Why settle for itty?

Get the proven value of lllumina’
microarrays.

Your research is no place to take unnecessary risks. Not
when you can use the proven lllumina microarray platform.
Industry-leading call rates and data quality. Flexible
options to give you the right array for your

study. It's value without compromise.

Only from lllumina.

Find real value at

www.illumina.com/dna

Hlumina
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Best-in-Class, Real-Time PCR Solutions. Specific for my research.

Only Applied Biosystems delivers the highest-quality, best-in-class workflow solutions for all of your real-time
PCR applications. \With built-in flexibility, our systems adapt to meet your specific research needs. With 25 years
of proven quality, we have the experience you nead to bring suparior data into your lab. Whean you want a real-time

partfolic that can take your research to the next level, talk to the experts.

As Flexible as You Want to Be.

_ = applied
Y - P biosystems"

The highest-gquality, real-time PCR solutions optimized just For Research Use Only. Nt bor use in diagnostic procedure
for you at www.appliedbiosystems. com/realtimesystems Tea weademarks mentioned hensin ae the property ¢




Mutation Discovery | Genotyping | Gene Expression

Idaho Technology
Continuing to raise the bar!

LightScanner® 32

System

Introducing the LightScanner 32, the fastest real-time PCR
technology combined with the most accurate Hi-Res Melting® system.

As the pioneers of both rapid real-time PCR and Hi-Res Melting, daho Technology
is the only company that offers a system capable of superior performance for both
applications at an affordable price,

The LightScanner 32 offers a versatile application suite
without sacrificing performance.

= Rapidly generate high quality gene expression data.
= Accurately discriminate even the most subtle DNA mutations.

= Genotype samples with greater specificity than
TagMan® genotyping at a fraction of the cost.

FProven technology and exceptional customer support from

|daho Technolegy —inventors of rapid PCR, the LightCycler®, and Hi-Res Melting. Visit us at wwwijdahotech.com

to learn why the LightScanner 32
is the best system for you.

Innovative solutions for pathogen identification and DNA research
Salt Lake City, Utah, USA | 1-800-735-6544 | www.idahotech.com




EXTRAORDINARY REWARDS

35th Anniversary Offers

As a trusted resource in the life science community, New England Biolabs would like to thank our customers
for 35 years of support. Join us in celebrating our 35th anniversary by visiting wwwoneb.com to find 12 months
of exciting offers, including significant product discounts and giveaways.

LAt P

Look for the 35th Anniversary Offers

hrpr =T
icon on our website to learn about our ‘l{.
monthly special offer.

MONTHLY 200910 wnebeom
SPECIAL OFFER & By ancuo

$35 Labs..

O YEARS enabling technologies f the e sefences
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less tharn 2 howrs

+ 50 »g DNA

For more information visit: www.EpiBio.com/nexteral

Nextera is a trodemark of EPICENTRE Biotechnologies. 454 and GS FLX Titanium
are trademarks of Roche, Solexa is o registered trademark of lhwming, Inc,

encer—ready library

/N

-

EPICENTRE revolutionary Nextera™
technology uses in vitro transposition
to prepare sequencer-ready libraries
from genomic DNA for multiple
sequencing platforms. The technology
simultaneously fragments and tags
DNA, in a single-tube reaction.

-

Use nanogram amounts of starting
DNA.

Prepare sequencer-ready libraries in
less than 2 hours.

Incorporate platform-specific tags
and optional barcodes.

Validated on Roche 454™ GS

FLX and GS FLX Titanium™, and
llumina Solexa® GAI, GAIL

= rotei;ablog:e

www.EpiBio



What is your taste?

BGI'S GENOMICS BAR
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tech@genomics.org.cn
WWwW.genomics.com.cn

0086-(0) 755-25273395

-?5 BEA
BEI

Would 60 6b/day sequencing capacity, 50 TFLOPS, 5 P storage,
200 bioinformaticians and the use of cutting-edge software programs

developed by BGI satisfy your taste?

One of the world's biggest genome centers is looking for collaborators !



Advance Your Research
of Common and Rare CNVs

New...NimbleGen Human CNV Arrays

B Comprehensive CNV Detection:
Targeted regions include CNVs from:

# ; . g I F oo r - g & d = g F.

= MimbleGen Human GV 206 w10 Ay » The Database of Genomic Variants
. e ™ e — » 42M High-Resolution CNV Discovery Project
NimbleGen Human CGH 210 Whole-Genome Tiling v2.00 Aray * Asian Populations

i " - - ~

HimbleGen Human CHY 327208 v1.0 Array

B Greater Probe Coverage for Confident Results:
e . ——— T 95% of CNVs are represented by at least 5 probes

' o (B4% by at least 10 probes).
MimbleGen Human CGH 3x320K Whole-Ganome Tiling w20 Array

- e B High-Resolution: Backbone coverage of the entire
human genome enables detection of rare CWNVs
down to ~5-kb resolution.

il b WEER R WEER 6 N oudi

Cross-platform analysis of CNV regions. CNV regions were anglyzed

from HapMap research sample MA15510 using the NimbleGen Human

CHNV 21M 1.0, NimbleGan Human CGH 2,1M Whale-Genome Tiling

V200, NimbleGen Human CNV 3x720K v1.0, and NimbleGen Human CGH

320K Whole-Genome Tiling v3.0 arrays, as indicsted. A zoom-in region

of Chromosome 1 |s displayed In SignalMap software, available from Advance your research mday,

Roche NimbleGen. -
www.nimblegen.com/cnv

meRl:
== NimbleGen

For life science research only. Not for use in diagnostic procedures. Roche NimbleGen, Inc.
Madison, WI USA

MIMBLEGEN is & Urademark of Roche.
£ 2009 Aoche KimbleGen, Inc. AN fghts resended.



CAREER TRACKS

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

The First
Galaxy Developer
Conference

A community gathering for people interested in tool integration, deployment, development,
and extension of the Galaxy framework to meet their data analysis goals

May 15-17,2010
Shaver’s Creek Environmental Center at

Penn State University
http://galaxyproject.org

sponsored by the National Science Foundation and the Huck Institutes for the Life Sciences at Penn State

The Galaxy Team at Emory University and Penn State University
Postdoctoral and Software Engineering Positions

The Galaxy Team at Emory University and Penn State University is looking for ambitious individuals to
fill multiple postdoctoral and software engineering positions. Galaxy is used by thousands of researchers
worldwide on a daily basis and multiple institutions run local instances of our software. Because Galaxy is
primarily a tool and data integration framework, it is ideally suited by analysis of next-generation
sequencing (NGS) data.

We are currently particularly seeking engineers with experience in distributed computing and systems, as
well as usability and visualization. Successful candidates will initially focus on making NGS data analysis
more widely accessible, transparent, and reproducible, as well as development of bioinformatic tools in
application areas including re-sequencing, de novo assembly, metagenomics, transcriptome analysis and
epigenetics. Post-doctoral positions for addressing biological questions (e.g., mutagenesis and sex
chromosome evolution from NGS data) using Galaxy tools are also available. Our current level of funding
provides good job security and our project is well known, enabling excellent possibilities for subsequent
career choices. Note that these are full time salaried positions (we cannot take on contractors at this time)
located in Atlanta, GA or State College, PA.

To apply, e-mail cover letter, resume that includes highlights of your biological or software development
experience, and contact information for three references to jobs(@ galaxyproject.org. Galaxy is an open
source project committed to the openness of scientific enterprise. It is free for all.




Gordon Research Conferences
5 [frontiers of science

There has never been a better time to experience a Gordon Research Conference! QOur high quality,

cost-effective meetings are widely recognized as the world's premier scientific conferences.

Cellular & Molecular Fungal Biology
June 13-18, 2010

Holderness School

Holderness, NH

Chairs: Michelle Momany & John Taylor

Chromatin Structure & Function
July 25-30, 2010

Bryant University

Smithfield, RI

Chair: Robert Kingston

DNA Damage, Mutation & Cancer
March 21-26, 2010

Ventura Beach Marriott

Ventura, CA

Chair: Joann B. Sweasy

Environmental Bioinorganic Chemistry.
Elements In The Environment,

From Prokaryotes To Planets

June 13-18, 2010

Salve Regina University.

Newport, RI

Chairs: Rachel N. Austin & Ariel D, Anbar

Genes & Behavior
Integration

March 14-19, 2010
Ventura Beach Marriott
Ventura, CA

Chair: David F. Clayton

-and-

Genes & Behavior (GRS)

Gordon-Kenan Research Seminar

March 13-14, 2010

Ventura Beach Marriott

Ventura, CA

Chairs: Seth A. Ament & Margaret S. Ferris

Post-Transcriptional Gene Regulation,
The Biology Of

July 18-23, 2010

Salve Regina University.

Newport, Rl

Chair: Lynne E. Maguat

Spirochetes, Biology Of
January 31 - February 5, 2010
Ventura Beach Marriott
Ventura, CA

Chair: Richard B Ellen

APPLY NOW! See why our attendees consistently rate GRCs "the best conference I've attended this year"!

Visit us on the web at: www.grc.org



FoundAnu'm—:tls is proud to announce:

The Michelson Prize & Grants
in Reproductive Biology

The Michelson Prize in Reproductive Biology: = The Michelson Grants in Reproductive Biology:

A $25 million Prize will be awarded to the first entity Up to $50 million in multiple, multi-year grants for
to provide a non-surgical sterilant that is safe, promising research pursuing Prize goals.
effective, and practical for use in cats and dogs.

Grant recipients are eligible for Prize claims.
Winning entry must meet the following:

« Single dose, non-surgical sterilant The first step in the Grant process is submitting a

« Safe and effective in male and female cats and dogs  -etter of Intent.

« iable pathway to regulatory approval A ; et
« Feasible manufacturing process and cost For more information about submitting a Letter of Intent,

« Suitable for administration in a field setting, visit: www.foundanimals.org.
either orally or by injection

For more information about the Prize and Grants, visit: www.foundanimals.org
Join the mailing list to receive the latest news and updates.

The Alliance for Contraception in Cats and Dogs (ACCED) is a strategic partner in the Michelson Prize and Grants
in Reproductive Biology. Visit www.acc-d.org for information on non-surgical approaches to pet overpopulation.

Found Animals takes a different approach to animal welfare, addressing the causes and as well as the conse-
quences of pet overpopulation. Through innovative strategies and community partnerships, Found Animals is
working to develop sustainable, scalable animal welfare business models which minimize shelter euthanasia.

Found Animals is focused on creating innovative, largely self-sustaining programs dedicated to three initiatives:
= Companion animal sterilization

= Resources for Pet Owners
« Adoption



ant & Animal Genome AUIII

* Abiotic Stress

* Allele Mining

* Animal Epigenetics

« Apomixis

« Aquaculture

« Arthropod Genomics

= Avocado

* Banana (Musa) Genomics

* Barley

* Bioinformatics

* Brassicas

* Brachypodium Distachyon

* Cacao Genome Sequencing

« Canadian Swine

= Cattle/Sheep

* Challenge Program;
Unlocking Crop Genetic
Diversity for the Poor

= Citrus

» Coffee Genamics

* Comparative Genomics

* Compositae

* Computer Demonstrations

= Connectrons

= Cool Season Lequmes

* Cotton

= Cururbit

* Equine

* Euphorbiaceag

» Evolution of Genome Size

« Forage & Turf Plants

* Forest Trees Fruit and Mut Crops

= Functional Genomics

* Fungal Genomics

« Gene Expression Analysis

« Genomics Assisted Breeding

* Genomics for Plant Disease
Resistance

* Host-Microbe Interactions

* Host Pathogen Interactions

* Insect Genetics

« |nt’l Wheat Genome Sequencing
Consortium

* |C5B

= ICGI

* |nt'| Grape Genome Project

* Int'l Lolium Genome Initiative

* |GGI

* |ITMI

The International Conference on the Status of
Plant & Animal Genome Research

January 9-13, 2010

Town & Country Hotel, San Diego, California

Eric Schadt, Pacific Biosciences

Peter Raven, Missouri Botanical Garden
Howard Jacob, Medical College of Wisconsin
Evan Eichler, Washington University

Joanne Chory, Salk Institute

Robb Fraley, Monsanto

Vicki Chandler, University of Arizona

» Large-Insert DMA Libraries CHAIRMAN:
: ﬂg;nes Stephen R. Heller, NIST, USA
» Malecular Markers for Plant PLANTS:
Breeders Michael Gale, John Innes Center, UR
* Mutation Screening Ed Kaleikau, USDA/CSREES, USA
. :gﬂsm Bt Dave Matthews, US04, ARS Cornell University, USA
« NRSP-8 Graham Moore, John Innes Center, UK

Jerome F. Miksche, Emeritus Directar, USDA Plant
Genome Program, USA
Rod Wing, University of Arizona, USA

ABSTRACT COORDINATORS:

Victoria Carolla, USDA, ARS, WRRC, LSA

Gerard Lazo, USDAJARS/WRRC, Albany, C4, USA
David Grant, USDAJARS & lowa State University, USA

ANIMALS:

Cecilia Penedo, UC - Davis, USA

Shu-Hong Zhao, Huazhong Agricultural University, China
Christopher Bidwell, Purdug University, USA

John Liu, Auburn University, USA

* NSF/USDA CREES Microbial Genome

* Dats

« Oroanellar Genetics

= (rnamentals

» Plant Alien Introgression

* Plant Cytogenetics

* Plant Development and Signal
Networks

* Flant Epigenomics

= Plant Interactions with Pests and
Pathogens

* Flant Metabolic Pathway Requlation

* Flant Reproductive Genomics

= Flant Transgene Genetics

= Population and Conservation
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Genomics
* Polyploidy USDA, Agricultural Research Service
:;“”:tﬁ'l PRI, USDA, National Agricultural Library
bt USDA, Cooperative State Research, Education, and
* OTL Cloning Extension Service (CSREES)
* Recombination JDl‘II‘I Innes CEI‘ItrE
* Rice NCGR, National Center for Genome Resources
* Rice Blast

* Root Genomics
= Sequencing Complex Genomes

* Sex Chromosomes and Sex Scherago International
B o e 525 Washington Blvd., Ste. 3310
* Solanaceae Jersey City, NJ 07310

= Sorghum and Millets

* Soybean Genomics

« Statistical Genomics

* Sugar Beet

= Sugar Genome Sequencing Initiative
* Swine

* Swine Genome Sequencing

* TAIR

« Transposable Elements

« Weedy and Invasive Plant Genomics

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 il Sponsors




10 catch the best deals

and lateést technology
in_life science;

use the NET'!
BIOSUPPLYNET

BioSupplyNet.com is your one-stop directory source

for life science laboratory supplies and services.
Concise and user-friendly, BioSupplyNet.com
provides direct access to over 6500 companies and
20,000 products.

FEATURES:

*» Download FREE protocols from Cold Spring
Harbor Protocols—www.cshprotocols.org

» Search for the latest kits and catalogs

* See the latest products and special promotions

* Sign up for a free monthly newsletter detailing
new protocols and products

* Visit our updated career center

www.BioSupplyNet.com



Genetics of Complex

Human Diseases

0. 46.00. 4
boratory Manual

Edited by Ammar Al-Chalabi, MRC Centre for Newrodegeneration Research, Kings College
London, and Laura Almasy, Southwess Foundation for Biomedical Research, San Antonio, Texas

Man}' human diseases—including Alzheimer’s disease, schizophrenia, cancer, and cardio-
vascular disease—show complex inheritance thar requires sophisticated analysis.
Genetics of Complex Human Diseases: A Laboratory Manwual brings together the tools that
geneticists use to find disease genes with the genetic concepts and statistical theories that
underpin these research approaches. Topics covered include basic genetics and Mendelian
inheritance, statistical methods, genetic epidemiology, linkage studies, transmission disequi-
librium test analysis, variance components analysis, genome-wide association studies,
copy-number variation, methods for high-throughput genotyping, the complexity of
RNA editing, and generic computer programs. The book's chaprers, written by leading

investigators in the field, blend practical information and reviews of each topic, providing both the how and the why of

n;_'nmph:x disease ana|}-'sis. Crenetics r.gf(.bmpfﬁ'c Hurman Diseases 1s an important guidc tor anyone with an interest in human

genetics or who uses genetic techniques in the study of diseases with complex inheritance.

2009, 220 pp., illus., index
Hardcover %158
Paperback $95

ISBN 978-087969-882-9
ISBN 978-087969-883-6

CONTENTS

1. Introducrion
Awvimar Al-Chalabi and Lawra Almasy

2. "Sraristics 101" —A Primer for the Generics
of Complex Human Dliseases
Janer Sinsheimer

3. Linkage Analysis of Discrete Trais
Tugridd B. Borecki awd John P Rice

4. Epidemiclogic Considerations in Complex
Drisease Generics
Jab Gallacher

5. Variance Companent Methods for Analysis
of Complex Phenotypes
Laira Almasy and Jobn Blangers

6. Multiple Testing and Power Calculations in
Genetic Association Studics
Hon-Cheang So and Fak C. Shawm

7. Introduction to Genetic Association Studies
Cathryn M. Lewis and Jo Kuighe

8, Genome-Wide Association Studies
Ammar Al-Chalabi

9. Introduction to Linkage Disequilibrium,
the HapMap, and Imputation
Benjamin M. Neale

10, Meta-Analysis of Genome-Wide
Association Soudies
Panl LW, de Bakker, Benjamin M. Neale,
anied Mark [ Daly

11. Gene—Environment Interaction and
Common Disease
Rtk [ E Loas and Nicholas [ Wareham
12, Family-Based Genetic Association Tests
Eeden R Martin awd Evacdiie Rampersand
13, Copy-Number Variation and Commaon
Human Discases
Dibeeraj Malharra and Jonatban Sebar

14. Oncogenomics
Siman J. Furney, Gunes Gundem, and
MNurig Lopes-Higas

15. When the Genetic Code Is Not Enough—
How Sequence Variations Can Affect Pre-
mRMNA Splicing and Cause (Complex)
Disease
Brage Stavstein Andvesen and
Adviaw B Kraiwer

16. Laboratory Methods for High-Throughput
Genoryping
Howard J. Edenberg and Yanlang Lin

17. Gene Set Analysis and Nevwork Analysis for
Genome-Wide Associarion Studies
furi Peelroso and Gerowe Breen

Index

www.cshlpress.com

To order or request additional information, please visit our website or:

Call: 1-800-843-4388
Fax: 516-422-4097

ntinental US and Canada) 516-41

4100 (Al other locations)

E-mail: cshpress@cshl.edu

Write: Cold Spring Harbor I.:ll}t]r'.-l'[{:l'}’ Press, 500 Sunnyside Blvd., \":«"'u{:dlmr}-; NY 117




