Seize th e

nome
R = 3 .

o ) @ @
| a

3
|
l

ACCTACGCTACGTACCTAC Gﬁf

A \\ R

‘f‘ A\,
(o8

NimbleGen Sequence Capture Arrays
DNA Preparation for Targeted Resequencing
B Target Specific Regions of Interest

B Reduce Cost
B Generate Data with Confidence

B Customize Each Capture Design

L 2 For information and to be notified of new developments, visit:

s=NimbleGen www.nimblegen.com/capture

© 2008 Roche Diagnostics. All rights reserved.




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

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

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

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

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

Seize control of your resequencing project
B y/sit www.nimblegen.com/capture

B or call (877) NimbleGen / (608) 218-7600
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For life science research only. Not for use in diagnostic procedures. 454, 454 LIFE SCIENCES,

and 454 SEQUENCING are trademarks of 454 Life Sciences Corporation, Branford, CT, USA.
© 2008 Roche Diagnostics. All rights reserved.
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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 Genome Sequencer FLX
sample workflow.
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Make lllumina
part of your DNA.

The most comprehensive set of
DNA analysis tools available.

lllumina’s portfolio of DNA analysis products delivers industry-leading
data quality at the lowest cost per study. Accelerate discovery by looking

at DNA from every angle.
» SNP genotyping — Achieve significance with the industry’s
best genomic coverage and data quality.

» CNV analysis — Obtain the most comprehensive access to

known and novel CNV regions.

» DNA sequencing — Sequence virtually anything at a fraction

of the cost and time.

» DNA methylation — Get single CpG site resolution with high-

multiplex standard or custom methylation panels.

» ChIP-Seq — Obtain genome-wide maps of DNA-protein

interactions with unprecedented resolution, quality and cost.

Make us part of your DNA. Join the growing lllumina Community.

Find out how to make

LA N

lllumina part of your DNA: i | | umina:

www.illumina.com/DNA




BIOSUPPLYNET A<

A Current, Integrated Information Source

for Life Science Laboratory Supplies BIOSUPPIYNET

Searching CSH Protocols and BioSupplyNet Are Merging to Better
Searching is very convenient.
Info on over 20,000 products
from over 6,500 suppliers is

Serve Your Laboratory Needs!

* New CSH Protocols functionality is being added to BioSupplyNet
* SAVE TIME! No need to search through stacks of laboratory manuals and
Find A Kit numerous websites

WEDREEESEL S« Over 20,000 products and supplies listed (indexed by type and/or by company)

effort saving kits to perform

right at your finger tips.

P T NPT * Over 6,500 prominent suppliers participating and the number continues to grow
our exclusive database of avail- . Searching is FAST and FASY

able rescarch lcs « NO REGISTRATION necessary

BioToolKit

An annotated directory of over

UNIBIEERIIRERLIECUETE  « Get immediate inside info about new products and special deals
biology resources, including

In addition to searching for products, Scientists can quickly:

3 * Find kits to perform research techniques
basic research tools and

PR S BTt Tl ° Download free featured protocols from Cold Spring Harbor Laboratory Press
genome, transcriptome, and manuals

Srsoifjljlif:ﬁ;aigﬁml B - Vs e e e e heand post job listings

e Search CSH Protocols for up-to-date laboratory methods
Featured Protocols

Download free protocols .
from Cold Spring Harbor ¢ Slgn up for Newsletters

Laboratory Press manuals, and

find sources for the reagents ViSit BiOSUpplYNet.Com Today!

and equipment needed.

* Order Catalogs

Career Center

Find or place listings for
available positions in academic
research, pharmaceutical com-
panies, clinical research facili-
ties, and the biotechnology

|

vil.blosupplynet com

industry. E



Transforming discoveries ~  Joammes

are generating an exponential

increase in what we know about

i n tO S O | u t i O n S Y ’ df( 1 ~genome sequences and genetic

variation. Our goal is to develop and
apply this information.to increase the : *
o quality and health of ourlives.. :

— Dr. Richard M. Myers -

_Director ::

HudsonAlpha is passionate \ Hudsonalohd Instita. «, J
about translating the Ry
promise of genomics into
measurable real-world
results.

We foster an enterprising
spirit and collaborative
approach, which serve as the
foundation for all our
achievements.

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

— Jim Hudson
Founder and President
HudsonAlpha Institute

Do you share our passion?

Accepting resumes for a variety
of positions, resumes@hudsonalpha.org

Faculty-level Investigators
Senior Scientists
Postdoctoral Fellows
Computational Biologists
Statistical Geneticists

Senior and Junior Research Technicians ’ L :“ uy \ b
u DSON A LP HA
genomic research | f Zo8E - ) : HuntSVIIIe AIabama ," /.
educational outreach : ;‘,.. . .' r | ' ’; W 7
¥ At % N ) @ §

economic development
hudsonalpha.org




Introducing Crimson™ Taq - BRMRT ) 2 ) o | e AND
for added convenience ; ? sl E N & BIOLABS
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shades of crimson.

Taq DNA Polymerase from New England Biolabs

HIGH YIELD, ROBUST AND RELIABLE PCR REACTIONS IN CONVENIENT FORMATS

Amplification of human genomic DNA with Crimson™ Taq
Looking for the right solution for your high yield PCR? Choose from an expanded selection of
recombinant Tag DNA Polymerase based products from New England Biolabs. And for even greater
convenience, NEB introduces Crimson™ Tag DNA Polymerase for direct loading of samples onto
a gel. Choose the Tag DNA Polymerase from NEB that's right for you and experience guaranteed
Performance — Convenience — Results.

NEW Crimson™ Tag DNA Polymerase I3l M0324S/L

LongAmp™ Taq 2X Master Mix .. M0287S/L

LongAmp™ Tag DNA Polymerase I3 .M0323S/L

LongAmp™ Taq PCR Kit E52008

Quick-Load™ Tag 2X Master Mix .. ... M0271S/L

Tag 2X Master Mix ... M0270S/L

Taq 5X Master Mix M0285S/L

Taq PCR Kits . e ..E5000S/E51008 0.6 12 . 28 4.0 5.0 M
Taq with Standard Taq Buffer [ . R M0273S/L/X Amplicon Size (kb)

Taq with Standard Taq (Mg-free) Buffer MO0320S/L Choose Crimson™ Tag DNA Polymerase for robust reactions in a convenient
Taq with ThermoPol Buffer [l . MO267S/L/X format. Amplicon sizes indicated below gel. Marker M is the 1 kb DNA Ladder

(NEB #N3232).
u Taq with ThermoPol Il (Mg-free) Buffer MO0321S/L

= Recombinant

For more information and international distribution network, please visit www.neh.com NEW ENGLAND

()
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 lOLabS
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 Inc.

Japan Tel. +81(0)3 5669 6191 info@neb-japan.com « UK Tel. (0800) 318486 info@uk.neb.com the leader in enzyme technology




CAREER TRACKS

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

Yale University

Tz
Yale University invites applications for the founding Director
of the Yale DNA Sequencing Center. The new Center will
perform high-throughput DNA sequence analyses to pursue
projects in the biomedical and life sciences, and is supported
by a major University-wide initiative. Candidates must have
extensive experience in diverse aspects of sequence
production, analysis and technology development, with
demonstrated leadership ability. The Director will oversee the
operational management of the Center including sequencing
production, informatics, and technology development. The
Director will hold a Research Faculty position with rank
commensurate with experience. Review of applications will
begin on August 1, 2008 and continue until the position is
filled. Please submit curriculum vitae, a description of
research interests and three letters of reference to:

Lisa Bertetto D’ Angelo, Ph.D.

DNA Sequencing Center Search Committee
Yale University

Post Office Box 208103

New Haven, CT 06520-8103

Telephone: (203) 432-9819

Yale University is an affirmative action, equal opportunity employer
and particularly welcomes applications and nominations of women
and members of underrepresented minorities.

COLUMBIA UNIVERSITY
Department of Biological Sciences

ASSOCIATE RESEARCH SCIENTIST

The Pe’er Group, in the Department of Biological Sciences at Columbia
University, seeks a mature, motivated candidate for an Associate Research
Scientist position with an extensive background and skill in molecular
biology, yeast genetics and functional genomics to set up and run a wet lab
program. The candidate is expected to generate high throughput data to
support our computational analyses and will, in addition, have the opportu-
nity to develop an independent research program. The position start date is
10/1/08.

The ideal candidate will possess a Ph.D. in molecular biology or related field
with at least 5 years postdoctoral experience and a proven track record
in a laboratory setting. Experience in leading a team would be an advantage.
The applicant must be able to design and conduct experiments inde-
pendently, supervise laboratory personnel, prepare and present work at
national and international meetings, and write scientific manuscripts and
grant applications. Strong interpersonal and organizational skills are also
required.

Salary commensurate with experience.

Closing date for applications is 9/1/08. Apply in writing with curriculum vitae
and cover letter, giving the names and addresses of three references to:

John Lacqua
Department of Biological Sciences
Columbia University
500 Fairchild Center, MC 2401
1212 Amsterdam Avenue
New York, NY 10027

Columbia University is an equal opportunity/affirmative action employer.
Minorities and women are encouraged to apply.

b ALPHA

GENOME SERUENCING CENTER

The HudsonAlpha Genome Sequencing Center (formerly the Stanford Human Genome Center) is a group of 30+ people
primarily involved in assessing, assembling, improving and finishing eukaryotic genome sequences. We are now applying
knowledge gained from finishing three human chromosomes to understanding a wide range of eukaryotic plant, vertebrate,
fungal and algal genomes.

We are currently searching for applicants to the following positions:

Assembly and Annotation Group Leader
This group leader will be responsible for leading the assembly group in building whole genome shotgun assemblies,
validating and screening these assemblies, improving the assembly pipeline and algorithms and integrating new types of
data into the assembly process.

Finishing Group Leader
This group leader will be responsible for leading the finishing group in performing genome improvement and sequence
finishing, a computational approach that takes a draft shotgun sequence and raises its sequence quality, resulting in either an
improved form or a highly accurate finished sequence.

Library Construction Group Leader
This group leader will be responsible for leading the library construction group in performing sophisticated
molecular biology techniques including: large scale DNA isolations, plasmid shotgun library construction, transposon and
shatter library construction and other more specialized library construction techniques.

For more information and to apply, please visit:
http://www.hudsonalpha.org/pages/about-careers.html



Call for Papers: Genomics and Darwinism

Genome Research is now accepting submissions for a special issue, entitled Genomics and
Darwinism, devoted to comparative and evolutionary genomics, including primary research
reporting novel insights in large-scale quantitative and population genetics, genome evolution,
and natural and sexual selection.

The deadline for submissions is September 1 and the issue is expected to coordinate with
Darwin's 200th birthday (and 150th anniversary of the publication of On the Origin of Species) in
February 2009. Please submit online at http://submit.genome.org and indicate in the cover letter
that you wish your manuscript to be considered for this issue (include keyword "Darwin").

For additional information, please contact Hillary Sussman, Executive Editor, at
hsussman@cshl.edu.

APBCZ 009 Call for Papers

. 1Y b . Call for Posters
The Seventh Asia Pacific Bioinformatics Conference .
Beijing, China, 13-16 January 2009 Call for Tutorials

Call for Industry Sponsors

Conference co-chairs:
Michael Q. Zhang, CSHL, USA and Tsinghua University, China
Yanda Li, Tsinghua University, China

The Asia Pacific Bioinformatics Conference (APBC) series,
founded in 2003, is an annual international forum for exploring
research, development and applications of Bioinformatics and

Xuegong Zhang, Tsinghua University, China
f Computational Biology. The Seventh Asia-Pacific Bioinformatics
Program Co-chairs: : - S
Conference, APBC2009, will be held in Beijing, China in January
13-16, 2009, following the 2008 Olympic Games.

APBC20089 invites high-quality original papers and posters

Michael S. Waterman, University of Southern California, USA
Michael Q. Zhang, CSHL, USA and Tsinghua University, China
Xuegong Zhang, Tsinghua University, China - - - ’ -
gong g, 15ig Y on any topic related to Bioinformatics and Computational Biology.
Confirmed Invited Speakers:
David J. Lipman, Director of NCBI, USA (Keynote)

David Botstein, Princeton University, USA (Keynote)

Accepted papers will be invited for publication in the journal of
BMC Bioinformatics, and abstracts of accepted posters will be

published in the conference proceedings.

Martin Vingron, Max-Planck Institute for Molecular Genetics, Germany APBC2009 invites scientists and professionals working in

John Mattick, University of Queensland, Australia the fields of bioinformatics and computational biology to submit
Michael B. Eisen, Lawrence Berkeley National Lab and UC Berkeley, USA
Bailin Hao, Fudan University and CAS, China

Chunting Zhang, Tianjin University, China

proposals for high quality tutorials.
Industry sessions will be hosted at APBC2009 and we invite

industry partners to participate in this great conference.

Steering Commiittee:

. bioinfo.au.tsinghua.edu.cn/apbc2009 www.apbc09.org
Phoebe Chen, Australia Sang Yup Lee, Korea

Satoru Miyano, Japan Mark Ragan, Australia Sponsors: Tsinghua University, Beijing, China
Limsoon Wong, Singapore Michael Q. Zhang, China & USA National Natural Science Foundation of China (NSFC)
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