™

The most accurate
next-gen sequencing
technology available.

Inside every llumina sequencer is TruSeq

the technology that delivers the most accurate
human genome at any coverage. TruSeq
produces the highest vield of error-free reads.
The most bases over Q30. And is enabling the
most next-gen sequencing published papers.

That's Tru data quality.

Get the proof. Go to

HSeaq 2000 Ganome AnalyZer;, HiScan 50 (Erorme AriahyBes,

Humina



Fully-funded to help you go further.

Staying on the cutting edge is all about collaboration. That's why Expression Analysis and lllumina have
combined forces to help fuel your cancer research. This fully-funded GWAS includes up to 600 specimens as

well as data analysis at absolutely no cost to you. What's more, all applications will be judged by distinguished
members of a prominent cancer society. Register online today.

expressionanalysis.com/grant 919.405.2248 866.293.6094 + illumina.com/grant B00.809.4566

.
®
EXPRESSION ANALYSIS® IIIUIlllna
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Introducing the NEW 5500 Series SOLiD™ Sequencers

Discover what comes from accuracy. The new, totally redesigned 5500 Series SOLID™ Sequencers
—now every lab can access a translational research platform with 99.99% accuracy.

* Accurate detection of somatic mutations or rare genetic variants
* Rapid and cost effective sample processing with flexible microfluidics FlowChip
* Simple adoption into your lab with streamlined data analysis and a robust, easy to use platform

There's a lot riding on the guality of your results.
That's why you need the 5500 Series SOLID™ Sequencer in your lab.

==a 00 {0 www.appliedbiosystems.com/solid5500

Lifie Techr jies offers & breadth of products DA



WOELIEW efficiency

| enable next generation sequencing

Operate a world-class next generation sequencing facility and save money by increasing your lab’s efficiency.
Enhance customer service delivery with a web-based communication toaol. Increase cost recovery with
accurate expeniment tracking. Greatly improve access to project information for collaborators. Streamline
experiments with end-to-end data and information management. Expand operational reporting and billing
capabilities. Enable data pipelining and automated analysis to save staff time. A best-in-class LIMS solution
can help you operate a world-class sequencing facility

| enable next gen www.ienablenextgen.com

brsabitermsgh IR GLS Learn how sequencing facilities are saving time
e and money by increasing lab efficiency

Genol.ogics Download this paper Now at: Www. .com/Efficiency



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 @



Make Directional RNA-Seq Libraries

in Less Than 3 Hours

EPICENTRE's new ScriptSeq™ mRNA-Seq Library ScriptSeq™ mRNA-5eq Library Preparation Kit (Illumina-compatible)

Preparaliﬂn Kil I{I]]umina—campatih]e} uses a umque generates libraries for directional sequencing in less than 3 hours. Times for
each step are shown in hours:minutes.

terminal-tagging technology that simplifies the & =
5 2 5 . nventiona .
preparation of @RNh-Seq libraries from any animal, RNA-Sad Moo ScriptSeq™ Method
plant, or bacterial species.
. . ) . . Fragment RNA (1:00} | Fragment RMA and
ScriptSeq Illumina-compatible libraries: Synthesize cONA (@30) | synthesize di-tagged cDNA  (1:40}*
» Enable directional sequencing, Ligate adaptors (2:00) | Clean up cDNA (0:10)
« Are made in 3 hours without the need for adaptor Size-select fromgel  (1:30) | —
ligation. Enrich library by PCR (1200} | Enrich library by PCR {1:00)
» Are barcode-capable. Easily incorporate Illumina- Total Time: 10:00 | Total Time: ~3:00
compatible barcodes (available separately) or user- *single-tube reaction
defined barcodes.
= Demonstrate high concordance with MAQC qPCR
results.
*Cawverad by issued andfor fending pafents.
A. Intact LIHRR and BrRR B. Fragmented UHRR and BrRR
(n=617) {n=633)

= g
o =
= & e
& &
T 2
-
£ g .
E‘f -15 43 = -15 10 15
) &
g ¥ = 10965 - 01104 £ ¥ = 1.0536x - 6E-05
Fr=10.008 RF=0811
15
RMA-Seq Log, Ratios RMA-Seq Log, Ratios

Correlation of gene expression between EPFICENTRE ScriptSeq™ libraries and corresponding MAQC data.
A Libraries prepared from rRNA-depleted, intact UHRR and BrfR. B) Libraries prepared from partially fragmented,
rRMA-depleted UHRR and BrRR. UHRR, Universal Human Reference RMA; BrRR, Brain Reference RMNA.

ScriptSeq” mRNA-Seq Library Preparation Kit (Roche Titanium-c
ScriptMiner™ Small RNA-Seq Library Preparation Kit
available. For more information, visit: www.EpiB

=
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Mutation Discovery | Genotyping | Gene Expression

Get.lThere Faster:

vqs0ad yBTH
sse1) 354714
adh] 3 31

g3pnsay paystiand

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

sEa3isAE AOLS

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, ldaho Technology is the

only company that offers a complete system capable of superior perfor-
mance at an affordable price.

| LightScanner Express >>> Arrivals |

RAPIOLY GEMERATE HIGH GUALITY GEMNE EXPRESSION DATA.
SPECIALLZED FOR T/ HOMOZIGOTE SMALL AMPLICON GEMOTIPIMG

Proven technology and exceptional customer support

from the inventors of rapid PCR, the LightCycler®,
and Hi-Res Melting.

Idaho

Technology
Inc.

Salt Lake City, Utah, USA | 1-800-735-6544 | www.idahotech.com
Inngvation Ampified
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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

T
2011 ACMG Annual Clinical Genetics Meeting

March 16-20, 2011

Vancouver Convention Centre
Vancouver, BC Canada

Medical Genetics: Translating Genes Into Health®

Plan NOW to attend the 2011 ACMG Annual Clinical Genetics Meeting in Vancouwver, British Columbia, Canada!

The ACMG meeting is THE educational and netwarking event for all healthcare and Sponsared and accredited by the

public health professionals with an interest in the rapidly evolving field of medical ’? b American College of Medical Genetics
genetics and its integration into healthcare, 4

in comjuriclice with the 42rad Armesl BMaeck
af Dimes Clinical Genetics Conference: Mew
Visit wanw. ACMGmeeting.net for detailed pregramming and speaker information, Understandings of Connective Tisue Disvense

Registration, housing and online Abstract submission open in October 2010, m@ﬂm

Postdoctoral Positions at Cold Spring Harbor Laboratory

Cold Spring Harbor Laboratory is a world-renowned research and educational institution recognized internationally for its
excellence in ground-breaking research and educational activities. We invite highly motivated individuals to visit our website at
www.cshledu to review and apply for current postdoctoral opportunities in the following areas.

Cancer Research: Members of the CSHL Cancer Center are involved in studies focused on cancer genomics, signal
transduction, mouse models, gene expression, cell proliferation and tumor biology.

Neuroscience: The primary focus of the CSHL Neuroscience program is neural circuits and how disruption of these circuits leads
to disorders including autism and schizophrenia. Research is baing carried out at the genetic, malecular, developmental,
systems, behavioral and computaticnal levels.

Plant Biology: The CSHL Plant Biology program focuses primarily on development, stem cells, morphogeneasis, plant genomics
and epigenatics.

Genomics and Bicinformatics: The CSHL Genomics program uses state-of-the-art technologies including high-throughput
sequencing, copy number variation analysis and transcriptome analysis. Efforts are ongoing to understand genomic variation
associated with several human diseasas as well as elucidating and characterizing new functional outputs of the genome.

Quantitative Biology: The CSHL Centar for Quantitative Biology is comprised of scientists in the fields of physics, computer
science, engineering, statistics and applied mathematics dedicated to applying quantitative methods to studies in human
genetics, genomic, neurobiclogy, and signal and image processing.

Cold Spring Harbor Laboratory
Human Resources
One Bungtown Road
Cold Spring Harbor, NY 11724
Website: www.cshl.edu

Cold Spring Harbor Laboratory is an Equal Opportunity Emplayer.




Plant & Animal Genome AIA

Abiotic Stress

Allele Mining

Animal Epigenetics
Apomixis

Agquaculture

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 Genamics

(zene Expression Analysis
Genomics Assisted Breeding

Genamics 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

"3 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

Host-Microbe Interactions Tl CHAIRMAN:
I.arﬂE' Insert DNA I.ihfﬂrﬁl' E StEﬂhEn R. Heller, NIST, USA
Lolium Genome Initiative =8 PLANTS:
Maize E Catherine Feuillet, INRA
Ed Kaleikau, USDATSREES, LISA
Mulet_ular HHFEE_FS =8 Dave Matthews, USDA, ARS Cornell University, ISA
Mutation Screening Ll Graham Moore, John Innes Center, UK
Dats E\' Jerome F. Miksche, Emerituz Director, USDA Flant
m—B Genome Program, US4
:;:lamemals. el Rod Wing, University of Arizona, 154
0QenomIcs =

Plant Cytogeneics (- ANIMALS: o
Plant Interactions,Pest E" Christopher Bidwell, Perdus University, USA

nieractions/rests P=3 John Liu, Auburn University, USA

Plant Introgression Shu-Hong Zhao, Huazhong Agricultural University, China

Plant Reproductive Genomics ABSTRACT COORDINATORS:
Polyploidy Victoria Carollo, USDA, ARS, WRRC, USA
Population & Conservation Gerard Lazo, USDAMRS/WRAC, Albany, CA, USA
Poultry David Grant, USDA/ARS & lowa State University, USA
Proteomics

1L Clonin USDA, Agricultural Research Service
QL Cloning USDA, National Agricultural Library
Rice Blast I5DA, Cooperative State Research, Education, and
Rice Functiional Genomics Extension Service (CSREES)
Root Genomics John Innes Centre
Sex Chromosomes NCGR, National Center for Genome Resources
Solanaceae

Somatic Genome

Soybean Genomics

Statistical Genomics

Sugar Beet

Sugar Cane

Swine Genome Sequencing
Transposable Element

Weedy & Invasive Plant Genomics
Wheat Genome Sequencing

Scherago International

525 Washington Blvd., Ste. 3310
Jersey City, NJ 07310
201-653-4777 x20

fax: 201-653-5705

E-mail; pag@scherago.com

For complete details, including
on-line registration, visit our
website at www.intl-pag.org

Presented by [l Sponsors



	f1.pdf
	f10
	f2
	f3
	f4
	f5
	f6
	f7
	f8
	f9



