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Idaho Technology
Continuing to raise the bar!

LightScanner® 32
with run and analysis software

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

Innovative solutions for pathogen identifi cation and DNA research

LightScanner® 32
System

Visit us at www.idahotech.com 
to learn why the LightScanner 32 

is the best system for you.

As the pioneers of both rapid real-time PCR and Hi-Res Melting, Idaho 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 sacrifi cing performance. 

Rapidly generate high quality gene expression data.• 
Accurately discriminate even the most subtle DNA mutations.• 
Genotype samples with greater specifi city than • 
TaqMan® genotyping at a fraction of the cost.  

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

Introducing the LightScanner 32, the fastest real-time PCR 
technology combined with the most accurate Hi-Res Melting® system.
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Restriction Enzymes from New England Biolabs
With 35 years of experience in enzyme technology, New England Biolabs leads the industry in the study and improvement of

restriction enzymes. NEB is pleased to introduce a line of High Fidelity (HF) enzymes that have been engineered for reduced star activity.

HF enzymes bring a new level of flexibility when choosing reaction conditions, including volume, incubation time and buffer compatibility.

Make NEB your first choice and experience the exceptional performance of this next generation in restriction enzyme technology.

www.neb.com

ExcEptioNal pErForMaNcE

Cloning & Mapping DNA AmplificAtioN
& pcR RNA ANAlysis pRotEiN ExpREssioN &

ANAlysis
GENE ExpREssioN

& cEllulAR ANAlysis

Recombinant PvuII, normally supplied in NEBuffer 2, exhibits star activity when
used in extended incubations or in alternate buffers. Star activity is significantly
reduced with PvuII-HF, even under extended incubation.

Reduced star activity with Hf Enzymes from NEB

1 hr o/n 1 hr o/n 1 hr o/n M

pvuii

2

pvuii

4

pvuii-HF

4

advantages:
Selection –• More specificities than any other supplier

Convenience –• optimal activity for over 160 enzymes
in a single buffer 4

Quality –• State-of-the-art production and stringent Qcs

innovation –• HF enzymes engineered for reduced star activity

performance –• Guaranteed



HybSelect™

F O R  C O N V E N I E N T  TA R G E T E D  R E - S E Q U E N C I N G

  H Y B S E L E C T  S E Q U E N C E  C A P T U R E  S E R V I C E

Simply specify your region of interest,

and provide your genomic DNA samples. 

febit’s experts will capture your region of 

interest and send the captured DNA back 

to you, ready for sequencing by NGS.

   H Y B S E L E C T  S E Q U E N C E  C A P T U R E 

&  S E Q U E N C I N G  S E R V I C E

After specifying the region of interest 

and shipping the genomic DNA, febit will 

capture the sequences of interest and 

perform next generation sequencing on an 

Illumina Genome Analyzer. You will 

be provided with a clear and publishable 

Bioinformatics Report based on the 

sequencing results.

  H Y B S E L E C T  O N  A  G E N I O M  RT  A N A LY Z E R  I N  Y O U R  L A B

With HybSelect and a Geniom RT Analyzer you can easily 

perform sequence capture in your own laboratory. 

Geniom®  RT AnalyzerPearson Correlation of 0.996
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W E  O F F E R  T H R E E  E XC I T I N G  H Y B S E L E C T  O P T I O N S ! 

  A U TO M AT E D  S O L U T I O N  F O R 

S E Q U E N C E  C A P T U R E 

Capture your region of interest with ease 

using HybSelect and the Geniom® RT 

Analyzer. The simple protocol requires 

only 30 minutes of hands-on time.

 D E E P  S E Q U E N C E  C O V E R A G E 

HybSelect provides high depth of sequenci-

ng coverage of your genomic region of 

interest, typically several hundred fold – the 

best in the industry. Enables accurate SNP 

detection and multiplexing!

 E X P E RT  B I O I N F O R M AT I C S 

Design: Specify your region of interest and febit 

designs your customized Biochip for HybSelect. 

Analysis: Use our Services to receive a complete 

yet concise Bioinformatics Report.

 R E L I A B L E  R E S U LT S

Researchers are using HybSelect for reliable 

targeted sequencing results in a variety of 

species including human, mouse, plants and 

microbes. HybSelect has been successfully 

applied to both the Illumina Genome Analyzer 

and the ABI SOLiD NGS platforms.

 U N B E ATA B L E  T H R O U G H P U T 

In your own lab, only two days are 

required for a HybSelect run on the 

Geniom RT Analyzer. HybSelect Full 

Services, including Custom Biochip 

Design, Sequence Capture, Next-Gen 

Sequencing, and Bioinformatics 

Report takes just 4 – 6 weeks.

CATCH YOUR REGION OF  INTEREST 

FOR NEXT  GENERATION SEQUENCING

Targeted capture of SNP regions using HybSelect: One thousand 500 bp regions with a centrally located SNP were captured from a HapMap reference sample. The ranked average depth 
of coverage for the 1000 individual 500 bp regions is shown in the figure above. The average depth of coverage was 469 fold. Correlation of coverage between independent HybSelect and 
sequencing runs shows a high reproducibility of the coverage.

Sequence Capture for Targeted 
Next Generation Sequencing
HybSelect is a technology developed by febit to enable targeted sequencing on NGS 
platforms. HybSelect integrates microfl uidics with microarrays to automate sequence 
specifi c capture from complex DNA mixtures such as large eukaryotic genomes. 

Europe:  phone + 49 6221 6510-300  ·  info@febit.eu  ·  Americas:  phone +1 781 391 4360  ·  info@febit.com

READ, WRITE, UNDERSTAND THE CODE OF LIFE

www.febit.com

“We are very impressed with febit’s approach to develop tailor made applications 
using their bioinformatics systems and fl exible micro- arrays designs. febit’s 
team showed great ability to understand our needs and in joint development 
we went through a number of iterations resulting in an appli cation that is 
doing exactly what we hoped for.”  
Senior Vice President Research & Development at a Multinational Nutrition Company
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 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

Cold Spring Harbor Laboratory is renowned for its teaching of 
biomedical research techniques. For decades, participants in its 

celebrated, hands-on courses and users of its laboratory manuals have
gained access to the most authoritative and reliable methods in molecular
and cellular biology. Now that access has moved online.

Visit Cold Spring Harbor Protocols today and discover a rich, interactive
source of new and classic research techniques. The site is fully searchable,
with many tools that can be customized by users, including topic-based
alerting and personal folders. Through a web-based editorial process, users
also have the opportunity to add refereed comments to each protocol.
Links in the online protocols offer additional resources and step-by-step
instructions print out in a convenient form, complete with materials, 
cautions, and troubleshooting advice. Each protocol is citable, presented,
and edited in the style that has made Molecular Cloning, Antibodies, Cells,

and many other Cold Spring Harbor manuals essential to the work of 
scientists worldwide. The current collection of more than 1000 protocols
is continuously expanded, updated, and annotated by the originators and
users of the techniques.

NEW to CSH Protocols:
Emerging Model Organisms, a full-fledged guide to the use of new
model systems in the laboratory, covering husbandry, genetics,
genomics and basic protocols.

CSH Protocols is created by Cold Spring Harbor Laboratory Press in 
association with HighWire Press of Stanford University.

• The online source of trusted techniques in 
molecular and cell biology

• Frequently updated and annotated

• Contains cutting-edge and classic protocols presented
step-by-step with cautions and troubleshooting

• Interactive, customizable, and fully searchable

Antibodies
Bioinformatics/Genomics
Cell Biology
Chromatography
Computational Biology
DNA Delivery/Gene Transfer

Electrophoresis
Emerging Model Organisms
Genetics
High-Throughput Analysis
Imaging/Microscopy
Immunology

Laboratory Organisms
Molecular Biology
Neuroscience
Newly Added Protocols
Plant Biology
Polymerase Chain Reaction (PCR)

Proteins and Proteomics
RNA Interference (RNAi)/siRNA
Stem Cells
Transgenic Technology



Postdoctoral Positions at
Cold Spring Harbor Laboratory 

Cold Spring Harbor Laboratory is a world-renowned  
research and educational institution recognized interna-
tionally for its excellence in ground-breaking research 
and educational activities.  We invite highly motivated 
individuals to visit our website at www.cshl.edu 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 being carried out 
at the genetic, molecular, developmental, systems,  
behavioral and computational levels. 

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

Genomics and Bioinformatics: 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 diseases as well as elucidating and  
characterizing new functional outputs of the genome. 

Quantitative Biology: The CSHL Center 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, neurobiology, 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 Employer. 

Make your mark. 
Improve lives.

Roche Postdoctoral Fellowship in Human
Genome Structural Variation

Who We Are: 
Headquartered in Basel, Switzerland, Roche is one of the
world’s leading research-focused healthcare groups in the
fields of pharmaceuticals and diagnostics. As a supplier of
innovative products and services for the early detection,
prevention, diagnosis and treatment of disease, the Roche
Group contributes on a broad range of fronts to improving
people’s quality of life.  

The Position: 
We have an immediate opportunity for a talented 
scientist to enter the global Molecular Medicine Laboratory
(MML) network through the Roche Postdoc Fellowship
(RPF) Program.  The RPF has been established to foster
industry-academic collaboration through innovative science
and to engage talented scientists as post-doctoral fellows
by enabling access to cutting-edge expertise, novel ideas
and creative talent.

Within an interdisciplinary team, you will be responsible for
conducting research in the area of genome-wide structural
variation using both high-density CGH arrays and paired-end
next generation sequencing. Other technologies will be
employed in follow-up validation experiments. Projects will
focus on biomarker discovery in the oncology, inflammation
and CNS disease areas, as well as evaluation of the technical
performance of different platforms. In collaboration with a
team of geneticists, bioinformaticians and statisticians, you
will contribute to study design, experimental work and the
interpretation and presentation of results.  

The RPF position is based in Nutley, New Jersey and reports
to the head of the global MML DNA Biomarker laboratory.
As a cross-divisional unit within Roche Group Research, the
global MML network provides scientific and technical support
to the Disease Biology Areas and to the Life Cycle Teams
within Pharma in their Personalized Health Care strategy.
The MML also provides the technical interface to Roche
Diagnostics.  Opportunities for close collaboration exist with
Roche scientists within the MML (NJ and Switzerland),
Roche Molecular Diagnostics (California), 454 LifeSciences
(Connecticut) and NimbleGen (Wisconsin).

Who You Are: 
You have a PhD in genetics, biochemistry or molecular biology
with laboratory experience in genome-wide copy number or
structural variation research. The ideal candidate has technical
experience with multiple platforms for structural variation
detection and validation (e.g., qPCR), a broad knowledge of
human genetics, and strong informatics skills. You are fluent
in English (written and spoken), possess excellent communication
and presentation skills, and enjoy team work in a highly
matrixed environment.

To apply, please go to http://careers.roche.com and 
reference Job ID 13403.

Roche is an equal opportunity employer.
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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



By Robert Olby

This engrossing biography by one of molecular biology’s foremost scholars
reveals the remarkable evolution of Francis Crick’s scientific career and 

the shaping of his personality. From unpromising beginnings, he became a vital
contributor to a remarkably creative period in science. Olby chronicles Crick’s
life from his early studies in biophysics, to the discovery of the structure of DNA,
to his later work in neuroscience and the nature of consciousness. This account is
woven together with insights into his personal life gained through access to Crick’s
papers, family, and friends. Robert Olby’s book is a richly detailed portrait of one of
the great scientists of our time.

2009, 538 pp., illus., indexes
Hardcover   $45 ISBN 978-087969798-3
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