Turn sequencing on its head.

It's here. Now you can perform a range of genomic experiments
that you only dreamed of before. The lllumina Genome Analyzer
changes the way you approach every kind of genomic experiment.
The discoveries are happening, the wait is over, and our customers

are publishing their results.

Change the way you think about sequencing.

Join the growing Illlumina Community.

Do more with sequencing today:
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www.morethansequencing.com




By Nicholas H. Barton, University of Edinburgh, Derek E.G. Briggs, Yale University,
Jonathan A. Eisen, University of California, Davis, David Goldstein, Duke University Medical Center,

Announcing...

and Nipam H. Patel, University of California, Berkeley

Evolution, a new book on evolutionary biology that integrates molecular biology, genomics,
and human genetics with traditional studies of evolutionary processes.

* Recommended as a primary textbook for undergraduate courses in evolution

* Required reading for biologists seeking a clear, current, and comprehensive account

of evolutionary theory and mechanisms

* Written by experts in population genetics, bacterial genomics, paleontology,

human genetics, and developmental biology

* Integrates molecular and evolutionary biology in ways that reflect current directions in research

Contents and Coverage

This extensively illustrated, full-color book has four sections:

Introduction (Part 1) gives an account of how the ideas
underpinning evolutionary theory developed and a history of
experiments and ideas in the development of molecular biology.

Origin and Diversity of Life (Part 2) describes the history of
life on earth from the origin of life to the evolution of
humans, with emphasis on the major transitions in genetic
organization and novel adaptations that have appeared. The
diversity of life is emphasized. The chapters make extensive use
of information from complete genome sequences and analysis
of molecular mechanisms in development.

Evolutionary Processes (Part 3) describes how the diversity of
life is generated: how variation arises and how selection acts are
considered in detail. Many examples used to illustrate these
processes are drawn from molecular sources.

Human Evolution (Part 4) discusses human evolution
and diversity. The benefits of molecular markers for our
understanding of human evolution are highlighted and these
findings integrated with paleontological evidence. Also discussed
is the use of evolutionary methods to identify genetic differences
that predispose people to specific diseases and affect their
responses to treatment.

Online-only Chapters
Additional chapters, found on the Web only, deal with techniques

and models used in studying evolutionary biology, emphasizing
the contribution of molecular biology and genomics to
phylogenetic reconstruction methods.

Resources for Instructors

The Evolution web site (www.evolution-textbook.org), is an
invaluable supplement to the textbook, a resource for teachers
that contains downloadable figures (for PowerPoint or overhead
display) and chapter problems.

www.evolution-textbook.org

Request exam copies and other information

Visit the Evolution web site now for more information about
this new book. Request a detailed Table of Contents, Sample
Chapters, Exam Copies, and Updates about Evolution.

2007, 833 pp., color illus., glossary, index
Hardcover $100 ISBN 978-087969684-9

More info is available at:
www.cshlpress.com

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 or WWW Site: www.cshlpress.com
Write: Cold Spring Harbor Laboratory Press, 500 Sunnyside Blvd., Woodbury, NY 11797-2924




GIPZ: Greater Specificity and Visibility than siRNA - Guaranteed!

Targeting the entire human and mouse genomes, the GIPZ Lentiviral
shRNAmir libraries are the most powerful tool available for RNAI.

e Specificity - shRNAmir design produces highly specific RNAI
¢ Visible Validation - Turbo GFP marks shRNAmir expressing cells

e Versatility - Perform in vitro and in vivo RNAI

¢ Discovery Potential - Targets both annotated and unknown genes
e Lentiviral Delivery - RNAI is now possible in primary and non-dividing cells

Why experiment when you can discover?

“We find that Open Biosystems’ GIPZ shRNAmir offers three
fundamental advantages over competing reagents: the flexibility

to transfect or transduce the shRNA constructs, the ability to select
shRNAmir expressing cells using antibiotic resistance or sorting by
GFP fluorescence, and finally, the vast majority of the shRNAmir
constructs yield >75% reduction in target protein expression. | believe
that the mir-adapted design and the bioinformatic algorithms lead to

improved silencing.”

- Aleister J. Saunders, Ph.D.
Director - Drexel University RNAi Resource Center
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Data produced in vitro shows that with equivalent
TP53 knockdown, the off-target signature with shRNA

is much smaller than with siRNA.
Courtesy: Michelle Cleary - Merck Rosetta

The Gene Analysis Company

OPENO®

BIOSYSTEMS

Toll Free 888.412.2225
www.openbiosystems.com
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lose the damage, keep the genes.

Repaired by

DNA Damage PreCR Repair Mix

abasic sites hydrolysis
i i . _ hydrolysis
PreCR™ Repair Mix from New England Biolabs "8 e

REPAIR A BROAD RANGE OF DNA DAMAGE PRIOR TO PCR — M
) o o _ UV radiation
Increase your chances for successful PCR with the PreCR™ Repair Mix. This innovative blend
of recombinant proteins is designed to repair damaged DNA prior to its use in PCR reactions. multiple
All it takes is a simple 20 minute reaction to repair a wide range of DNA damage due to heat, 3"-ends
H *
!ow pH, oxygen, alnd UV light. | .
*Not recommended for highly fragmented DNA or for damage due to DNA crosslinks guanine
Proven Repair with the PreCR Repair Mix Advantages: A dation
PreCR Treatment = Suitable for PCR, microarrays and other pyrimidines
DNA technologies )
= Does not harm DNA template hydrolysis
= Can be used in conjunction with any
thermophilic polymerase hydrolysis
= PCR can be done directly on repair reaction fragmentation nucleases
= Easy-to-use protocols included - ghearing
Product information: formaldehyde
PreCR™ Repair Mix .. .M0309S/L

: UV exposure (A DNA) E: hydrolysis & UV exposure (A DNA) For more information and our international distribution network, please visit www.neb.com
. heat treatment (A DNA) F: hydrolysis (A DNA)

: oxidation (plasmid) M: 2-Log DNA Ladder (NEB #N3200)

: UV exposure (human genomic DNA)

NEW ENGLAND

L]
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 lOL&le(D

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
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Make lllumina
part of your DNA.

The most comprehensive set of
DNA analysis tools available.

llllumina’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

o0

lllumina part of your DNA: i | I umina:

www.illumina.com/DNA
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RNA amplification, answers, and
ment from the smallest samples.

Powerful and efficient, the NCode™ miRNA Amplification System amplifies mature miRNAs from minute quantities of RNA.

This linear amplification system generates
sufficient amounts of material for downstream
analysis, from as little as 50 ng of total RNA.
You can count on consistent and accurate
>1,000-fold amplification of mature miRNAs
that are ready for immediate labeling and array

hybridization. Designed for use with 50-500 ng

of total RNA, amplification and purification
can be completed within two days, facilitating
studies from the smallest tissue samples.
The miRNA amplification technology necessary
to advance your research is ready. Find it, and
our complete line of miRNA profiling products,

at www.invitrogen.com/ncode.

Percent of control

50 ng amplified

Amplification of enriched miRNA from low inputs of total
RNA using the NCode™ miRNA Amplification System yields
similar data when compared to the direct labeled
control, maximizing fidelity and minimizing variability.

é invitrogen

© 2007 Invitrogen Corporation. All rights reserved. These products may be covered by one or more Limited Use Label Licenses (see the Invitrogen catalog or our website, www.invitrogen.com).



CAREER TRACKS

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

\’QU\NT & » Plant & Animal Genome XVI
S "%7 The International Conference on the
"._; Status of
= Plant & Animal Genome Research
S January 12-16, 2008
~ V. Town & Country Hotel
CO/VFE - Eﬂ(y

Organizing Committee
Chairman:
Stephen R. Heller, NIST, USA

Plants:
Michael Gale, John Innes Center, UK
Ed Kaleikau, USDA/CSREES, USA
Dave Matthews, USDA, ARS Cornell University, USA
Graham Moore, John Innes Center, UK
Jerome P. Miksche, Emeritus Director, USDA Plant
Genome Program, USA
Rod Wing, University of Arizona, USA

Animals:
Mary Delany, USA
Michel Georges, University of Liege, Belgium
Joan Lunney, USA
Jim Reecy, USA

Abstract Coordinators:
Victoria Carollo, USDA, ARS, WRRC, USA
Gerard Lazo, USDA/ARS/WRRC, Albany, CA, USA
David Grant, USDA/ARS & Iowa State University, USA

Sponsors

USDA, Agricultural Research Service
USDA, National Agricultural Library
USDA, NRI Competitive Grants Office
USDA,Cooperative State Research, Education, and
Extension Service (CSREES)

John Innes Centre
NCGR, National Center for Genome Resources

San Diego, Californa

Speakers

Jerry Caulder, Finistere Partners, LLC.
David Baulcombe, John Innes Institute
Gilbert Omenn, University of Michigan
Susan McCouch, Cornell University
Michael Ashburner, EMBL,
European Bioinformatics Institute, Cambridge
Eddy Rubin, DOE, Joint Genome Institute
Steve Jacobson, UCLA
Steve Horvath, UCLA

Workshops
Abiotic Stress / Allele Mining / Apomixis Aquaculture / Banana
(Musa) Genomics / Barley / Bioinformatics / Brassicas /
Brachypodium Distachyon / Cattle/Sheep / Challenge Program:
Unlocking Crop Genetic Diversity for the Poor / Citrus
Compositae / Computer Demonstrations / Cotton / Compositae /

Connectrons Cool Season Legumes / Cururbit / Equine / Forage &
Turf Plants / Forest Trees Fruit and Nut Crops / Functional Genom-

ics / Host Pathogen Interactions / Insect Genetics / ICSB / ICGI/
Int'l Grape Genome Project / Int'l Lolium Genome
Initiative / IGGI / ITMI / Large-Insert DNA Libraries and Their
Applications / Legumes/ Maize / Microarray Analysis /
Molecular Markers for Plant Breeders/ Mutation Screening /
NRSP-8 / NC 1010 Development and Implemention of
Ontologies in the Database / Organellar Genetics / Plant
Cytogenetics / Plant Development and Signal Networks /
Interagency Working Group on Plant Genomics / Plant
Interactions with Pests and Pathogens / Plant Transgene

Genetics / Plant Reproductive Genomics / Polyploidy / Poultry /
Proteomics / QTL Cloning / Reduced-representation /Sequencing

Methods and Applications / Rice / Rice Blast /

Root Genomics / Solanaceae / Sorghum and Millets / Soybean

Genomics / Statistical Genomics / Sugar Beet / Swine /
Swine Genome Sequencing / TAIR /
Weedy and Invasive Plant Genomics

Organizer
Scherago International
525 Washington Blvd., Ste. 3310
Jersey City, NJ 07310
201-653-4777 x20
201-653-5705
E-mail: pag@scherago.com

For complete details, including on-line registration, visit our website at

www.intl-pag.org




Faculty positions
in the genetics and neurobiology of psychiatric disorders
Cold Spring Harbor Laboratory
Cold Spring Harbor, NY
The Stanley Institute for Cognitive Genomics at Cold Spring
Harbor Laboratory is seeking applicants for three new
positions at the level of assistant/associate professor. These
faculty will take part in a multidisciplinary effort to identify
the genetic causes of psychiatric disorders and to investigate,
at the molecular and systems level, how altered genes lead to
changes in cognition. Independent faculty applicants are
sought in three areas of research: human genetics,
bioinformatics, and molecular and developmental
neurobiology. For the human genetics position, 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. For the
bioinformatics position, applicants should have experience
analyzing human sequence variation and developing new
analytical tools, especially those applying to new sequencing
technologies. For the molecular and developmental
neurobiology position, applicants should have investigated the
mechanisms through which identified disease-associated
genomic variations act, using animal models or in vitro
techniques; preferably in the area of cognition and behavior.
Support for junior or senior faculty is available within the
Stanley Institute for Cognitive Genomics at Cold Spring
Harbor Laboratory.

Cold Spring Harbor Laboratory 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.

Please send a cover letter outlining your research interests and
suitability for the position, CV and names of three references
to:

BIOINFORMATICS POSITION:
Lincoln D. Stein, Ph.D.
Istein@cshl.edu
Lincoln Stein, Ph.D
Cold Spring Harbor Laboratory
P.O. Box 100
1 Bungtown Rd.,

Cold Spring Harbor, NY 11724 USA

HUMAN GENETICS AND MOLECULAR
NEUROBIOLOGY POSITIONS:
W. Richard Mc Combie, Ph.D.
mecombie@eshledy
W. Richard Mc Combie. Ph. D
Cold Spring Harbor Laboratory
P.O. Box 100
1 Bungtown Rd.
Cold Spring Harbor, NY 11724 USA

Visit us on the web at www.cshl.edu

See also the Lita Annenberg Hazen Genome Center at:
http://nucleus.cshl.org/genseq/

Postdoctoral positions
in the genetics and neurobiology of
psychiatric disorders
Cold Spring Harbor Laboratory
Cold Spring Harbor, NY

The Stanley Institute for Cognitive Genomics at Cold
Spring Harbor Laboratory is seeking applicants for
Postdoctoral Researchers in either molecular biology or
bioinformatics for a large-scale effort to use genomic
technologies to understand the biological basis of
schizophrenia and other cognitive disorders. Recently,
several candidate genes and genomic regions
associated with psychiatric disorders have been
identified. The Stanley Institute for Cognitive Genomics
at Cold Spring Harbor Laboratory is launching a
multi-investigator, multi-disciplinary effort to use next
generation sequencing technologies to discover and
understand the genetic variation underlying these
disorders, focusing on schizophrenia and bipolar
disorder.

Postdoctoral Researchers will be working in an
interactive environment with scientists from various
disciplines. The team is now seeking to fill a number of
Postdoctoral positions with researchers having
experience in either molecular biology, human genetics,
or high-throughput sequencing and informatics focusing
on the analysis of human sequence variation.
Familiarity with cognitive diseases is desired but not
essential.

Cold Spring Harbor Laboratory 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.

Please send a cover letter outlining your research
interests and suitability for the position, CV and names
of three references to:

Email: mecombie@cshledy

W. Richard Mc Combie. Ph. D
Cold Spring Harbor Laboratory,
P.O. Box 100,

1 Bungtown Rd.,

Cold Spring Harbor,

NY 11724 USA,

Visit us on the web at www.cshl.edu

See also the Lita Annenberg Hazen Genome Center at:
http://nucleus.cshl.org/genseq/
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