Better inside. Outside. Upside.

Inside you'll find a fully integrated sequencing solution
delivering =85% (130 bases and run times as fast as
8 hours from sample to data.

Outside you'll find “push button” sequencing, with
a streamlined user experience, individually tracked
pad-and-go reagents, intuitive software interface,
and minimal hands-on time,

The upside is what you can do with it. Designed
around you, MiSeq offers intuitive workflow.

The broadest application base. Built-in scalability.
[he best in next-gen sequencing just got better.
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illumina

Bring more upside to your next
sequencing study. Go to

llumina



GRNAT

TWO GENOMIC LEADERS

ARE TEAMING

UP TO PUT THE
RNA IN GRANTer-

REGISTER TODAY FOR THREE RNA-SEQ GRANTS

* Biomarker discovery using whole transcriptome sequencing
* RNA-Seq analysis of FFPE cancer samples
* Developmental coding and non-coding RNA expression

To learn more and download an application, visit:
www.expressionanalysis.com/grant  wwwi.illumina.com/grant

Parficipation apen fo all individwals, insfitutions and arganizafions. Submissien deacdline is April 13, 2012

‘Ea illumina’

GEMOMIC Know-How®
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PGM for genes. Proton” for genomes.

Sequencing for all.

Powered by fast, simple, scalable semiconductor chips,
the lon PGM" Sequencer introduced an entirely new approach
to sequencing, making it dramatically faster and more accessible.

The new lon Proton™ Sequencer will go even further. With chip
densities up to 1,000-fold greater than the lon PGM™ Sequencer,
the lon Proton™ Sequencer will put whole-genome sequencing
within reach of every lab.

. 4
Get fast, affordable benchtop sequencing at
lifetechnologies.com/ionsequencing technologies”
For research use only. Mot intended for any animal or human therapeutic or diagnostic wse. The content provided hergin may relate to

praducts that hawve not been officially released and is subject to change without notice 32012 Life Technologies Corporation, All rights reserved
The trademarks mentioned herein ara the property of Life Technologies Corparation or thair respective owners, 024558 0112




Directional RNA-Seq
Libraries in 4 Hours.

From just 500 pg RNA.

Get RNA-Seq libraries on the sequencer the same day, with the
new ScriptSeq™ v2 Kits. Start with just 500 pg of rRMA-depleted
or poly(Al-enriched RNA. No cDNA fragmentation, adaptor
ligation, or gel size-selection.

Go ahead. Make your day.

www.epicentre.com/scriptseqve

epieentre
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DNA | SmallRNA | RNA | ChIP | Methylation

The Most Comprehensive Start-to-Finish

NGS and Microarray
Analysis Solution Available

Genomics Suite iy Pathwway . ’
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RNA A LABORATORY MANUAL

By Donald C. Rio, Univeridey of California, Berbeley, Manuel Aves, [r., Universivy of Califernia, Santa Cruz Gregory |, Hannon,
Cold Spring Havbor Laboratery, and Timothy W, Nilsen, Care Wesern Recerve University School af Medicine

NA molecules participare in and regulace a vast array of cellular processes, and the scientific community is now
entering a new era in which some aspect of RNA biology—as a tool, a therapeuric, a diagnostic, or part
of a fundamental process—is becoming increasingly imporrant. Bur initiating RNA research can be intimidaring, and withour a thorough
understanding of the challenges and complexities inherent in handling this fragile nucleic acid, forays into the RNA world can be quite
truserating, RNA: A Laboratory Manual provides a broad range of up-to-date rechniques so thar any investigator can confidently handle RNA and
carry out meaningful experiments, from the most basic to the most sophisticated. Originating in four of the field's most prominent laboratories
and written with novices as well as more advanced researchers in mind, this manual provides the necessary background and strategies for approach-
ing any RNA investigation in addition 1o detailed step-by-step protocols and extensive tips and troubleshooting information. RNA: A Laberatory
Manual will enable any researcher to approach a wide variery of RNA-related problems with confidence and a high expectation of success.

Published in November 2010, 586 pp.. illus., appendices, index

Hardcover %240
Paperback 3165

[SBN 978-0-879698-90-4
ISBN 978-0-879698-91-1
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Discover More, Sequence Less
SeqCap EZ Exome Library v3.0

Discover the power of 2.1 million empirically rebalanced
DMA probes for highly optimized performance and

uniform coverage across the exome. Sequence more
exomes per lane while simultaneously targeting the most
inclusive coding region capture design available.

Achieve the most comprehensive coverage
of coding regions

Experience the highest target enrichment
efficiency®

Maximize variant discovery while
minimizing sequencing costs

* Clark M, et al. Nat. Biotech. 2011; doi:10.1038/nbL1275

Discover more
www.nimblegen.com/exomev3

For life science research only.
Mot for use in diagnostic procedures.

MIMBLEGEM and SEQCAP are rademarks of Roche,

All other product names and trademarks are the property of their respective owners.

21 301 1-2012 Roche MimbdeGen, Inc. All rights reserved,

Design Comparison of Thres Excimne Capture Products

W EegCap EZ Expane w3 mAg et BuneSekeot Hiisien Al Buan 53 Mb @ linoss TreSeg Basie

Comparison of SeqCap EZ Exome Library v3.0 design
with two other products. For the databases shown, SeqCap
EZ Exome v3.0 targets more axons and miBMNAs comparad to
hoth Agilent and lllumina products

Roche MimbleGen, Inc
Madison, W1 USA



CAREER TRACKS

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

Faculty Positions in Human Statistical Genetics

Established in August, 2006, the mission of the Battelle Center for Mathematical Medicine (BCMM) is to assemble and support a
broad range of mathematical, statistical, and computational experts for the purposes of conducting cutting-edge quantitative
research, with the ultimate goal of informing and improving clinical care in pediatrics. Located at The Research Institute at
MNationwide Children’s Hospital, an affiliate of Nationwide Children’s Hospital and the Department of Pediatrics of The Ohio
State University College of Medicine, the BCMM is seeking to fill three open rank tenure track positions. We are looking for
candidates who can extend the quantitative and computational technologies of the BCMM in creative ways: who are interested in
both basic quantitative research and collaborative biomedical research; and who seek a highly collaborative, research-focused
environment. Appeointments at the Assistant, Associate, and Full Professor level are anticipated. Candidates are expected to have
a Ph.D. or equivalent degree in a statistical, mathematical or computational field, or an M.D. or Ph.[}. in a biomedical field with a
quantitative or computational research focus. Generous start-up packages are available.

Nationwide Children’s Hospital 1s the fourth largest free standing children’s hospital in the United States. The Research Institute
15 housed in a modern 350,000 square foor, dedicated research facility with outstanding shared facilities and core laboratories.
Federal grant awards in 2011 exceeded 40 million dollars and total external research awards exceeded $52 million. For more
information, please visit our website at www. mathmed org.

Send correspondence, including curriculum vitae and contact information for three references, to Karen Schmidt, Search
Coordinator, The Research Institute at Mationwide Children’s Hospital, 700 Children’s Drive, Room JW3914, Columbus, OH
43205, FAX (614) 355-2728, or to Karen. SchmidtieNationwidechildrens.org.

To build a diverse workforce Ohio State encourages applications from individuals with
disabilities, minorities, veterans, and women. EEQ/AA emplover

Medical £ A
Center :;:I}; MNATIONWIDE CHILDREN'S
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#esny  Cold Spring Harbor Perspectives in Biology

PERSPECTIVES The Authoritative View

www.cshperspectives.org

A New Type of Review Journal

old Spring Harbor Laboratory Press announces the launch of a new monthly online publication, Cold Spring Harbor

Perspectives in Bialogy. Spanning the complete spectrum of the molecular life sciences, the journal offers arricle collecrions
that comprehensively survey topics in molecular, cell, and developmental biology, genetics, neuroscience, immunology, cancer
biology, and molecular pathology. Written by leading researchers and commissioned by an eminent board of editors, subject
collections grow with every issue of the journal. Cold Spring Harbor Pevspectives in Béology is thus unmarched in its depth of
coverage and represents an essential source tor informed surveys and eritical discussion of advances in emerging areas of biology.
Scope: Molecular Biology, Cell Biology, Developmenral Biology, Generics, Neurobiology - D

Monthly, online ISSN: 1943-0264 S8

Subject Coverage The Extracellular Marrix Immune Talerancs Muscle Cell Rinlogy Recepror Tyrosine Kinases

Angiopenesis The FJ:dl.rj\lﬂ.m'uL' Renculum |.i.pi.|.1 Cell |:'ii-::-|l.r*':r' Meuronal Guidance Recombinatian Mechanizms
- Antigen Processing The Evolution of Gene Lymphocyre Cell Biology The ME-xB Family Regenerarion
Apoprosis Mepworks ."r1a|'|m'|a|_v.- Gland |:'iic:-|llg:|' Muclear Hormone l‘tl.'nln’.‘l.'ltl.rls RNA Worlds
Auxin Signaling Generation and Interpretation  Mechanotransduction The Mucleus Sex Determination
Calcium Signaling of Marphogen Gradients Membrane Fusion and The Origin of Life Symmetry Breaking in Biology
o CellCell Junctions Germ Cells Exocytosis The p53 Family Synapses
~ - Cilia and Flagella The Golgi Appararus Mirochondsia Prioms Tramseriprional Regularion =
= = The Cytoskeleton Growth Facror Receptors Mirosis Prokaryote Cell Bioogy Wt Signaling
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4th International Conference on Quantitative Genetics o0 o
Edinburgh - 17-22 June 2012, Edinburgh International Conference Centre ICQGZOIZ

Supported by

We Are Delighted To Advise The Following Confirmed Speakers

ljric Lander (Genetics Society Mendel Medal Lecture) Trudy Mackay
Orjan Carlborg (Genetics Society Balfour Lecturer) ~ Mark McCarthy

geneticssociety

Goncalo Abecasis Magnus Nordborg
Piter Bijma Sergey Nuzhdin

Ed Buckler Patrick Phillips
Mark Blows Chris-Carolin Schoen
Gustavo de los Campos Nik Schork

Richard Durbin Pak Sham

Jarrod Hadfield John Storey

Ben Hayes Peter Visscher

Matt Hurles Alastair Wilson

Frank Johannes
Additional speakers will be selected from those offering abstracts for oral or poster presentation.

Local Organising Committee
Bill Hill (Chair)

Lutz Biinger

Chris Haley

Mike Kearsey

DJ de Koning

Loeske Kruuk

Josephine Pemberton

Alan Wright

Conference Themes:

1. The Genetic Architecture of Complex Traits
2. Evolutionary Quantitative Genetics

3. Variation in the Genome

4. Advances from New Numerical Methods

5. Opportunities from Technological Advances

6. Bridging the Genotype-Phenotype Gap Key Dates

7. I?teractinnsramung Individuals and Friday 6 April 2012  Abstract Submission Deadline
with the Environment for Poster abstracts only

8. Genomic Information in Prediction Sunday 10 June 2012 Pre-conference

9, Emerging Areas registration closes

Register now at: www.icqg4.org.uk/register.html
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