
Clark Science Center
Smith College
Northampton, MA USA 01063

Dr. Steven A. Williams

to apply:
website:
http://www.science.smith.edu/neb

email:
biolabs@email.smith.edu

phone:
(413) 247-3004

topics/techniques:
• gene cloning

(and library construction)

• gene expression analysis

• PCR and quantitative RT-PCR

• genomics and bioinformatics

• DNA sequencing
& DNA fingerprinting

• RNAi, siRNA and microarrays

• and much more — visit our
website for a complete list!

Both ONE week and TWO week Molecular Biology Sessions available!
Session 2 is a one week short course that covers DNA cloning, PCR, DNA sequencing,
genomics and bioinformatics. Sessions 1 and 3 cover twice as much material and are our most
popular courses. These sessions add techniques used in gene expression analysis including microarray
analysis, RNAi and quantitative RT-PCR, more bioinformatics and genomics and protein expression.
All of the above topics are covered in the two-week sessions. Session 4 will cover all of the topics in
the two week laboratory course, but will be a lecture-only course for those not requiring hands-on
laboratory experience.

application information: No previous experience in molecular biology is required or
expected. Forty participants per session will be selected from a variety of disciplines and academic
backgrounds, including principal investigators, directors of programs, medical doctors, postdoctoral
fellows, graduate students, research assistants, sales associates, equipment engineers, etc.

fee: $3995 per participant (2 week sessions), $2295 pp (Session 2) and $1495 pp (Session 4).
This fee includes lab manual, use of all equipment and supplies, and room and board
(all rooms are singles).

application deadline: May 1, 2009. First come, first served (apply now!).
Late applications will be accepted on a space available basis.

payment deadline: Three weeks following receipt of your email acceptance letter.

MoLECULAR BioLogy SUMMER WoRkShoPS
24Th ANNUAL
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