
 USB ExoSAP-IT 
  single-step PCR cleanup  
   sa ves valuable time.

ExoSAP-IT® single-step PCR cleanup saves time and money, 
making it more effi cient than column purifi cation.

ExoSAP-IT reagent takes PCR reactions straight to sequencing, so you can avoid the hassle 
of columns. ExoSAP-IT PCR cleanup removes primers and nucleotides from PCR reactions, 
ensuring quality sequencing results. And, because ExoSAP-IT reagent only requires a single 
pipetting step, you spend less time processing columns and more time processing results.

To discover how ExoSAP-IT PCR cleanup can 
add value to your research, call 800-321-9322 or 

go to www.usbweb.com/singlestep
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CLONING & MAPPING DNA AMPLIFICATION
& PCR RNA ANALYSIS PROTEIN EXPRESSION

& ANALYSIS
GENE EXPRESSION

& CELLULAR ANALYSIS

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 www.neb.com to find 12 months

of exciting offers, including significant product discounts and giveaways.

Look for the 35th Anniversary Offers
icon on our website to learn about our
monthly special offer.

www.neb.com
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Using a combination of Roche products developed by

454 Life Sciences and Roche NimbleGen, it is now possible

to target ~ 175,000 human exons from 18,000 genes and

550 miRNAs in the CCDS database (Figure 1).

■ Automate mapping with dedicated software: Streamline

data interpretation with 454 Sequencing analysis tools,

including the GS Reference Mapper.

■ Let the 454 Sequencing Center process your sample
from beginning to end: Send us 5 µg of genomic DNA,

and we’ll provide you with a summary report of detected

variants across the human exome.

To learn more, visit www.454.com

GS FLX Titanium Sequence Capture

Whole Human Exome Sequencing

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

454, 454 LIFE SCIENCES, 454 SEQUENCING, NIMBLEGEN, and GS FLX TITANIUM are trade-
marks of Roche. Other brands or product names are trademarks of their respective holders.
© 2009 Roche Diagnostics. All rights reserved.

Roche Diagnostics
Roche Applied Science
Indianapolis, Indiana
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! Figure 1: The GS FLX Titanium Sequence Capture Protocol.
1. The genomic DNA sample is fragmented and polished. 2. Linkers are ligated to
the fragments. 3. The sample is hybridized to a NimbleGen Sequence Capture 2.1M
Human Exome array. 4. Unbound fragments are washed away. 5. Target fragments
are eluted using the NimbleGen Elution System. 6. The enriched sample is ready for
high-throughput sequencing with the Genome Sequencer FLX Instrument.

www.454.com



EPICENTRE’s QuickExtract™ DNA Extraction Solution
provides an extremely fast and efficient method for
extracting PCR-ready genomic DNA from diverse
samples including mouse tail snips. The method is ideal
for high-throughput PCR-based applications.
• Rapid, simple procedure: Heat at 65°C for 6 minutes

and 98°C for 2 minutes.
• No centrifugation, spin columns, or toxic solvents.

PCR-Ready DNA in 8 Minutes

www.EpiBio.com 800-284-8474

Mouse tail snips

E. coli colony

Avian feather

Human hair follicle

Blood FTA Cards

Arabidopsis

Maize

HeLa cells

Human buccal cells

Figure 1. FailSafe™ PCR amplifications of
genomic DNA extracted from a variety of
tissues or cells. Buccal cells were extracted
using the BuccalAmp™ DNA Extraction Kit,
and all other samples with QuickExtract™
DNA Extraction Solution. PCR was performed
using primers to amplify the regions
indicated: Lanes 1-3, human β-globin; lane 4,
transgenic mouse GAPDH; lane 5, E. coli 16S
ribosomal RNA gene; lane 6, transgenic SV40
T antigen.
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Special Offer!
Save 20% on QuickExtract
DNA Extraction Solution.

Use discount code GR12

Valid for U.S. customers only; limit one
per customer. Expires December 31, 2009.

Cat. # Quantity Price

QuickExtract™ DNA Extraction Solution 1.0
QE0905T 5 ml (10 Extractions) $40
QE09050 50 ml (100 Extractions) $255





n	 Catch	Copy	Number	Variants	Genome-Wide
Comprehensively detect CNVs with 720,000 probes per 
sample and enhanced coverage of low-copy repeat regions of 
the genome (e.g. segmental duplications).

n	 Increase	Throughput,	Decrease	Costs
NimbleGen 3x720K arrays enable simultaneous analysis of 
3 samples on a single slide, providing increased throughput 
and cost-effective analysis.

Roche NimbleGen, Inc.
Madison, WI USA

For life science research only. Not for use in diagnostic procedures.
NIMBLEGEN is a trademark of Roche. 
© 2009 Roche NimbleGen, Inc. All rights reserved. 

Analysis	of	a	Complex	CNV	Region	in	Chromosome	17	in	a	Burkitt	
Lymphoma	Research	Sample	Referenced	against	Normal	Genomic	
DNA.	An ~382 kb deletion region and an ~35 kb amplification region are 
easily detected using the NimbleGen Human CGH 3x720K Whole-Genome 
Tiling v3.0 array and the NimbleGen MS 200 Microarray Scanner at 2 µm 
resolution. The combination of high-density NimbleGen microarrays and the 
high-resolution scanning of the MS 200 provides sensitivity to comprehensively 
detect genome-wide CNVs. Catch what you’ve been missing:

www.nimblegen.com/cgh3x720k

Discover	the	NimbleGen	Difference

New...NimbleGen	Human
	 	 CGH/CNV	3x720K	Arrays

The proof is in our data. See how NimbleGen
Human CGH/CNV 3x720K Arrays

compare to your current technology.
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Faculty Positions in Basic and Translational Cancer Science,  
Swiss Institute for Experimental Cancer Research (ISREC) at EPFL 

 
 
We seek several outstanding individuals to join the faculty of the Swiss Institute for Experimental 
Cancer Research (ISREC), one of the four institutes of the School of Life Sciences in the Swiss Federal 
Institute of Technology Lausanne (EPFL). ISREC intends to expand from its strong foundation in 
cancer-related research by appointing faculty focused on frontiers in the biology and therapy of cancer. 
ISREC is based in a new building on the shore of Lake Geneva amidst the EPFL campus and its 
interactive faculty in life sciences, chemistry and physics, computer science, and engineering. 
Additionally, ISREC is establishing a division proximal to the new Department of Oncology at the 
University of Lausanne’s medical campus to nucleate translational oncology research.   Both divisions 
of ISREC will pursue innovative approaches to reveal mechanisms of human cancers.  An ancillary 
agenda will involve applying such knowledge to function-based therapeutic targeting of critical pathways 
and capabilities, in preclinical trials involving mouse models of selected human cancers, linked in due 
course to proof-of-concept clinical trials in those cancers.  Topics of interest for new faculty include: 
functions and regulation of the tumor microenvironment; mechanisms of angiogenesis, invasion and 
metastasis; the roles of inflammation in cancer; metabolomics and energetics of tumors, and 
applications of chemical biology and bioengineering to basic and applied cancer research.  
Appointments into both divisions of ISREC are anticipated. 
 
ISREC faculty members receive core generous support (salary and research funds) with the 
expectation that their research programs will be complemented by extramural grant support. 
Participation in undergraduate and graduate teaching is anticipated. ISREC and the School of Life 
Sciences have an excellent infrastructure, including a number of technology core facilities.     
 
We anticipate appointing a number of tenure track assistant professors of exceptional promise over the 
next few years into both divisions of ISREC, and are prepared to consider accomplished, ascendant 
mid-career cancer researchers for appointment as senior faculty.   
 
Candidates are requested to submit via the website below, in separate PDF files, a curriculum vitae with 
a list of mentors who can provide letters of recommendation, a list of publications (annotated to indicate 
the candidate’s contributions), a brief statement of teaching interests, and a 2-3 page research synopsis 
that both summarizes current/past research accomplishments and presents a strategic vision for 
development of the candidate’s research program over the next 5 -10 years.  
 
While the ISREC faculty search will be ongoing, we will initially consider applications received by 
November 1, 2009, with the aim to invite a few top candidates for interviews in early 2010. 
 
Applications should be uploaded at http://isrecfac.epfl.ch 
 
Inquiries and questions may be addressed to: 

Professor Douglas Hanahan 
Director, ISREC 
School of Life Sciences 
EPFL, Room SV2.816 
CH-1015 Lausanne, Switzerland 
EM: dh@epfl.ch 

 
EPFL is committed to expanding the ranks of women on its faculty, and qualified women are 
enthusiastically encouraged to apply.  

For additional information on ISREC, the School of Life Sciences, and EPFL, please consult 
http://isrec.epfl.ch/, http://sv.epfl.ch, and http://www.epfl.ch, respectively. 
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by 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

The International Conference on the Status of
Plant & Animal Genome Research
January 9–13, 2010
Town & Country Hotel, San Diego, California

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

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

ANIMALS:
Cecilia Penedo, UC – Davis, USA
Shu-Hong Zhao, Huazhong Agricultural University, China
Christopher Bidwell, Purdue University, USA
John Liu, Auburn University, USA

USDA, Agricultural Research Service
USDA, National Agricultural Library
USDA, Cooperative State Research, Education, and
Extension Service (CSREES)
John Innes Centre
NCGR, National Center for Genome Resources

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

• 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 Genomics
• Comparative Genomics
• Compositae
• Computer Demonstrations
• Connectrons 
• Cool Season Legumes
• Cotton
• Cururbit
• Equine
• Euphorbiaceae
• Evolution of Genome Size
• Forage & Turf Plants
• Forest Trees Fruit and Nut Crops
• Functional Genomics
• Fungal Genomics
• Gene Expression Analysis
• Genomics Assisted Breeding
• Genomics for Plant Disease

Resistance
• Host-Microbe Interactions
• Host Pathogen Interactions
• Insect Genetics
• Int’l Wheat Genome Sequencing

Consortium
• ICSB
• ICGI
• Int’l Grape Genome Project
• Int’l Lolium Genome Initiative
• IGGI
• ITMI

• Large-Insert DNA Libraries
• Legumes
• Maize
• Molecular Markers for Plant

Breeders
• Mutation Screening
• NCBI
• Non-Seed Plants
• NRSP-8
• NSF/USDA CREES Microbial Genome
• Oats
• Organellar Genetics
• Ornamentals
• Plant Alien Introgression
• Plant Cytogenetics
• Plant Development and Signal

Networks
• Plant Epigenomics
• Plant Interactions with Pests and

Pathogens
• Plant Metabolic Pathway Regulation
• Plant Reproductive Genomics
• Plant Transgene Genetics
• Population and Conservation

Genomics
• Polyploidy
• Poultry
• Protein Information Resource
• Proteomics
• QTL Cloning
• Recombination
• Rice
• Rice Blast
• Root Genomics
• Sequencing Complex Genomes
• Sex Chromosomes and Sex 

Determination
• Small RNA
• Solanaceae
• 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
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