
SNP genotyping. 
Gene expression. 
And now Solexa® sequencing.
Let’s find the answers together.

It’s your research. You question. You test. 

You want answers—quickly, accurately, and at a good value. 

Illumina has the tools that address the core applications in

modern genetic analysis—SNP genotyping, gene expression,

and now sequencing.  Working alongside you, Illumina strives 

to make it as easy as possible to find the answers that move

your research forward.  By continually replicating the cycle of

listening, anticipating, and innovating, we are pioneering new 

applications like CNV analysis and DNA methylation.

Together we are the Illumina Community. We collaborate

to deliver easy-to-use tools with the highest quality and

best value that enable all of us to help understand,

cure, and ultimately prevent disease.  

Is it time for you to join the Illumina Community? 

Let’s find the answers together.

www.illumina.com



Now you can see results of the finest methods in action with new online movies in
CSH Protocols.

The November issue of CSH Protocols features methods for tracking RNA and 
protein molecules in both cells and organisms, and introduces new multimedia
content made possible by online presentation: movies showing examples of these
techniques in action.

Read—and see—these newly featured protocols online at www.cshprotocols.org:

• Photoactivation-Based Labeling and In Vivo Tracking of RNA
Molecules in the Nucleus

• Selection of Appropriate Imaging Equipment and Methodology 
for Live Cell Imaging in Drosophila

CSH Protocols offers cutting edge and classic protocols in molecular and cell biology
from laboratories worldwide, along with methods from Cold Spring Harbor
Laboratory’s renowned manuals and on-site courses. Free trials and discounted 
subscriptions are available for a limited time.

CSH Protocols is created by Cold Spring Harbor Laboratory Press in association
with HighWire Press of Stanford University.

For pricing information or to request a free trial visit the website or: 
Phone:1-800-843-4388 (Continental US and Canada) or 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
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With Phusion High-Fidelity DNA Polymerase, there is no need to compromise any aspect of
your PCR performance. A superior choice for cloning, this recombinant polymerase has an
error rate 50-fold lower than Taq DNA Polymerase, making it the most accurate thermostable
polymerase available. Phusion DNA Polymerase is supplied in a variety of formats, or with a
hot start modification for increased specificity.

NEW
ENGLAND
BIOLABS

Phusion™ High-Fidelity DNA Polymerase from New England Biolabs
EXTREME PRECISION WITH UNPARALLELED SPEED AND ROBUSTNESS

Advantages:
■ Extreme Fidelity – Highest of any 

thermostable polymerase
■ High Speed – Extension times are 

dramatically reduced
■ Robustness – Reduce reaction failures 

with minimal optimization
■ High Yield – Increase product yields 

with minimal enzyme amounts
■ Specificity – Hot start modification 

reduces non-specific amplification

■ Phusion High-Fidelity DNA Polymerase  r F-530S/L

■ Phusion Hot Start High-Fidelity 
DNA Polymerase  r F-540S/L

■ Phusion High-Fidelity PCR Master Mix  r
with HF Buffer F-531S/L 
with GC Buffer F-532S/L

■ Phusion High-Fidelity PCR Kit  r F-553S/L

r = Recombinant

For more information please visit www.neb.com

the leader in enzyme technology

■ New England Biolabs Inc. 1-800-NEB-LABS  Tel. (978) 927-5054  Fax (978) 921-1350  info@neb.com  
■ Canada  Tel. (800) 387-1095  info@ca.neb.com  ■ Germany  Tel. 0800/246 5227  info@de.neb.com  
■ UK  Tel. (0800) 318486  info@uk.neb.com  ■ China  Tel. 010-82378266  beijing@neb-china.com

in a word, fast.

Experience extreme speed and yield with Phusion High-Fidelity DNA
Polymerase. A 3.8 kb fragment from human beta globin gene was amplified 
according to suppliers’ recommendations using varying extension times. Phusion 
DNA Polymerase was able to amplify the fragment with a combined annealing and
extension step of only 1 minute. Also, a single unit of Phusion DNA Polymerase 
produced higher yields than 2.5 or 5 units of Pyrococcus furiosus DNA Polymerases.

Phusion™ is a trademark of Finnzymes Oy

Produced by Distributed by



Be first to the finish with...
■ Increased read lengths averaging 200 to 300 bases per read

■ Increased number of reads with more than 400,000 reads per run

■ Single-read accuracy greater than 99.5% over 200 bases 

■ Consensus-read accuracy greater than 99.99%

...to perform breakthrough science. 

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

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

© 2007 Roche Diagnostics. All rights reserved. 

Roche Diagnostics 
Roche Applied Science
Indianapolis, Indiana

More Flexibility, More Applications

www.roche-applied-science.com 

Introducing the NEW Genome Sequencer FLX System 

Sequencing-by-synthesis:
One fragment is bound 
and amplified on one bead,
resulting in one read. 
Over 400,000 reads are
generated per instrument run.  



$ave “Green” with EconoTaq™ PLUS GREEN

Excellent results in routine PCR 
Use EconoTaq PLUS GREEN 2X Master Mix for reliable 
amplification of templates up to 5 kb. It works as well or 
better than the other, more expensive Taq “green” 
master mix. (Figure 1)

Also available without dyes 
EconoTaq PLUS 2X Master Mix offers the same low price 
and great performance for use in fluorescence or 
absorbance analyses.

Lucigen’s new EconoTaq PLUS GREEN 2X Master Mix is the easiest and most economical solution 
for routine PCR. Ready-to-use EconoTaq PLUS GREEN contains high quality Taq DNA polymerase, buffer, 
a PCR enhancer/stabilizer, dNTPs, and gel loading & tracking dyes in a high density PCR solution 
for direct gel loading. Just add your DNA and primers, cycle, and load on the gel. 

EconoTaq PLUS GREEN is only 21¢ per reaction…for everything!

Figure 1. Genes of 0.7 kb or 2.7 kb (genomic template), 
or 4.5 kb (plasmid template) were amplified with EconoTaq 
PLUS GREEN Master Mix or Promega’s GoTaq® Green 
Master Mix. In all cases, EconoTaq PLUS GREEN Master 
Mix provided equal or more robust PCR amplification. 
MW: 1 kb ladder.
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EconoTaq PLUS GREEN is one of our many
NEW high performance, high value products.

Contact us for a copy of the
Lucigen 2007 Catalog!

Lucigen’s exclusive Random Shear BAC Library Construction Service eliminates the
problem of under-represented, over-represented, and missing sequences. A Random 
Shear Library provides complete and even genome coverage, so finishing costs are 
dramatically reduced. Unlike partial restriction digestion, Random Shear Libraries 
have equal representation of all sequences, including those with very few or with 
excessive restriction sites, such as centromeres, telomeres or repeats, that cause
gaps in conventional BAC libraries. These gaps are eliminated in Random Shear 
Libraries (Figure 1). A Random Shear BAC Library is guaranteed to have an average
insert size of >100 kb (Figure 2).

Contact Lucigen for a free quote on a Random Shear BAC Library.
www.lucigen.com 

Figure 1. An Arabadopsis Random Shear BAC Library (5X coverage) closed
several existing centromeric gaps in the published “finished” physical and 
sequencing map. (Arrows, known sequences; bars, Random Shear clones.)

Figure 2. Potato genomic DNA was randomly sheared, size-selected to >100 kb,
and cloned into Lucigen’s pEZ™ BAC vector. DNA from minipreps was digested
with NotI to excise inserts. The vector band is visible at 7 kb. Lanes 1 and 45 (M) 
contain Lambda size markers.

NEW from...

... and NEW for PCR

Lucigen Corporation
2120 West Greenview Drive
Middleton, WI 53562

Phone: 608 831 9011
Toll Free: 888 575 9695
Fax: 608 831 9012
E-mail: lucigen@lucigen.com
Website: www.lucigen.com

Advanced Products for Molecular Biology
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BACs without Gaps!







� Faculty POSITIONS

Program in 
Developmental Neuroscience 
Child Health Institute of New Jersey

The newly established Child Health Institute of New Jersey (CHINJ) at the Robert Wood Johnson Medical

School (RWJMS) is launching a major research initiative in vertebrate developmental biology to gain

fundamental insights into congenital malformations and developmental disabilities. As part of this effort,

CHINJ is seeking outstanding individuals with emerging or established research programs in Developmental

Neuroscience to join a core group of investigators studying the basic principles of nervous system

development. We are particularly interested in neuroscientists who use mouse models to elucidate

mechanisms relevant to developmental disorders of the nervous system at the molecular, cellular,

physiological, or systems level.

Qualified candidates must have a Ph.D., M.D. or equivalent graduate degree and outstanding academic

credentials. We particularly encourage applications at the rank of assistant professor, but appointments at the

associate and full professor levels will also be considered. Successful recruits will receive competitive start-

up packages commensurate with prior training and experience, and will have faculty appointments at RWJMS

with full access to graduate training programs and resources. Faculty in the Program in Developmental

Neuroscience at the CHINJ will join a strong and growing community of Neuroscientists at RWJMS and

Rutgers University (RU). They will also have the opportunity of interacting with colleagues at the neighboring

Cancer Institute of New Jersey and soon-to-be-built Stem Cell Institute of New Jersey. Successful candidates

will be expected to develop strong, externally funded research programs, and participate in collaborative

projects with other Departments and Institutes at RWJMS and RU.

For more information visit our website at http://www2.umdnj.edu/chinjweb/. Interested applicants should

send their CV, a brief description of their research interests (including past achievements and future plans),

and arrange to have three letters of recommendation sent VIA email, addressed to: Francesco Ramirez, Ph.D.

Chair, CHINJ Search Committee, UMDNJ-RWJMS CHINJ, 89 French Street, New Brunswick, NJ 08901,

neurodev@umdnj.edu. Completed applications should be received by April 15, 2007. Appointments are

expected to begin in September 2007.  The University of Medicine & Dentistry of New Jersey is an equal

opportunity/affirmative action employer.






