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Make lllumina
part of your DNA.

The most comprehensive set of
DNA analysis tools available.

lllumina’s portfolio of DNA analysis products delivers industry-leading
data quality at the lowest cost per study. Accelerate discovery by looking

at DNA from every angle.
» SNP genotyping — Achieve significance with the industry’s
best genomic coverage and data quality.

» CNV analysis — Obtain the most comprehensive access to

known and novel CNV regions.

» DNA sequencing — Sequence virtually anything at a fraction

of the cost and time.

» DNA methylation — Get single CpG site resolution with high-

multiplex standard or custom methylation panels.

» ChIP-Seq — Obtain genome-wide maps of DNA-protein

interactions with unprecedented resolution, quality and cost.

Make us part of your DNA. Join the growing lllumina Community.

Find out how to make

lllumina part of your DNA: i | | umina:

www.illumina.com/dna?gr
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Eliminate gaps in genomic libraries
with Lucigen’s exclusive Random

Shear BAC Library technical expertise.

Resulting in:

Complete genome sequence with as low as 5x coverage

Elimination of restriction site hias found in conventional libraries
by utilizing random shearing of DNA into BAC-size fragments

Vast reduction of deleted and rearranged sequences by cloning
in our Transcription-Free BAG vectors

Greatly reduced finishing costs.

Detailed information on the benefits of Random Shear BAC Libraries
for genome projects is available on-line: www.lucigen.com/BAC. pdf

Closing centromeric gaps with a Random Shear BAC Library
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An Arabidopsis Random Shear BAC Library (5X coverage) closed several existing
centromeric gaps in the published “finished” physical and sequencing map (arrows,
known sequences; bars, Random Shear clones).

Contact Lucigen for a free quote on a Random Shear BAC Library.
lucigen@lucigen.com 888.575.9695 608.831.9011

M Notl cut Random Shear BAC clones M

L4 100

Vector

Potato genomic DNA was randomly sheared, size-selected to >100 kb, and
cloned into pSMART® BAC vector. DNA from minipreps was digested with Notl
to excise inserts. The vector band is at 7 kb.

Lucigen:

Advanced Products for Molecular Biology
www.lucigen.com



HudsonAlpha Institute for Biotechnology

Where genome-scale technology addresses human diversity and disease

HudsonAlpha is poised to increase the quality and health of human life by leveraging its unique model of genomic
research, educational outreach and economic development to expedite the creation of tools, diagnostics and
treatments for patients in need. Investigators at HudsonAlpha are studying human genetics and disease, particularly
focusing on cancer, diseases of the nervous system, and infectious diseases, and large-scale genomic projects
including ENCODE and TCGA. We welcome you to join our growing community.

Resumes are currently being accepted for:

Investigators Current Investigators:
Senior Research Scientists Richard M. Myers, Ph.D. Devin M. Absher, Ph.D.  Jane Grimwood, Ph.D.
Postdocs Director and Investigator Investigator Investigator
Research Associates and X
: Jian Han, M.D., Ph.D. Jeremy Schmutz Greg Barsh, M.D., Ph.D.
Assistants ; : ofL 2 :
Investigator Investigator Visiting Investigator

For descriptions of research areas see hudsonalpha.org/pages/sr-researchareas.html
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Please send resume and cover letter to: About HudsonAlpha
Dr. Chris Gunter From spirit to physical design, the institute's primary facility
Director of Research Affairs embodies and nurtures the sharing of ideas and information.
HudsonAlpha Institute for Biotechnology Res'ear'chers employed by the not-for-profit Hu?sonAIpha Institute
reside in one wing of the 270,000 square-ft. facility, while a
601 Gehome Way separate wing houses 12 for-profit businesses. The wings are
Huntsville, AL 35806 physically bridged with walkways spanning a soaring atrium that
cgunter@hudsonalpha.org features inviting common areas. Proximity to the University of
Alabama in Huntsville, the University of Alabama at Birmingham,
Auburn University and Vanderbilt University adds to a rich

H UDSON A LPHA intellectual environment for collaboration, discovery and

INSTITUTE FOR BIOTECHNOLOGY IRROVELIET
Huntsville, AL « hudsonalpha.org genomic research « educational outreach « economic development
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Introducing Crimson Tag ; . Sy : o ENGLAND

for added convenience ; D e > S BIOLABS

shades of crimson. /

Taq DNA Polymerase from New England Biolabs

HIGH YIELD, ROBUST AND RELIABLE PCR REACTIONS IN CONVENIENT FORMATS

Amplification of human genomic DNA with Crimson Tag™
Looking for the right solution for your high yield PCR? Choose from an expanded selection of
recombinant Tag DNA Polymerase based products from New England Biolabs. And for even greater
convenience, NEB introduces Crimson Tag™ DNA Polymerase for direct loading of samples onto
a gel. Choose the Tag DNA Polymerase from NEB that's right for you and experience guaranteed
Performance — Convenience — Results.

NEW Crimson Taqg™ DNA Polymerase I3 M0324S/L

LongAmp™ Taq 2X Master Mix I M0287S/L

LongAmp™ Taq DNA Polymerase e ... NM0323S/L

LongAmp™ Taq PCR Kit E5200S

Quick-Load™ Taq 2X Master Mix cevee... MO271S/L

Taq 2X Master Mix I3 .ovo..... MO270S/L

Taq 5X Master Mix M0285S/L

Taq PCR Kits X ...E50008/E5100S 0.6 12 . 2.8 4.0 5.0 M

Taq with Standard Taq Buffer U .... M0273S/L/X Amplicon Size (kb)

Taq with Standard Taq (Mg-free) Buffer [Tl o MO0320S/L Choose Crimson Tag™ DNA Polymerase for robust reactions in a convenient
Tag with ThermoPol Buffer o .. M0267S/L/X :’t:lrErréa;.’\‘glgapg)con sizes indicated below gel. Marker M is the 1 kb DNA Ladder
Taq with ThermoPol Il (Mg-free) Buffer [ .. T ... M0321S/L

= Recombinant

For more information and international distribution network, please visit www.neb.com NEW ENGLAND

()
New England Biolabs Inc. 240 County Road, Ipswich, MA 01938 USA 1-800-NEB-LABS Tel. (978) 927-5054 Fax (978) 921-1350 info@neb.com lOLabS
Canada Tel. (800) 387-1095 info@ca.neb.com « China Tel. 010-82378266 beijing@neb-china.com « Germany Tel. 0800/246 5227 info@de.neb.com Inc.

Japan Tel. +81(0)3 5669 6191 info@neb-japan.com « UK Tel. (0800) 318486 info@uk.neb.com the leader in enzyme technology
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” 1 Genome Sequencer FLX System

Really
Lengtthatters

Introducing the GS FLX Titanium Reagents
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DNA Sequencing Flowgram: Each bar within the flow- Obtain sequencing read lengths of 400 to 500 bases.
gram represents a discrete nucleotide (A, T, C, or G) and
the height of the bar corresponds to the number of
nucleotides detected. The flowgram above represents a 10-hour instrument run.

458-base-pair sequencing read from £. colf K-12. Improve performance by using GS FLX Titanium reagents —

without instrument upgrades.

Generate more than 1 million sequencing reads per

Perform more applications with longer sequencing reads.

Learn more at www.genome-sequencing.com

4 54 ! -
Roche Diagnostics
SEQUENCING . .

Roche Applied Science

For life science research only. Not for use in diagnostic procedures. Indianapolis Indiana
454, 454 LIFE SCIENCES, and 454 SEQUENCING are trademarks of 454 Life Sciences !

Corporation, Branford, CT, USA, a Roche company. GS FLX TITANIUM is a trademark of Roche.

Other brands or product names are trademarks of their respective holders.

© 2008 Roche Diagnostics. All rights reserved.



,c.
§

=)

220322207
O =-oO=-00-o

www.nimblegen.com

Seize the Genome

NimbleGen Sequence Capture Arrays and Service

Maximize the power of next-generation sequencing by capturing
and enriching specific regions of interest for targeted resequencing.

TARGET TARGET TARGET B Target Specific Regions of Interest
REGION A REGION B REGION C

YO0 OO0 00088 Capture up to 5 Mb total sequence on a single array
with high coverage and specificity.

« 5
e’

®  Reduce Cost
Significantly reduce time and cost compared to
laborious and limiting PCR-based methods.

®  Generate Data with Confidence
Ensure system performance prior to sequencing with
built-in QC probes.

®  Customize Each Capture Design
Specify the array design to capture contiguous
genomic regions or thousands of exons in parallel.

Figure 1: NimbleGen Sequence Capture Protocol . . .
1. The genomic DNA sample is fragmented. 2. The sample is To seize Command Ofyour sequencing pr0]ect,

hybridized to a custom NimbleGen Sequence Capture array. .. imbl /
3. Unbound fragments are removed. 4. The target-enriched visit WWw.nim egen.com/seqcap

pool is eluted and amplified. 5. The enriched sample is ready or call (877) NimbleGen / (608) 218-7600

for processing in the GS FLX sample processing workflow.

1] NlmhIEGEII Roche Diagnostics

Roche Applied Science

454, 454 LIFE SCIENCES, and 454 SEQUENCING are trademarks of 454 Life Sciences Corporation, Indianapolis, Indiana
Branford, CT, USA, a Roche company. © 2008 Roche Diagnostics. All rights reserved.



Plant & Animal Genome XVII

S O\ »”27 The International Conference on the
é? N\ s Status of
) m .
= Z Plant & Animal Genome Research
- 1
Z N\ S January 10-14, 2009
. . Town & Country Hotel
< . s
ONFEREN® San Diego, Californa
Organizing Committee Speakers
Chairman: ; ; s :
Ajaz Hussain, Philip Morris
SIEpHEn.R, Figllen, NISE, U5e Lee Hood, Institues for Systems Biology
Plants:

Andrew Clark, Cornell University
Ewan Birney, EBI
Jonathan Wendel, Towa State Univ.
George Church, Harvard
Steve Briggs, UC-San Diego

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

Workshops
Animals: Abiotic Stress / Allele Mining / Apomixis Aquaculture / Banana
s (Musa) Genomics / Barley / Bioinformatics / Brassicas /
Cecilia Penedo, USA : : .
. Brachypodium Distachyon / Cattle/Sheep / Challenge Program:
Shu-Hong, China Unlocking Crop Genetic Diversity for the Poor / Citrus
Joan Lunney, USA

Compositae / Computer Demonstrations / Cotton / Compositae /
Connectrons Cool Season Legumes / Cururbit / Equine / Forage &
Turf Plants / Forest Trees Fruit and Nut Crops / Functional Genom-
Abstract Coordinators: ics / Host Pathogen Interactions / Insect Genetics / ICSB /ICGI/

Victoria Carollo, USDA, ARS, WRRC, USA Int'l Grape Genome Project / Int'l Lolium Genome

Gerard Lazo, USDA/ARS/WRRC, Albany, CA, USA Initiative / IGGI / ITMI / Large-Insert DNA Libraries and Their
David Grant, USDA/ARS & lowa State University, USA Applisations { Logmmes/ Majze I Mioraarvay Amalyeis/

’ 2 Molecular Markers for Plant Breeders/ Mutation Screening /

Jim Reecy, USA

NRSP-8 / NC 1010 Development and Implemention of
Sponsors Ontologies in the Database / Organellar Genetics / Plant
. . Cytogenetics / Plant Development and Signal Networks /
USDA, Agr.lcultural 'ResearCh S.erv1ce Interagency Working Group on Plant Genomics / Plant
USDA, National Agricultural Library Interactions with Pests and Pathogens / Plant Transgene
USDA, NRI Competitive Grants Office

Genetics / Plant Reproductive Genomics / Polyploidy / Poultry /
USDA,Cooperative State Research, Education, and Proteomics / QTL Cloning / Reduced-representation /Sequencing

Extension Service (CSREES) Methods and Applications / Rice / Rice Blast/
John Innes Centre Root Genomics / Solanaceae / Sorghum and Millets / Soybean
NCGR, National Center for Genome Resou Genomics / Statistical Genomics / Sugar Beet / Swine /
Swine Genome Sequencing / TAIR /
Weedy and Invasive Plant Genomics

Organizer
Scherago International
525 Washington Blvd., Ste. 3310
Jersey City, NJ 07310
201-653-4777 x20
201-653-5705
E-mail: pag@scherago.com

For complete details, including on-line registration, visit our website at

www.intl-pag.org
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GIVE IT UP! ™
| NEED IT

oure immersed in an important experiment, and the three volumes of your old standby,
Molecular Cloning, are nowhere to be found. Volume 2 walked home with the new graduate
student, Volume 3 was last seen caked in chemicals, and the lab downstairs borrowed Volume I—again.

Sound familiar? What to do?

Purchase your very own, personal copy of all Molecular Cloning protocols! The Condensed Protocols
contains ALL protocols from the third edition of Molecular Cloning in one affordable volume. With all of
the information to perform essential biomolecular techniques in one spot, you'll never be left hanging again.

The Condensed Protocols is designed for bench use,
and includes step-by-step instructions on how to
perform each protocol, comprehensive lists of reagents
and equipment, and recipes for preparing buffers and
stock solutions. Each protocol is cross-referenced to
the appropriate pages in Molecular Cloning, where
you can learn about why the techniques work, how
they were first developed, and how they have evolved.

Condensed Protoco
Tx:m::«wp#yéﬂw”‘f"‘f', ]

Mention source code CPO& for a 157% discount. Gold Members receive an additional 10% discount—sign up today!

www.cshipress.com 1-800-843-4388




	C2
	C3
	C4
	fmii
	fmiv
	fmvi
	bmi
	bmii



