™

The most accurate
next-gen sequencing
technology available.

Every llumina sequencer is powered by TruSeqg
the technology that delivers the most accurate
human genome at any coverage. TruSeq
produces the highest yield of error-free reads.
The most bases gver QQ30. The greatest number
of peer-reviewed publications —more than 1,000
in the past three years.

That's Tru data quality.

et the proof. Go to

HiSican 50 Gienorme Anablyzer,, hiSeq

llumina
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ion torrent
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fastest next-gen workflow
10X more throughput
fastest-selling sequencer
all in six months

Everything moves faster when The Chip is the Machine.”

Semiconductor technology has transformed every industry it has touched, from computing to
photography to music. And now it's transforming the life sciences. The lon Personal Genome
Machine™ sequencer is powerad by an innovative semiconductor chip that makes it faster,
easier to use, and more accessible than any light-based solution. Get the speed, simplicity,
and scalability of semiconductor sequencing on your side with the lon PGM™ sequencer.

Watch the video at Www. lifetechnologies.com/ionfirstsix/gr

: ; technologies™
Get the free mobile app for your phone at http://gettag.mobi

FOR RESEARCH USE DMLY, NOT INTENDED FOR ANY ANIMAL 0 HUMAN THERAPEUTIC OR DIAGMOSTIC USE.
2 20171 Life Technalegies Corporation. All rights reserved. The trademarks mentioned herein are the property of Life Technelogies Corporation

or their respective owners,



When Zero Really
Matters.

No more wasted RNA-Seq reads.

Superior rRMA removal for RNA-Seq. That's the Ribo-Zero™
performance guarantee. Our kits remove >99% of the rRNA
from a variety of total RMA samples. They deliver outstanding
results with samples that other kits won't even touch, like
partially degraded or FFPE RNA. For better RMA-5eq results
without wasted rRNA reads, try Ribo-Zero kits today.

Single-pass method. Intact or degraded RMA. Performance
guaranteed.

www.gpicentre.com/ribozero

epieentre

an lllumina®company
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From Human Genomic DNA to

Fully-Assembled Complete Genomes of

RECORD QUALITY

We help researchers conduct cancer and other disease research studies on large sample
sets quickly and affordably — via a simple, outsourced service.

Our genome sequencing data is of the highest We sequence up to 400 complete human
quality. The fully-assembled, research-ready genomes every month.

datasets give you immediate access to
comprehensive results that will help you rapidly
identify genes and pathways modified in cancer
and other human diseases. And, with minimal
use of in-house computational resources.

Send us genomic DNA samples from your
large study and receive research-ready
sequencing results of record quality in
record time.

Learn more at:

Qur comprehensive results include: .
P www.completegenomics.com/GR

* Variants: SNPs, small indels, CNVs and SVs
* Annotations: RefSeq genes, dbSNP, ncRNAs
* Supporting data: Assembled sequence for
each variant allele, reads, and mappings Complete =
* Summary reports: Coverage, library details, genomics ek
and variation call statistics

Complete Genomics, Inc.

* Analysis tools: For genome comparison, 2071 Stierlin Court, Mountain View CA 94043 USA
somatic variation detection, annotation, and Tel (650} 943-2800 | Email: info@completegenomics.com
format conversion Web: www.completegenomics.com

Complete Genomics has delivered more than 1,000 of the highest quality
complete human genome sequencing datasets to researchers like you,
all over the world.

For sample data, check out the 40 complete genomes on our website at:
www.completegenomics.com/sample

Copyright® 2011 Complebe Ganomics, Inc. M rights resarved. Complats Ganomics

and the Complebs Genomics logo ane irsdamarks of Complete Ganomics, Inc. All othes
brands and prodct namas are trademarks or regisiered trademarks of their
respactive hokdars,

Complete Genomics daka ks for Research Use Only and nod intended for use in the

treatmeant or dkagnosis of any heman subject.



Discover more, sequence less with our custom in-solution target enrichment

Sequencing Required to Detect = Minimize sequencing cost, maximize results.
Equivalent Number of SNPs

Qur probe design algorithm delivers exceptional capture
performance for highly ethcient variant discovery at only a
fraction of the cost compared to other enrichment methods.

* Capture YOUR regions of interest regardless of size.
o With capture capabilities from 100 kb up to 50 Mb, SeqCap

EZ Choice efficiently captures more than other custom target
enrichment solutions,

Saquencing Data Reguired

Percentage of Human Genome
Available Tor Capture Probe Design®

= Easily complete your targeted resequencing projects.
An easy, scalable workflow with stable DNA probes compatible
with the three leading next-gen sequencing technologies.

Competitor & 50%

%5 50 75 100
Percentage .
*Zeqlap E£ Choice Library can target 20% more of DIS{T{JVE?' mﬂrﬂfﬂr IESS ﬂf.
the genome based on optimized probe design and H H
advanced repetitive sequence masking meathods. www.nlmhlegﬂn.mm!EZChﬂ Ice

apt:

a= NimbleGen Roche NimbleGen, Inc.
) { Madison, Wi USA

For life science research only.

Not for use in diagnostic procedures.

MNIMBLEGEN and SEQCAP are trademarks of Roche.
COther brands or product names are trademarks of their respective holders.
2 2011 Roche MimbleGen. Inc, Al rights resered,
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Your wish is our command.

All Modifications and Oligo Types Synthesized

An actual gel photo of
each oligo is affixed
on the oligo report.

An absolute testimony
of quality.

tall free: 1-800-GENE LINK www.genelink.com

180 Saw Mill River Road | Hawthome, NY 10532 r
tel: 914-769-1192 | fax: 914-769-1193 Gene Link™



CAREER TRACKS

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

BIOINFORMATICS

ANALYST

As part of the University of Minnesota
Supercomputing Institute (MSI), the
Research Informatics Support Sys-
tems (RISS) program is hiring two
bioinformatics analysts to support
life sciences research at the Univer-
sity of Minnesota. The newly created
RISS program is designed specifically
to foster cutting edge collaboration be-
tween bioinformatics analysts and life
sciences researchers and to leverage
the rich computational and knowledge
environment offered by the MSI and
the University.

Successful candidates will have ex-
cellent communication skills, a strong
analytical/computational  background
combined with demonstrated life sci-
ences analyses experience, be highly
organized, and comfortable working
as part of an interdisciplinary research
team on multiple projects. Experi-
ence with Next-Gen Sequencing ap-
plications and data analysis is a prior-
ity. Candidates must have a Ph.D. or
equivalent.

For additional details and to apply, vis-
it employment.umn.edu and search
postings for requisition 171717,

UNIVERSITY
OF MINNESOTA

The University of Minnescta is an equal epporiunity educator and employer.

Cold Spring Harbor Laboratory

FACULTY POSITION IN
HUMAN GENETICS

Cold Spring Harbor Laboratory (CSHL) is seeking applicants
for a new faculty position in the area of human genetics at the
level of Assistant or Associate Professor. This faculty member
will be part of the Stanley Institute for Cognitive Genomics at
CSHL and will contribute to a multidisciplinary effort focused
on identifying the genetic causes of schizophrenia, bipolar
disorder and major depression and fo investigate, at the
molecular and systems level, how these altered genes lead to
changes in cognition. In addition to a strong program in
cognitive genetics, CSHL also has a major research program
understanding the biology of cognition.

We are particularly interested in recruiting candidates
interested in identifying genetic varants associated with
psychiatric disorders using sequence-based approaches, with
clinical endpoints in mind, Candidates with either M.D. or
Ph.D. degrees will be considered, Ideally, applicants should
have experience in design and analysis of studies of genetic
variation and/or expertise in the generation and analysis of
high throughput sequence data. In addition, some experience
evaluating diagnostic information would be viewed positively.

Cold Spring Harbor Laboratory on Long Island, New
York, is a world-renowned research and educational
institution with programs in cancer, neuroscience, plant
biology, genomics and bioinformatics. The Laboratory is
recognized internationally for its excellence in research and
educational activities.

To apply for this position, please send via email a letter of
interest, OV, statement of research interests and names and
contact information for three references to:

W. Richard McCombie, Ph.D.
Professor, CSHL

Email: genetics201 | imeshledu

Visit us on the web at www.cshledn

Cold Spring Havbor Labaratory is an Egual Opportunity Emplover.,




I University of Massachusetts Medical School
Program in Bioinformatics and Integrative Biology

- |

UMASS.

The newly established Program in Bioinformatics and Integrative Biology
continues to invite applications for tenure-track or senior tenured professor
positions. We are seeking innovative, energetic and collaborative individuals
who plan to develop strong computational research programs to tackle
problems in one of the following areas: regulatory genomics, comparative
genomics, systems biology, RNA biology, evolutionary biology, statistical
genetics, or proteomics. Exceptionally strong candidates in other computational
biology areas will also be considered. Wet bench research space can be
arranged for individuals who are interested in performing experiments to
augment their computational efforts.

The Program in Bioinformatics and Integrative Biology 1s housed in a state-of-
the-art research building with the neighboring Departments of Biochemistry
and Molecular Pharmacology, Neurobiology, Cancer Biology, Medicine, and
the Program in Gene Function and Expression. The Program has high-
performance computing facilities and a full-time Bioinformatician to

support the research activities of its faculty. Salary and start-up package will be
competitive and commensurate with the high level of accomplishment expected
for successful applicants.

Applicants should submit a cover letter explaining their interest in the Program,
a curriculum vitae that includes honors, publications, and a succinct research
plan to http://www.academicjobsonline.org. To expedite the review process,
applicants should invite three individuals who are familiar with your work and
potential for success to upload their recommendation letters at the same web
address. Inquiries, but not application materials, may be directed to Professor
Zhiping Weng at zhiping. weng(@umassmed.edu.

As an equal opportunity and affirmative action employer, UMMS recognizes
the power of a diverse community and encourages applications from
individuals with varied experiences, perspectives and backgrounds.




Use this! You need this!

CSH

PROTOCOLS

Sarnbirook and Russell w'l w
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Request a Free Trial for Your Institution.

If you have a copy of Melecular Cloning on your shelf, you will certainly want to visit Cold Spring
Harbor Protocols online for the latest laboratory techniques.

Cold Spring Harbor Protocols is a response to requests from scientists for authoritative information
about techniques with a broad editorial scope, delivered through a state-of-the-art online interface. At
the site, you will find methods from Molecular Cloning along with protocols from many best-selling
Cold Spring Harbor Laboratory Press manuals, such as Cells and Antibodies, as well as protocols from
Cold Spring Harbor’s renowned on-site courses. In addition, you will discover new cutting-edge
protocols submitted by and commissioned from laboratories worldwide. A peer-reviewed online
journal, Cold Spring Harbor Protocols is indexed in PubMed and updated monthly.

We invite your institution to start a free trial for a hands-on review of Cold Spring Harbor Protocols.
To start your online trial, simply visit www.cshprotocols.org and follow the link to request an online
trial. Or email us at cshpress@cshl.edu and we will contact your institution’s librarian to arrange free
trial access.

Please take the time to review Cold Spring Harbor Protocols. We are confident you and your researchers
will find it to be an essential resource,

Cold Spring Harbor Protocols—More Than Just Methods.

www.cshprotocols.org

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 N
Write: Cold Spring Harbor Laboratory Press, 500 Sunnyside Blvd., Woodbury, NY 11797-2924




By James Darnell, The Rockefeller University

n RNA: Life’s Indispensable Molecule, Jim Darnell provides a comprehensive and
lca}arixfaril1g account of RNA research, illuminated by his own life-long and
celebrared engagement in the field. Darnell describes how scientists unraveled
fundamental questions about the biochemical and genetic importance of RNA—how
mRNAs are generated and used to produce proteins, how noncoding and catalytic RNAs
mediate key cellular processes, and how RNA molecules likely initiated life on Earth.
With a scope extending from the early 20th century to the present day, and with the

clarity expected from an accomplished textbook author, he conveys the intellectual
context in which these questions first arose and explains how the key experiments were
structured and answers obtained. The book is geared towards scientists from the graduate
level on up, and will particularly appeal to active investugators in RNA biology, educators
of molecular biology and biochemistry, and science historians.
Due July 2011, 416 pp., illus., sources, index
Hardcover $39 ISBN 978-1-936113-19-4

Contents
Preface
Author’s Note: Pursuing RNA tor More Than 50 Years
Introduction
1. The Dawn of Molecular Biology: History of Macromolecules before RNA
2. RNA Connects Genes and Proteins: Ribosomes, tRNA, and Messenger RNA

3. After mRNA: The Genetic Code, Translation, and the Biochemistry of
Controlled RNA Synthesis in Bacteria

4. Gene Expression in Mammalian Cells: Discovery of RNA
Processing, Genes in Pieces, and New RNA Chemistry
5. Controlling mRNA: The Cell’s Most Complicated Task
6. RNA and the Beginning of Life
Sources

Index

To order or request additional information, please visit www.cshlpress.com or:
Call: 1-800-843-4388 (Continental US and Canadal 516-422-4100 (Al other locations)
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