get your
OWVI.

illumina B Get creative and accelerate your research. And don't

O 2 wait in line to do it. The Eco™ Real-Time PCR system
from llumina delivers high-performance for all standard
gPCR applications, including HEM and 4-color
multiplex PCR—and it uses standard gPCR chemistries
to do it. It's easy to install and simple to use. Just plug
and play. In fact, the Eco Real-Time PCR system
gives you better data quality and reproducibility than
market leading instruments at a much higher price.
The performance you need at a price you can afford,
Why share when you can have your own'?

Get your own at

www.illumina.com fecoqpcr

Find aut how

& ;_' Ji= | = E K e £ ; i
. - &
FCR Systern at wewillumina.comfecogper
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INntroducing the

Easy workflow. Easy data analysis. Easy access to
next-gen sequencing. The lllumina® Genome Analyzery,
delivers proven lllumina technology and industry-leading
data quality at an affordable cost.

* Up to 40 Gb of output per run with 2 x 150 bp reads
enables an expansive range of applications—including
targeted resequencing, RNA-Seq, ChiFP-5eq, and
small- to medium-sized genome resequencing

simplest next-gen sequencing workflow

-

Easy-to-us sample prep kits and simplified data analysis

Flexibility to upgrade to Genome Analyzer, performance
as your research needs expand

Learn more at

lumina’
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Can you see
the cell with
early signs o
of disease? oq
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Can you analyze heterogeneous samples?

\ .
Can you see the mutation earlier?

Can higher accuracy reduce the
coverage required to detect SNPs?

Can true paired-end protocols reduce the noise?

Can you reduce the cost and time of validation?

Introducing the new, more accurate, higher throughput SOLID™ 4 System.

Next-generation sequencing just leaped to the next pace. Plus, new paired-end library options enable
level in accuracy. The 50LiD"™ 4 System leverages detection of novel splice variation and fusion
advanced informatics and optimized reagents to transcripts with less input DNA. Using the SOLID™ 4
deliver the highest accuracy of any NGS system. System, your lab will have the ability to detect
With throughputs of 100 GB per run and workflow more variation and spend less time and money
automation, the SOLID"™ 4 System accelerates your doing it. Take a look at the new SOLID™ 4 System.
large-scale genomic analysis to an unprecedented See what's never been seen before.

”

Far Resaarch Use Dnby. Not for use in diagnestic procedures. (© 2070 Life Technolagies Carporation. AL rights resenved. Trademarks of Life Technolagies Carporation
technologies” and its affiliated companies., Al other trademarks are the sole property of their mespectve mwmers,



WOELIEN scalability

| enable next generation sequencing

With the number of new sequencing instruments entering the market, next generation sequencing facilities
must be prepared to expand their operations rapidly. Labs have to deal with higher throughput and
multiplexed experiments. Sequencing faciliies need to ensure experiment traceahility, while following best
practices, Lab managers need to be able to add and change LIMS workflows quickly without software
programming delays. Bioinformaticians need an extendable platform with easy access to data for analysis.
A best-in-class LIMS can help you operate a world-class facility,

| enable next gen www.ienablenextgen.com

treskthrauzh Mo GLS . Building a case for implementing a LIMS and data management
thinking g system to enable next generation sequencing research

GenolLogics Download this paper now at: wWww. com/NGS-LIMS
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www.454.com

GS Junior Sequencing System
Big

The Next Thing in Sequencing
1s small.

Bring the power, performance, speed, and long reads of the
GS FLX Titanium chemistry to your benchtop with the newest
addition to the Roche genome sequencing portfolio — the

GS Junior Sequencing System.

Counls
¥ F & % ¢ ¥

B Make the most of your sequencing projects with our
400- to 500-base-pair read lengths (Figure 1).

® Benefit from established technology that has enabled
hundreds of peer-reviewed publications.

Figure 1: Example Read Length Distribution of . = x
9 p gt ® Process data using the system’s comprehensive suite of

100,000 reads from E. coli K-12 (genome size : 7
approximately 4.5 Mb), from a single G5 Junior dedicated data analysls software.

SPALRIN Pk For complete information on the G5 Junior System and all
of the Roche sequencing solutions, visit www.454.com or
contact your local Roche representative today.

For life science research only.
Not for use in diagnostic procedures.

4 51‘3 Roche Diagnostics Corporation

SEQUENCING Roche Applied Science
Indianapolis, Indiana

454, A58 SECQUEMCING, GS FUNIOR, and GS FLY are irademarks of Roche.
2010 Roche Diagrostics. All righls resenead



Mutation Discovery | Genotyping | Gene Expression

Gel.lhere Faster:

vas0d> bty . '
sse[) 35414

s3[nsay paysiiand

Reach your scientific destinations faster with the most
accurate Hi-Res Melting® systems on the market.

sE@alsAE ROTE

Qur LightScanner systems will take your lab to the next level of
high-sensitive mutation screening and genotyping. As the pioneers
of both rapid real-time PCR and Hi-Res Melting, |daho Technology is

the only company that offers a complete system capable of superior
performance at an affordable price.

| LightScanner Express >>> Arrivals |

RAPIDLY GENERATE HIGH GUALITY GEME EXPRESSION DATA.

SPECIALIZED FOR T/ HOMOZYGOTE SMALL AMPLICON GENOTYPIMG.
GEMOTYPE SAMPLES WITH GREATER SFECIFICITS THAN
HYDROLYSIS PROBE GENOTHPING AT A FRACTION OF THE COST.

Proven technology and exceptional customer support
from the inventors of rapid PCR, the LightCycler®, and Hi-Res Melting.

Idaho
Technology
In-{-“" Salt Lake City, Utah, USA | 1-800-735-6544 | www.idahotech.com
Inngvation Ampified

Get on board at www.hiresmelting.com




What if?

You had the right tools to optimize
your next gen sequencing.
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The enormous scope of next generation sequencing brings with it a variety of new challenges.
In response, Agilent has developed a robust portfolio of products, each designed to improve the
efficiency of your work, and to optimize your next gen sequencing.

* Ensure optimal sample and library quality with the Agilent 2100 Bioanalyzer

* Perform real-time library amplification and quantification with the Stratagene gPCR platform
= Increase yields and improve reproducibility with the Agilent Bravo Liquid Handling Platform
« Target genetic variation efficiently with the Agilent SureSelect Target Enrichment System

What if you could finally wield the full potential of next gen sequencing?
Find out how, at www.agilent.com/genomics/nextgen

2 Agilent Technologies, Inc. 2010




Genetic discovery made easier with our
highly efficient exome capture method

: B Enhanced uniformity by rebalancing 2.1 million probes
G minimizing sequencing needs to only a single lane while
» Maximizing exome coverage.
A B Increased content to cover ~30,000 genes from the latest

On Targer  Basa Coversd21X  Het SHP Call - Hom, SNP Call : AR s :
databases while maintaining single lane sequencing,

4

Prroentage

Exome Capture Performance With Single Lane 5 g

Sequencing: The exome from HapMap sample | Tl*ulj' ﬂ:alahlﬂ, automation fnﬂ‘“dlr, Basr—to-l.ﬁ& pmmm].
MA12762 was captured and sequenced with a single for any size experiment,

2675 paired-end lane, generating 18.8 £ 1.9 million

reads (n = 16) and providing 506 + 4.8 fold average

coverage of the target regions. SN calls from single

lane dala were compared to HapMap SNPs. Setting a new standard for exome sequencing:
www.nimblegen.com/EZ

&,
T T TH Foche NimbleGen, Inc. Roche
== NimbleGen Madison, WI USA

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

MIMBLEGEN and SEQCAP are trademarks of Roche,
COther brands or product names are tredemarks of their respective holders.
2 2010 Roche MimbleGen. Inc, Al fghts resered,



CAREER TRACKS

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

QUANTITATIVE FINANCE

RENAISSANCE TECHNOLOGIES, a quantitatively based financial

management firm, has openings for research and programming positions at its
Long Island, NY research center.

Research & Programming Opportunities

We are looking for highly trained professionals who are interested in applying
advanced methods to the modeling of global financial markets. You would be
joining a group of roughly one hundred fifty people, half of whom have Ph.D.s in
scientific disciplines. We have a spectrum of opportunities for individuals with
the right scientific and computing skills. Experience in finance is not required.

The ideal research candidate will have:

« A Ph.D. in Computer Science, Mathematics, Physics, Statistics, or a related
discipline

« A demonstrated capacity to do first-class research

« Computer programming skills

« An intense interest in applying quantitative analysis to solve difficult
problems

The ideal programming candidate will have:

« Strong analytical and programming skills
e An In depth knowledge of software development in a C++ Unix environment

Compensation is comprised of a base salary and a bonus tied to company-wide
performance.

Send a copy of your resume to: careers@rentec.com
No telephone inquiries.

Renaissance %////

An equal opportunity employer.




Tenure/Tenure-Track Investigator Position in
Systems Immunology and Infectious Disease Modeling

The MNational Institute of Allergy and Infactious
Diseaszes (NIAID], Division of Intramural Ressarch
(DR}, 1s seeking an outstanding individual for its
new Program in Systems Immunology and
Infectious Disease Modeling [PSIM),

Modern technology allows the desp analysis of
biological systams at multiple levels. The chal-
lenge is not only to collect the large amounts of
data new technologies can generate at different
scales of biolagical organization, but also to
organize it in a manner that enhances our undar-
standing of how such systems operate. Achiey-
ing this goal requires an interdisciplinary effart,
and for this reason PSIIM is organized as an
integrated team of scientists and suppaort staff
structured in groups. These groups will have
access to the latest technology for gene expres-
sion profiling, next generation sequencing, high
content screaning of RNAI libraries, imaging, and
genomic and proteomic analysis, as well as a
substantial computer infrastructure, together
with modarn conventional laboratory facilities for
cell and animal experimentation. They will also
have access to BEL-3 facilities for working with
infectious agents of high priority for human
health and biodefense.

Although PEIIM has been established within
NIAID and has an immune/infectious disease
focus, it is also expectad to play a major role in
fostering the growth of systems biology efforts
thraughout NIH. PSIM staff will interact extan-
sively with investigators in other compaonents of
the MIH intramural research program, including
but not limited to the National Center for
Biotechnalogy Information, NIH Chemical
Genomics Center, Center for Infarmation
Technology, and Center for Human Immunology,
all of which have activities emphasizing systems
and informatic approaches to biomedicine,

Current groups in PSIM include Immunoclogy,
Computational Biology—Madeling and
Simulation, Malecular/Cell Biology—High-
throughput Scraening, Proteomics, and Systems
Genomics. PSIIM is now recruiting for a tenure-
track or tenure level team leader appointment
in the following area

Transcriptional Networks and Control of
Differentiation: The incumbent will be
responsible far applying and, as required,

developing novel experimental and computa-
tional methads for the systems-wide analysis of
gene requlatory pathways and networks, with a
specific emphasis on the transcription factor
circuits that define cell fate and that translate
extracellular signaling into cellular respanses, As
part of this effort, the incumbent will engage in
quantitative measurements of transcription
factor and gene exprassion, analysis of protein-
OMNA interactions, and assessmeant of the
cantributions of epigenetic modifications/
chromatin remodeling events to regulation of the
behavior of such transcriptional networks, PSIIM
15 especially interested in recruiting an individual
with & strong interest in the application of these
methods to the integration of information an cell
signaling events, developmental state, and gene
requlatory circuits into comprehensive models of
the contral of cellular differentiation, for
example, of effector CO4+ T calls or iPS.

This position and its research activities are fully
funded by the intramural research program of
MIAID. The tzam lzader is expectad to build 2
wiarking group consisting of postdoctaral fellows,
students, technicians, and staff scientists. The
team leader will work with the program director
and other PSIIM faculty to help set the goals for
PEIM 2nd to determine how best to reach these
goals as an integrated group. To ensure appro-
priate career trajectories for those joining the

To ﬂp[ll'f: Submit your curriculum vitae, bibliography, and a detailed

PSIM team effort, NIH has modified its tenure
palicies to take specific account of contributions
made in such a team science satting. Members
of PSIIM will be expected ta play a major rals in
development of an integrated computational
systems approach to biology, the application of
these methods to questions of substantial
biomedical importance, and the dissemination
of the tools and technigues developed in PSIIM
across the NIH intramural program and in the
extramural academic and industrial spheres.
Applicants should be seeking & challenge in
which creativity, technical expertise, and a
strong desire to achieve in a team setting will
be critical for success.

Interested candidates may contact

Fonald Germain, M.O., Ph.D., Program Director,
PSIIM, DIR, MIAID, at 301-496-1304 or
rgermain@niaid.nih.gov for additional
infarmation about this position.

Additional information about PSIIM is available
online at http://www.niaid.nih.gov/labsand
resources/labs/aboutlabs/psiim/Pa
default.aspx.

Applicants must have a Ph.O., MO, or
equivalent degree in a relevant fizld with
extensive postdoctaral experience, as well

as a strong publication record demanstrating
patential for creative ressarch.

statemant of how your expertise can contribute to the success of the
PSIIM program to Hanh Nogo at PSIIMA4Search@niaid.nih.gov.

In addition, three letters of reference must be sent directly from the referee
to Fobert Hohman, Ph.0., Chair, NIAID Search Committee, ¢/o Hanh Ngo at
PSlIM4Search@niaid.nih.gov or 10 Center Drive, MSC 1356, Building 10,
Room 4427, Bethasda, MD 20892-1356. E-mail 15 praferrad. Applications
will be reviewed starting on October 3, 2010 and will be accepted until the
position is filled.

Further information regarding thE DIR laboratories is available at
www.niaid.nih. irf, and information on warking

at NIAID is available on DurWEh site atmymmmd,nm,mi&m&mmam

For more information about the NIAID systems biology program,
visit www.nih.gov/catalys .09.01/page1.himl.

Z

National Institute of Allergy and Infectious Diseases

Mational Institute of Allergy and Infectious Dis

Proud to be Egual Opportunity Employers
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edinburgh

7 €lICC(e) Edinburgh
Fe 10 - 16 October 2010

& o .-1

The 11" International Conference on Systems Biology 2010
continues it's annual series in the famous historic city of €dinburgh, Scotland

-

f ISSB) who aim to help
coordinate researchers to form alliances for meeting the unique needs multidisciplinary and international
systems biology research.

Join us for the latest advances in systems biology
Find out the new discoveries in pathways, informatics and computing
Don't miss out on the cutting edge science!

= Bt B A

Import@nﬁnformg}ion for ICSB 2010

e I

Session Topics: Keynote Speakers will include:
Applications in Medicine * Sydney Brenner * Steve Kay
Functional Genomics and Biological Networks (Nobel Laureate)

Computational Theory in Systems Biology + David Rand * Luis Serrano

The Spatial Dimension of Intraceliular Dynamics « Denis Noble ¢ Thomas Pollard
Biomedical Simulations
Understanding the Brain Function
Computational Methods and Tools

Important Dates:
5 January 2010 Delegate Registration Open
Cell Signalling Dynamics 5 January 2010 Call for Papers Open

Systems Biology in Health and Disease 15 January 2010 Call for Tutorials Deadline

Parameterising Proteomics 15 January 2010 Call for Workshops Deadline

Biological Rhythms ; et
3 May 2010 Call for Papers Deadline

2 June 2010 Early Registration Deadline
4 June 2010 MNotification of Acceptance

Combinational Multi-scale Systems Responses
in Biology and Medicine

Engineering Aspects in Systems Biology

s Biology and Metabolism 1 October 2010 Pre- istration Deadline
s Science Behind Medical Application 10 October 2010 ICSB 2010 Tutorials
in Industry 11-14 October 2010  ICSB 2010 Conferance
Biological Noise and Cellular Decision-Making 15 October 2010 ICSB 2010 Workshops

=l

i %

l.uw.w.icsb20'|0.org.uk
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EMBO Conference Series

From Functional Genomics

to Systems Biology S
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Confirmed Speakers 13-16 November 2010
Philippe Bastiaens Lucas Pelkmans Jonathan Weissman ced ini
MP| Dortmund, Germany ETH Zurich, Switzertand UCSF, UsA E'::S;t?ac:'varéﬂrm;;ammg Centre
Sue Celniker Aviv Regev Rick Young 9 y
Lawrance Berkalay Mat. Lab, Broad Institute, LISA Whitehead Ingtitute, USA
USA "

Bing Ren
Paul Flicek UCSD, USA Organisers
EBI Hirwtan, UK

Ben Scheres Eileen Furlong
John Hogenesch ETH Zurich, Switzerand EMBL Heidelberg, Germany
Univeraity of Pennsylvania,
usa ?"'SEW 5“;"“"’ Frank Holstege

S e RLE Univarsity Medical Cantre Litracht,
Icfgg 'L‘I‘;:“ tinkn L8 The Netheriands ONLINE REGISTRATION ONLY
: Luis Serrano Marian Walhout www.embl.de/conferences/OMX10-01
Stuart Kim Center for Genomic UMASS Medical School, USA Registration i on a first-come, first-ssnved basis
Stanford Univarsity, LSA Regulation, Spain
Mich Levin Mike smr = Application
uci';a::lw, USA . Yala University, USA Topics and abstract deadline is 15 August 2010
* Transcriptional control
Jason Lieb Alex Stark System g Registration fees
UNC Chapel Hill, USA IMP Vignna, Austria : i R cellular Academia 426 EUR
A Student 376 EUR

Denis Noble Olga Troyanskaya * Regulatory networks
University of Owxford, LK Princetan University, USA * Single cell biology Contact
Erin O'Shea Michael Tyers = Moving from genotype to phenotype European Molecular Biokogy | aboratory

Univarsity af Edinburgh, UK * Modeling complex systems events@emil de

Harvard MCB, USA

Co-funded by the EMBL Corporate Partnership Programme

www.embl.org EMBO | EMBL




Plant & Animal Genome HIR

Abiotic Stress

Allele Mining

Animal Epigenetics
Apomixis

Aquaculture

Arthropod Genomics
Banana Genomics

Barley

Bioinformatics
Brachypodium Genomics
Brassicas

Cacao Genome Sequencing
Cassava Genomics
Cattle/Sheep/Swine
Citrus Genome

Coffes

Comparative Genomics
Cool Season Legumes
Cotton Genome Initiative
Cucurbit

Ecological Genomics
Equine

Evolution of Genome Size
Forage & Turf Plants
Forest Tree

Fruit/Nuts

Functional Genomics
Fungal Genomics

Gene Expression Analysis
Genomics Assisted Breeding
Genomics for Disease Resistance
Grape Genome Initiative
Grass Genome Initiative

The International Conference on the Status of

Plant & Animal Genome Research
January 15-19, 2011
Town & Country Hotel, San Diego, California

Roger Beachy, USDA/Washington
Joe Ecker, Salk Institute

Ed Green, UC Santa Cruz

Dave Lipman, NCBI, NLM, NIH
Sharon Long, Stanford University
Michael Lynch, Indiana University
Pam Ronald, UC Davis

CHAIRMAN:
Stephen R. Heller, NIST, USA

PLANTS:

Catherine Feuillet, INRA

Ed Kaleikau, USDA/CSREES, USA

Dave Matthews, USDA, ARS Cornell University, UsA
Graham Moare, John lnnes Center, UK

Haost-Microbe Interactions
Large Insert DNA Library
Lolium Genome Initiative
Maize

Molecular Markers
Mutation Screening

Dats Jerome P. Miksche, Emeritus Director, USDA Plant
Genome Program, USA

ﬂrnamEntalsl Rod Wing, University of Arizona, USA

Phylogenomics

Plant Cytogeneics ANIMALS:

Christopher Bidwell, Perdue University, USA
John Liu, Auburn University, USA
Shu-Hong Zhao, Huazhang Agricuftural University, China

ABSTRACT COORDINATORS:

Organizing Committee

Plant Interactions/Pests
Plant Introgression
Plant Reproductive Genomics

Polyploidy Victoria Carollo, USDA, ARS, WRRC, USA
Population & Conservation Gerard Lazo, USDA/ARS/WRRC, Albany, CA, USA
Poultry David Grant, USDA/ARS & lowa State University, USA
Proteomics
OTL Cloni USDA, Agricultural Research Service

. ™ USDA, National Agricultural Library
Rice Blast USDA, Cooperative State Research, Education, and
Rice Functiional Genomics Extension Service (CSREES)
Ra CHromasnanGe MCGR, National Center for Genome Resources
Solanaceae

Somatic Genome
Soybean Genomics
Statistical Genomics

Scherago International
525 Washington Blvd., Ste. 3310
Jersey City, NJ 07310

Presented by il Sponsors

Sugar Beet 201-653-4777 x20

Sugar Cane fax: 201-653-5705

Swine Genome Sequencing E-mail: pag@scherago.com

Transposable Element For complete details, including

Weedy & Invasive Plant Genomics
Wheat Genome Sequencing

on-line registration, visit our
website at www.intl-pag.org



Gordon Research Conferences
frontiers of science

. |

There has never been a better time to experience a Gordon Research Conference! Our high quality,
cost-effective meetings are widely recognized as the world's premier scientific conferences.

Cancer Genetics & Epigenetics CO, Assimilation in Plants: Genome to E
January 23-28, 2011 May 29 - June 3, 2011
Ventura, CA Les Diablerets, Switzerland

Cell Biology of Megakaryocytes & Platelets (GRS)  Ecological & Evolutionary Genc

Gordon-Kenan Research Seminar (a two-day July 10-15, 2011
seminar for graduate students & post docs) Biddeford, ME
Establishing a Research Career in Platelet Biology

and Hemostasis/Thrombosis

March 19-20, 2011 Human Genetics

Galveston, TX July 17-22, 2017
-and- Newport, Rl

Cell Biology of Megakaryocytes & Platelets
March 20-25, 2011
Galveston, TX

Cellular & Molecular Mechanisms of Toxicity
NEW!

Understanding Innovative Mechanistic
Toxicologyin the Post-Genomic Era
August 7-12, 2011
Andover, NH



2010 COLD SPRING HARBOR ASIA

FALL MEETINGS

Suzhou Dushu Lake Conference Center, Suzhou, China

e Human Genetics & Genomics
September 6-10, Abstracts due July 25

Chrganizers: Pand Lin, Mawnard Clson, Svanre Fidho, Huanming Yng
Kevnore speakers: Svdney Brenner, Edison Lin, Matfies Difen

» Molecular Switches and Genome Function
in Stem Cells & Development
September 21-25, Abstracts due July 25

Chranizers: Shin-ichi Nishikawa, Dvanging Pei, Parrick Tam
Kevaore speakers: Andras Noag

¢ Computational Biology
September 27-October 1, Abstracts due July 30

Chrganizers: Savorn Mivano, Martin Vingron, Michae! Zhang
Kevnore speakers: Richard Durbin. Minore Kaneliisa. Gary Storm

* Emerging Infectious Diseases

October 18-22, Abstracts due July 30
Chrgenizers: Yi Crean, Margarer Lin, Zibe Roo, Tiand Wang
Kevaore speakers: Louise Chow, £ihe Rao

* From Plant Biology to Crop Biotechnology

October 25-29, Abstracts due August 29
Chrganizers: Naw-Hod Chiea, Dodd Sackson, Jiavang Li, Kazteo Shimozaki
Kevnere speakers: Cathic Martin, Marjori Maizhe

* RNA Biology

November 1-5, Abstracts due August 13
Chganizers: Xeeel Chen, Soo-Chen Cheng, Masaroshi Hagivara, Advian Krainer
Kevnore speakers: Thomas Sweitz

* Frontiers of Immunology in Health and Diseases
MNovember 7-10, Abstract due Augusts 20
Crvaaniizers: Xvetao Cao, Richard Flavell - Todarsugw Tanigichi
Kevoore speakers: Xuetao Cao. Richard Flavell

For the most updated information, please visit our official website: wwwiesh-asia. org
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When you need to search
for scientific equipment
and supplies use the NET!

Stierig,

|||||||

_____

Introducing the EERINRET R ELTTE|

feature. Contact multiple companies with

S

just one email and watch the price quotes

come directly to you.

SAVE TIME . . . SAVE MONEY
with www.BioSupplyNet.com

A division of Cald Spring Harbor Laboratory Press @
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