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

Cell Biology CSH Protocols.
Chromatography The November issue of CSH Protocols features methods for tracking RNA and
CoupuisionaiBblozy protein molecules in both cells and organisms, and introduces new multimedia

content made possible by online presentation: movies showing examples of these

DINAIBcliveryiGene ’ techniques in action.

Transfer

Electrophoresis Read—and see—these newly featured protocols online at www.cshprotocols.org:
Genetics * Photoactivation-Based Labeling and In Vivo Tracking of RNA

High Throughput Molecules in the Nucleus

Analysis * Selection of Appropriate Imaging Equipment and Methodology

o o for Live Cell Imaging in Drosophila

Immunology

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

Molecular Biology
’ subscriptions are available for a limited time.

Neuroscience

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

Polymerase Chain
Reaction (PCR)

—

Cold Spring Harbor Protocols * Executive Editor: Dr. Michael Ronemus

Proteins and Proteomics ISSN 1559-6095 / online, monthly ® Available exclusively via institutional site license
RNA Interference
(RNAIi)/siRNA
Stem Cells
e | WWW.CShprotocols.org
| The First Choice in Protocols.

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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ENGLAND
BIOLABS

in a word, fast.

Phusion™ High-Fidelity DNA Polymerase from New England Biolabs

EXTREME PRECISION WITH UNPARALLELED SPEED AND ROBUSTNESS

. . . o . ) Pyrococcus modified Phusion
With Phusion High-Fidelity DNA Polymerase, there is no need to compromise any aspect of f:;""_st")s Pizf;""{f';s DNA It’loIVfgerase
. . . . . units, .9 units, uni
your PCR performance. A superior choice for cloning, this recombinant polymerase has an 115 38 76 115 38 76 115 38 76

error rate 50-fold lower than Tag 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.

Advantages:
= Extreme Fidelity — Highest of any = Phusion High-Fidelity DNA Polymerase [l  F-530S/L
thermostable polymerase u Phusion Hot Start High-Fidelity
= High Speed — Extension times are DNA Polymerase Xl F-540S/L
dramatically reduced o .
. . = Phusion High-Fidelity PCR Master Mix
= Robustness — Reduce reaction failures with HF Buffer F-531S/L  Experience extreme speed and yield with Phusion High-Fidelity DNA
with minimal optimization with GC Buffer F-532S/L Polymerase. A 3.8 kb fragment from human beta globin gene was amplified
= High Yield — Increase product yields = Phusion High-Fidelity PCR Kit F-5535/L 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.

with minimal enzyme amounts

= Specificity — Hot start modification = Recombinant

reduces non-specific amplification N )
Phusion™ is a trademark of Finnzymes Oy

For more information please visit www.neb.com Produced by Distributed by

B
- h4 NEW ENGLAND
= New England Biolabs Inc. 1-800-NEB-LABS Tel. (978) 927-5054 Fax (978) 921-1350 info@neb.com gt FINNZY ES

[ ]
=" PBioLabs;
= Canada Tel. (800) 387-1095 info@ca.neb.com = Germany Tel. 0800/246 5227 info@de.neb.com = oo oMot porecy lO Slnc.
= UK Tel. (0800) 318486 info@uk.neb.com = China Tel. 010-82378266 beijing@neb-china.com the leader in enzyme technology
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BIOSUPPLYNET

A Current, Integrated Information Source

for Life Science Laboratory Supplies

>

BIOSUPPLYNET

Find A Kit CSHL Press Announces the New and Improved BioSupplyNet.com!

Many suppliers offer time and
effort saving kits to perform

research techniques. Search our improved functionality

exclusive database of available
research kits.

* CSHL Press has relaunched BioSupplyNet, adding new features and

* SAVE TIME! No need to search through stacks of catalogs and numerous websites

BioToolKit * Over 20,000 products and supplies listed (indexed by type and/or by company)

An annotated directory of over * Over 6,500 prominent suppliers participating and the number continues to grow

1000 links to online molecular . Searching is FAST and EASY

biology resources, including basic

research tools and advanced appli- e NO REGISTRATION necessary

cations for genome, transcrip-
tome, and proteome data retrieval,
analysis, and visualization.
Featured Subject Areas

Download free protocols, back-

* Find kits to perform research techniques

* Get immediate inside info about new products and special deals

In addition to searching for products, Scientists can quickly:

ground information and find * Visit Featured Subject Areas containing background info, free protocols, hottest

suppliers  for reagents and
equipment for the hottest fast-

fast-growing research methods and more! Now featuring PCR and RNAi

growing research methods and * Download free protocols from Cold Spring Harbor Laboratory Press manuals

areas of interest.

Featured Protocols

Download free protocols from
Cold Spring Harbor Laboratory * Order Catalogs
Press manuals, and find sources
for the reagents and equipment
needed.

Career Center
Find or place listings for available
positions in academic research,
pharmaceutical companies, clini-
cal research facilities, and the
biotechnology industry.

£) )

Searching

Searching is very convenient. Info
on over 20,000 products from
over 6,500 suppliers is right at
your finger tips.

* Get up to the minute Science news

e Sign up for Newsletters

* Visit our Career Center to search and post job listings

Visit BioSupplyNet Today!
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www.roche-applied-science.com

Introducing the NEW Genome Sequencer FLX System

More Flexibility, More Applications

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.

TTCTGCGAIA

/

454 ég-;ENCES
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454 and GENOME SEQUENCER are trademarks of
454 Life Sciences Corporation, Branford, CT, USA.

© 2007 Roche Diagnostics. All rights reserved.

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.

Diagnostics

Roche Diagnostics
Roche Applied Science
Indianapolis, Indiana



CAREER TRACKS

Dedicated entirely to Employment, Conferences, Meetings, Fellowships, and Grants

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 Position in Comparative
Genetics/Complex Traits - 06271

College of Veterinary Medicine

Located in Ithaca, N.Y., Cornell University is a bold, innovative, inclusive and
dynamic teaching and research university where staff, faculty, and students alike
are challenged to make an enduring contribution to the betterment of humanity.

Applications are invited for a tenure track position at the College of Veterinary
Medicine (www.vet.cornell.edu), from individuals using comparative genetic
approaches to the understanding of complex traits. Targeted areas of research
include disease resistance/susceptibility, gene-environment interactions,
behavior and development. Individuals interested in using genome-wide
strategies to exploit the potential of dog and other domestic animal
populations in genetic studies are particularly encouraged to apply.

Candidates should have a Ph.D., MD, and/or DVM or equivalent degrees, be
committed to developing a state-of-the-art, externally funded research
program, and be motivated to participate in the university’s teaching and
public service missions. The position includes a competitive start-up package
and is offered at the Assistant Professor level, with revision appropriate to the
successful applicant’s qualifications. Emphasis will be placed on identifying
an exceptionally talented and promising individual who can build on the
existing and ongoing expansions of programs in computational genomics,
comparative medicine (including a new genetic archive), and molecular
genetics that are part of Cornell University’s Life Sciences Initiative
(lifesciences.cornell.edu). Departmental affiliation within the College will
be determined based on the successful applicant’s background and expertise.

Please send a curriculum vitae, three letters of reference, and a research
statement in a PDF format to: Professor John Schimenti, Chair,
Comparative Genetics Search Committee, ¢/o: mcbh75@cornell.edu
Review of applications will begin immediately and will continue until the
_position is filled. Women and under-represented minorities
7% are strongly encouraged to apply.

Cornell University

Cornell University is an Affirmative Action,
Equal Opportunity Employer and Educator.

http://chronicle.com/jobs/profiles/2377.htm

Fred Hutchinson Cancer Research Center
Staff Scientist

Staff Scientist #G-20135: Perform research on
evolution of mammalian olfactory receptor genes
using bioinformatics software.

Requirements: PhD in Genetics/related field, or
foreign degree equivalent; 2 yrs postdoc research
experience including mammalian genetics,
mammalian olfaction, & large-scale genomics
utilizing standard molecular biology techniques,
large-scale genomics techniques, & standard &
custom bioinformatics software (including
database design & admin using acedb prog.), &
including staff supervision & 1st authorship of at
least 1 peer-reviewed scientific publication.

FT, Seattle WA.

Send resumes to: www.fherc.org.
Please reference G-20135 on your resume.

Fred Hutchinson Cancer Research Center is an AA/EEO.




Berkeley

University of California

FACULTY POSITION IN COMPUTATIONAL BIOLOGY #1061S

The University of California, Berkeley invites applications for a position in the area of Computational Biology at the assistant
(tenure track), associate or full professor level starting July 1, 2007. The University has committed to establishing Berkeley as a
premier institution for education, training and research in Computational Biology, with extensive research activities, full
integration between multiple UC campuses through QB3, and relevant programs at the Lawrence Berkeley National Laboratory
(LBNL) and the Joint Genome Institute (JGI). This position is associated with the Center for Computational Biology, which
includes computational scientists across the full spectrum of the mathematical, physical, engineering and biological sciences,
creating an exceptional environment for both research and education in this rapidly growing field. The focus of this position is
on the mathematical sciences, and the holder of the position will have a primaty appointment in an academic department
appropriate to his or her interests.

Applicants should have a rescarch focus in the broad area of Computational Biology and hold (or be about to receive) a
doctoral degree or equivalent in a quantitative field. The scope of the position includes all areas where mathematical, statistical
and computational methods are used to solve problems in biology. Specialized areas may include, but are not limited to:

e  Statistical methodology, mathematical modeling, algorithms, computing and databases

* Biological inference from heterogeneous data sources such as nucleotide and protein sequences, protein structure,
microarray data and polymorphisms

e Population genetics and evolutionary modeling

We seek individuals with demonstrated excellence in research, and the potential for excellence in teaching and leadership.
Successful applicants will be expected to establish a pre-eminent research and educational program, and develop and teach
courses 1n appropriate areas of the computational sciences.

Applicants should send a curriculum vitae, a selection of publication reprints (five or less), and a brief statement of research
plans and teaching interests, highly preferred to be sent electronically, in pdf format, to the email address below. The applicant
should also arrange for three letters of reference to arrive by December 15, 20006, to the same email address below. Please refer
potental reviewers to the UC Berkeley Statement of Confidentiality found at: http://apo.chance.berkelev.edu/evalltr.html.

CBI Recruitment@berkeley.edu (electronic/ pdf submissions highly preferred)

-Or-

Professor Michael Jordan, Committee Chair
Center for Computational Biology, #1061S
University of California, Berkeley

227 Hildebrand Hall, Berkeley, CA 94720-3220

All applications must be complete by December 15, 2006 for consideration in this year’s recruitment cycle.

The University of California is an Equal Opportunity/Affirmative Actdon Employer




Genome Research
seeks an Assistant Editor

Genome Research is an international, continuously published, peer-reviewed journal that
focuses on research that provides novel insights into the genome biology of all organisms,
including advances in genomic medicine. The journal was launched in August 1995 by Cold
Spring Harbor Laboratory (CSHL) Press and is currently ranked fourth among all primary
research genetics publications, second in biotechnology, and in the top ten of all biochemistry
and molecular biology publications.

Cold Spring Harbor Laboratory Press seeks a scientist interested in making a career in the
communication of science to fill the position of Assistant Editor at Genome Research.

The applicant must have, or be about to receive, a Ph.D. in the biological sciences, preferably
with experience in genetics and genomic science. The successful candidate will assist the
Executive Editor of the journal in manuscript selection and negotiation with authors, peer
reviewers, and Editorial Board members; commissioning reviews and features; representing

the journal at conferences; and identifying emerging trends. Strong communication and
organizational skills, creativity, ability to meet deadlines, and the capacity to handle many
projects at once are significant requirements. Broad interests in science and experience in the
communication of science would be helpful. We seek a team player with energy, enthusiasm,
and excellent interpersonal skills who is comfortable interacting with scientists at all levels.

CSHL Press is affiliated with Cold Spring Harbor Laboratory, located on the North Shore of
Long Island, 35 miles from New York City. We offer a competitive salary and benefits
package.

Please submit a curriculum vitae and a cover letter explaining your interest in the position to:

Human Resources Department
Cold Spring Harbor Laboratory
1 Bungtown Road
Cold Spring Harbor, NY 11724
jobline@cshl.org
FAX 516-367-6850




GORDON
RESEARCH
CONFERENCES

GRC is holding over 180 meetings in 2007. A few upcoming meetings that may be
of particular relevance to Genome Research readers are listed below.

4 )
AGRICULTURAL SCIENCE

March 11-16, 2007
Four Points Sheraton: Harbortown
Ventura, CA
Chairs: Ken Feldmann & Wilhelm Gruissem

th

TEMPERATURE STRESS IN PLANTS

January 21-26, 2007
Four Points Sheraton: Harbortown
Ventura, CA
Chairs: Elizabeth Vierling & Kazuko Yamaguchi-Shinozaki

STRUCTURAL, FUNCTIONAL & EVOLUTIONARY GENOMICS

July 29-Aug 3, 2007
Wellcome Trust Conference Centre
Hinxton, U.K.

Chair: Eugene Koonin

HUMAN GENETICS & GENOMICS

July 22-27, 2007
Salve Regina University
Newport, RI
Chair: James Lupski

EVOLUTIONARY & ECOLOGICAL FUNCTIONAL GENOMICS

July 8-13, 2007
Salve Regina University
Newport, RI
Chair: Greg Wray

\ .
X /5 years at the frontiers of science: www.grc.org |




One Assay.
Infinite Possibilities.

With Infinium® Whole-Genome Genotyping you get:

* A complete solution from whole-genome association
studies to targeted applications, fine mapping, and
custom genotyping.

* The most comprehensive genomic coverage across
multiple populations.

* More information value at every locus, with call rates
greater than 99%.

* LOH and DNA copy number analysis using matched
samples on a single array.

See what Infinium can do for you.
www.illumina.com/infinium

illumina

© lllumina, Inc. 2006. All rights reserved.



focus on discovery.

Discover More with the World's Finest Full-Length Clone Collection

The Mammalian Gene Collection (MGC) is quite simply the best clone collection in
the world, brought to you by the greatest minds in genomic research. Generated
and sequenced by a consortium of leading NIH funded laboratories, our cDNA
resource contains a complete open reading frame (ORF) for every human, mouse,
and rat gene represented. The power of discovery is at your fingertips.

e Every MGC clone is fully sequenced with complete ORF
e Assay-ready DNA in microplate format upon request
e Online clone query quickly identifies the clone you need

Your expert partner for
Genomic, RNAi and Proteomic resources.

“Open Biosystems’ MIGC collection is an invaluable resource for CCSB,

the Dana-Farber Center for Cancer Systems Biology. It has cut years off
the development of a human protein-protein interaction map” E ‘
Marc Vidal

Dana-Farber Cancer Institute BlOSYSTEMS

Why experiment when you can discover?

Toll Free 888.412.2225
www.openbiosystems.com




	ad1a.pdf
	ad1.pdf
	ads2-3.pdf
	ads4-7.pdf
	ads8-9.pdf



