


Roche Applied Science is pleased to offer NimbleGen DNA
Microarrays, complementing our existing LightCycler® 480 
Real-Time PCR System and 454 Sequencing System. NimbleGen
Microarrays offer both long oligo probes and ultra-high density,
enabling the generation of sensitive, high-resolution data in each
experiment.  

Applications

■ CGH

■ Gene Expression

■ ChIP-Chip

■ Methylation

■ Sequence Capture

Visit www.nimblegen.com to discover how NimbleGen DNA
Microarrays can increase the resolution of your data.  

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

LIGHTCYCLER is a trademark of Roche.  454 and 454 SEQUENCING are trademarks of 
454 Life Sciences Corporation, Branford, CT, USA.  © 2008 Roche Diagnostics. All rights reserved. 
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High-Definition Genomics SM

www.nimblegen.com 

NimbleGen Microarray Solutions

NimbleGen 
HD2 Microarray 
(2.1 million features per slide) and 
NimbleGen Hybridization System 

Visit us in Booth 312 at SBS in 
St. Louis, April 7 - 9 and 
Booths 400 and 500 at AACR in 
San Diego, April 14 - 16.



genomic research • educational outreach • economic development • hudsonalpha.org

Huntsville, Alabama

Applying genome-scale technology 
to human diversity and disease

HudsonAlpha is the cornerstone of the 150-acre Cummings Research Park 
Biotech Campus.  Huntsville, Alabama is home to the NASA Marshall Space 
Flight Center and the nations’s second largest research park. Per capita, 
Huntsville has the highest percentage of scientists and engineers in the nation.  
Proximity to the University of Alabama in Huntsville, the University of Alabama at 
Birmingham, Auburn University and Vanderbilt University provides an ideal 
environment for genomics research and biotechnology.

HudsonAlpha:
A fresh perspective for
research and discovery

• Close alliance of a non-profit human 
  genomics research institute with 
  biotechnology community

• Open architecture and 
  entrepreneurial spirit

• Rich intellectual environment for 
  collaboration, discovery and 
  innovation

Accepting resumes
for a variety of positions, including:

Faculty-level Investigators
Senior Scientists
Postdoctoral Fellows
Computational Biologists 
Statistical Geneticists
Senior and Junior Research Technicians

Advances in genomic technology are 
generating an exponential increase 
in what we know about genome 
sequences and genetic variation.  
Our goal is to develop and apply this 
information to increase the quality 
and health of our lives.

— Dr. Richard M. Myers
Director

HudsonAlpha Institute

New insights and opportunities will 
result from combining genome-scale 
research with innovative, small 
business ventures.

— Jim Hudson
Founder and President
HudsonAlpha Institute

Grand Opening Celebration
April 2008



the leader in enzyme technology

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

For more information and our international distribution network, please visit www.neb.com

some things are worth waiting for.

ELECTROCOMPETENT STRAINS 
NOW AVAILABLE

Obtain colonies faster than any other NEB Turbo Competent E. coli * C2984H/I 
commercial strain (6.5 hours)

Versatile cloning strain NEB 5-alpha Competent E. coli †* C2987H/I

Cloning of toxic genes NEB 5-alpha F´l q Competent E. coli  C2992H/I

Cloning of large plasmids and BACs NEB 10-beta Competent E. coli * C3019H/I

Growth of unmethylated plasmids dam–/dcm– Competent E. coli C2925H/I

Cloning strain characteristics Strain NEB #

Most popular non-T7 protein NEB Express Competent E. coli C2523H/I 
expression strain

Added control of IPTG induced NEB Express l q Competent E. coli C3037H/I
expression with non-T7 plasmids

Most popular T7 protein expression strain T7 Express Competent E. coli C2566H/I

Reduced basal expression T7 Express l q Competent E. coli C3016H/I

Tight control of protein expression T7 Express lysY Competent E. coli C3010H/I
by inhibition of T7 RNA Polymerase

Highest level of protein expression control  T7 Express lysY/l q Competent E. coli C3013H/I

For crystallography experiments/SeMet T7 Express Crystal Competent E. coli C3022H/I 
labeling

Expression strain characteristics Strain NEB #

Advantages:
■ Extremely high transformation efficiencies
■ Phage T1 resistance (fhuA2 ) preserves clone integrity
■ Choice of protocols: high efficiency or 5 minute transformation
■ Nonspecific endonuclease activity eliminated, resulting in highest 

quality plasmid preparations
■ Express difficult or toxic proteins with T7 Express strains containing 

lacIq and/or a novel lysY variant
■ Obtain colonies faster than any other commercial strain with NEB Turbo
■ SOC Outgrowth Media and pUC19 Control Plasmid included
■ Free of animal products

At NEB, we make transformation as simple as selecting the best strain for your
experiment. Our expanded line of competent cells includes a variety of strains 
for cloning and expression, as well as strains with unique properties (see chart).
For added convenience, we offer a choice of efficiencies, formats and customized
packaging. Choose the superior performance and quality of competent cells from
New England Biolabs.

Competent Cells from New England Biolabs
NEW STRAINS, NEW FORMATS, NEW CHOICES 

† Available as subcloning efficiency * Available as electrocompetent cells

For a copy of our new Competent Cell Brochure, please visit www.neb.com/literaturerequest



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

© 2008 Roche Diagnostics. All rights reserved.  

Roche Diagnostics 
Roche Applied Science
Indianapolis, Indiana 





The National Institute of Allergy and Infectious Diseases (NIAID), Division 
of Intramural Research (DIR) is seeking several outstanding individuals for 
its new Program in Systems Immunology and Infectious Disease Modeling 
(PSIIM).

Modern technology allows the analysis of immune responses and host-
pathogen interactions at multiple levels - from intracellular signaling 
networks, to individual cell behavior, to the functioning of a tissue, organ, 
and even the whole organism. The challenge is not only to collect the large 
amounts of data, but also to organize it in a manner that enhances our 
understanding of how the immune system operates or how pathogens 
affect their hosts. To do this, it is necessary to develop detailed quantitative 
models that can be used to predict the behavior of a complex biological 
system.  These models can help explain the mechanisms underlying 
physiological and pathological responses to infection or vaccination, which 
can then be employed to design better therapies or vaccines. 

Achieving these goals requires an interdisciplinary effort and for this reason 
the PSIIM is organized as an integrated team of scientists and support 
staff. Within the PSIIM, there will be groups with expertise in the areas of 
computational biology, bioinformatics, proteomics, genomics, cell biology, 
immunology, and infectious diseases. These teams will have access to the 
latest technology for gene expression profiling, high content screening of 
RNAi libraries for the discovery of pathway components, imaging tools, 
genomic and proteomic analysis, cores for the genetic manipulation of 
animals, and a substantial computer infrastructure. They will also have 
access to BSL3 facilities for working with infectious agents of high priority 
for human health and biodefense. Although the PSIIM has been established 
within NIAID and has an immune / infectious disease focus, it is also 
expected to play a major role in fostering the growth of systems biology 
efforts throughout the NIH and involving diverse biomedical areas.

Current teams in the PSIIM include Immunology, Computational Biology – 
Modeling and Simulation, and Molecular / Cell Biology – High-throughput 
screening. The PSIIM is now recruiting for tenure track or tenure level team 
leader appointments in the following areas: 

Bioinformatics / Biostatistics: the incumbent will lead a group focused 
on developing and implementing computational tools and statistical 
methods for the analysis of genomic and proteomic data. The ideal 
candidate will have a strong background in statistics, mathematics, 
programming, and modeling biological systems as well as a strong 
interest in collaboration with biologists for the elucidation of biological 
mechanisms. The group will include expertise in software development 
(C++, Java, Perl, SQL etc.), knowledge of bioinformatic tools, databases and 
algorithms, and experience with heterogeneous computer environments 
(UNIX, Windows, Mac). 

Proteomics:  the incumbent will lead a group involved in the development 
and application of new methods for the determination of protein number, 
binding affinities, post-translational modification, and other qualitative and 

quantitative aspects of protein expression and behavior that are necessary 
for computer modeling and simulation. Tools such as mass spectrometry 
and microfluidic-based multiplexed binding assays are expected to 
be key elements in the efforts of this group. A strong background in 
protein biochemistry and the relevant instrumentation needed for high-
throughput, high-sensitivity analysis is required. 

Genomics: the incumbent will be responsible for developing novel 
approaches to the systems-wide analysis of such issues as transcription 
factor and epigenetic control of gene expression, the effects of allelic 
polymorphism on gene expression and function, quantitative measurement 
of gene expression, and the role of non-coding regions and transcripts 
such as miRNAs in regulating gene/gene product expression patterns. 
Knowledge of modern methods in high-throughput analysis of gene 
transcription, transcription factor binding site identification, analysis 
of epigenetic modifications, and analysis of gene regulatory circuits is 
required; bioinformatics experience is desirable. 

These positions and the research activities they conduct are fully funded 
by the intramural research program of NIAID. Each team leader is expected 
to build a working group consisting of postdoctoral fellows, students, 
technicians, and staff scientists. The team leaders will work with the 
Program Director to help set the goals for the PSIIM and to determine how 
best to reach these goals as an integrated group. To ensure appropriate 
career trajectories for those joining the PSIIM team effort, the NIH has 
modified its tenure policies to take specific account of contributions made 
in such a team science setting. Applicants should be seeking a difficult 
challenge in which creativity, technical expertise, and a strong desire to 
achieve in a team setting will be critical for success. 

Interested candidates may contact Dr. Ronald Germain, Program Director, 
PSIIM, DIR, NIAID at (301) 496-1904 or email (rgermain@niaid.nih.gov)  
for additional information about these positions.

To apply, submit your curriculum vitae, bibliography, and a detailed 
statement of how your expertise can contribute to the success of the 
PSIIM program, to Wanda Jackson at NIAID.DIR.Search@niaid.nih.gov. 
In addition, three letters of reference must be sent directly from your 
three referees to Dr. Robert Hohman, Chair, NIAID Search Committee, c/o 
Wanda Jackson at NIAID.DIR.Search@niaid.nih.gov or 10 Center Drive, 
MSC 1356, Building 10, Room 4A22, Bethesda, Maryland 20892-1356. 
Email is preferred. Completed applications MUST be received by Friday, 
May 23rd.  Please refer to ad #019 for bioinformatics/biostatistics, #020 
for proteomics, and #021 for genomics on all correspondence.   Further 
information regarding the DIR laboratories is available at: http://www3.
niaid.nih.gov/about/organization/dir/default.htm and information on 
working at NIAID is available on our website at:  http://healthresearch.
niaid.nih.gov 

For more information about the NIAID systems biology program, please 
visit http://www.nih.gov/catalyst/2006/06.09.01/page1.html

Help Us Help Millions
Tenure Track/Tenure Investigator Positions in Systems Immunology and Infectious Disease Modeling
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By David H. Hall, Albert Einstein College of Medicine, New York; 
 Zeynep F. Altun, Albert Einstein College of Medicine, New York

Derived from the acclaimed online “WormAtlas,” C. elegans Atlas is a 
large-format, full-color atlas of the hermaphroditic form of the model 

organism C. elegans, known affectionately as “the worm” by workers in the field. Prepared by 
the editors of the Wormatlas Consortium, David H. Hall and Zeynep F. Altun, this book 
combines explanatory text with copious, labeled, color illustrations and electron micrographs 
of the major body systems of C. elegans. Also included are electron microscopy cross sections of 
the worm. This laboratory reference is essential for the working worm biologist, at the bench 
and at the microscope, and provides a superb companion to the C. elegans II monograph. It 
is also a valuable tool for investigators in the fields of developmental biology, neurobiology, 
reproductive biology, gene expression, and molecular biology. 

2008, 348 pp., illus., appendix, index
Concealed wire binding  $125		 ISBN 978-087969715-0
Hardcover  $175	 ISBN 978-087969794-5

To order or request additional information:
Call:	 1–800–843–4388 (Continental US and Canada) 516–422–4100 (All other locations)

FAX:	 516–422–4097	 E–mail:	cshpress@cshl.edu

www.cshlpress.com




