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Genome Sequencer FLX System

One Genome - One Scaffold

Whole Genome De Novo Sequencing
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GS Assembler. Example of the GS Assembler Alignment
Results window showing the result of a successful

assembly. The screen displays multiple alignment of reads
within contigs with reference to the consensus sequence.

Whole Genome Sequencing with the GS FLX System can be used for
de novo assembly and assembly against a reference sequence with the
GS Assembler or GS Reference Mapper (“Newbler”).

Perform Shotgun Sequencing of Whole Genomes and BAC Pools
m Average sequencing read length is 400 to 500 base pairs.
® Longer sequencing reads means less coverage is needed.

Generate Automated Assemblies of Genomes up to 750 Mb

® A combination of shotgun and paired-end sequencing reads
generates the best assembly.

® Assemblies can be generated in 15 minutes for microbial genomes,
in less than 24 hours for larger genomes.

Visit www.454.com for more information on these and many other
sequencing applications.

4 54 For life science research only. Not for use in diagnostic procedures. Roche Diagnostics @
454, 454 LIFE SCIENCES, and 454 SEQUENCING are trademarks of Roche. Roche Applied Science
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Eukaryote Whole Genome
Sequencing
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SNP Discovery
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Plant De Novo Sequencing

De novo next generation sequencing of plant
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Yeisoo Yu, Ruifeng He, Nick Sisneros, Jose Luis
Goicoechea, So Jeong Lee, Angelina Angelova, Dave
Kudma, Meizhong Luo, Jason Affourtit, Brian Desany,
James Knight, Faheem Niazi, Michael Egholm and
Rod A. Wing

(2009) Rice 2(1): 35-43

I Non in
Soybean Appears to be Both Recent and
Common. Wawrzynski A, Ashficld T, Chen NW,
Mammadov J, Nguyen A, Podicheti R, Cannon SB,
Thareau V, Ameline-Torregrosa C, Cannon E, Chacko
B, Couloux A, Dalwani A, Denny R, Deshpande S,
Egan AN, Glover N, Howell S, llut D, Lai H, Del
Campo SM, Metcalf M, O'Bleness M, Pfeil BE,
Ratnaparkhe MB, Samain S, Sanders 1, Ségurens B,
Sévignac M, Sherman-Broyles S, Tucker DM, YiJ,
Doyle 1], Geffroy V, Roe BA, Maroof MA, Young
ND, Innes RW.

(2008) Plant Physiology 148(4): 1760-1

Gi ion of a 3D indexed Petunia i i
database for reverse genetics Vandenbussche M,
Jansscn A, Zethof J, van Orsouw N, Peters J, van Eijk

MJ, Rijpk AS, Schneiders H, P, de
Been M, van Tunen A, Gerats T

(2008) Plant Journal :

G ic DNA seq parison b two
inbred soybean cyst iotypes facilitated

by massively parallel 454 micro-bead

sequencing Bekal 8, Craig JP, Hudson ME, Niblack
TL, Domier LL, Lambert KN

(2008) Mol Genet Genomics

Prokaryote De Novo
Sequencing

De novo mmhty using Iwmmlge shutl read
data from the rice
syringae pv. oryze. Reinhardt JA, Ba]trus DA,
Nishimura MT, Jeck WR, Jones CD, Dangl JL.
[2009) Gcnomc Research 19(2): 294-305
lysis of an ging multiresistant
Supllylwne:ns aurens strain nnidly spreading in
cysljl: l'lbrml.! pﬂknls revealed the presence of an
i Rolain IM,

F:amnl'i P Hemandez D Bmar F. R:chc! H, Fournous

Y, B E, N, Dubus JC,
Sarles.l Regmaud-Gauben M, Boniface S, Schrenzel 1,
Raoult D,
(2009) Biology Direct 4: 1
Conservation in the face of diversity: multistrain
analysis of an intracellular bacterium, Dark MJ,
Herndon DR, Kappmeyer LS, Gonzales MP, Nordeen
E, Palmer GH, Knowles DP Jr, Brayton KA.
(2009) BMC Gcnmmcs 10: 16
Cenome og fe of Halieab porlost
strains associated with gastric ulceration and
gastric cancer. McClain MS, Shaffer CL, Isracl DA,
Peek RM Jr, Cover TL.
(2009) BMC Genomics 10: 3
High quality draft sequences for prokaryotic
genomes using o mix of new sequencing
technologies. Aury JM, Crusud C, Barbe V, Rogier (),
Mangenot S, Samson G, Poulnin J, Anthouard ¥,
Scar Wincker P

Aggressive Assembly of Pyrosequencing Reads with
Mates. Miller JR, Delcher AL, Koren S, Venter E,
Walenz BP, Brownley A, Johnson J, Li K, Mobarry C,
Sutton G.

(2008) Bioinformatics 24(24); 2818-24

Cnmplrlﬁw aenn-ics of two ecotypes of the

marine plank ph Al

| Iil suggests al lifestyles |
with different kinds of particulate organic
matter. | Martinez E, Martin-Cuadrado AB,
D'Auria G, Mira A, Ferriera S, Johnson J, Friedman R,
Rodriguez-Valera F.
(2008) ISME Journal 2(12): 1194-212
The of Ther

onnu rineus NA] reveals u mixed heterotrophic and
bolism. Lee HS, Kang SG,
Bae 88, Lim JK Cha Y. Kim Y1, Jeon JH, Cha S8,
Kwon KK, Kim HT, Park CJ, Lee HW, Kim SI, Chun
1, Colwell RR, Kim 5J, Lee JH.
(2008) Journal of Bacteriology 190: 7491-9
Optical mapping and 454 sequencing of Escherichia
coli 0157 : HT isolates linked to the US 2006
spinach-associated outbreak. Kotewicz ML,
Mammel MK, LeClerc JE, Cebula TA.
(2008) Microbiology 154: 3518-28
The g of C b 51142, a unicellul:
diazotrophic cyanobacterium important in the
marine nitrogen cycle. Welsh EA, Liberton M,
Stisckel J, Loh T, Elvitigala T, Wang C, Wollam A,
Fulton RS, Clifton SW, Jacobs JM, Aurora R, Ghosh
BK, Sherman LA, Smith RD, Wilson RK, Pakrasi
HB.
(2008) PNAS 105: 15094-9
Analysis of the Pscudoaltcromonas tunicata
genome reveals properties of a surface-associated
life style in the marine environment. Thomas T,
Evans FF, Schleheck D, Mai-Prochnow A, Burke C,
Penesyan A, Dalisay DS, Stelzer-Braid S, Saunders N,
Johnson J, Ferriera S, Kjelleberg S, Egan §.
(2005) PL0S ONE 3(9); €3252
of the ch lith ophic
bacterium Oligotropha carboxidovorans
OMST. Paul D, Bridges 5, Burgess SC, Dandass Y,
Lawrence ML,
(2008) Journal of Bacteriology 190: 5531-5532
Hut-thmthnl .wqum.‘ing prwideu mllgbl: into
genome and evol
Typhi. Holt KE, Parklull 9 Mazmm Cl, Roumagnac
P, Weill FX, Goodhead |, Rance R, Baker S, Maskell
DJ, Wain J, Dolecek C, Achtman M, Dougan G.
[2003) Mature Genetics 40: 987-993
ic content of Bordetella p
isolates 2 in areas of i
vaccination Bouchez V, Caro V, Levillain E, Guigon
G, Guiso N.
(2008) PLoS One 3(6): e2737

Microsatellite Marker
Discovery

Identification of microsatellites from an extinet
moa species using high-th b (454)

data. Allentoft M, bn.hust:r\ Huldunm R Hale M,
McLay E, Oskam C, Gilbert MT, Spencer P,
Willerslev E, Bunce M.

(2009) Biotechniques 46(3): 195-200
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see what |'ve
been missing.”

“The sensitivity of lllumina’s sequencing
technology gives me a real edge in
transcriptome profiling. I'm seeing more,
and seeing it faster, than ever before.

I'm not going back to exon or tiling arrays.”

Rickard Sandberg, Ph.D.
Assistant Professor, Department of Cell and Molecular Biology
Karolinska Institutet, Stockholm, Sweden

See the transcriptome like never before. Unmatched

sensitivity. Complete transcripts. Strand specificity.

Answer any question using MRNA-Seq or Small RNA Analysis

on the Genome Analyzer.

Dext-gen Sequencing
now

Sign up for our upcoming webinars at
www.illumina.com/sequencingGR
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and its subsidia

Thermo Scientific Dharmacon Accell siRNA provides a breakthrough
in siRNA delivery. It is specially modified for delivery without a
separate transfection reagent, and has demonstrated excellent

results for gene silencing in numerous difficult-to-transfect cell types.

RNAi is no longer constrained by conventional delivery methods that
rely on lipid-based reagents, viruses, or instrumentation.

e Effective, specific silencing from the RNAi experts
¢ Free from toxic delivery effects for pure silencing results
e Proven results in stem, neuronal, and suspension cell types

Visit us at upcoming conferences:
We will be exhibiting at RNAI World Congress in booth #4
or find us in Las Vegas for TIDES at booth #300.

www.thermo.com/accell
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Dharmacon Accell™ siRNA delivers
target knockdown to any cell type

Thirteen difficult-to-transfect cell lines were treated

with Accell Cyclophilin B siRNA in delivery media and
assayed for mRNA levels and cell viability after 72
hours. Effective silencing and low cytotoxicity was
achieved without delivery optimization.

Thermo

Moving science forward

SCIENTIFIC

Part of Thermo Fisher Scientific



Hassling with
different gels for
DNA and RNA?

You need E-Gel® EX precast agarose gels

Separate DNA or RNA with one easy-to-use, precast gel system. Quickly access specific bands or retrieve your gel with our
easy-to-open cassette design. Experience complete band separation in just 10 minutes, and get 5 times greater sensitivity
than ethidium bromide. E-Gel® EX gels offer the flexibility, speed, and sensitivity you need to put answers in your hands
sooner. Get the best from agarose gel electrophoresis—visit www.invitrogen.com/egelex and discover E-Gel® EX.

é@invitrogen

© 2009 Life Technologies Corporation. All rights reserved. Trademarks of Life Technologies Corporation and its affiliated companies: E-Gel®, Invitrogen™. All other trademarks are the sole property of their respective owners.
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USB YotStard-I7 —
amp//fy on/y what you want.

Affymetrix is proud to offer premium USB® HotStart-IT® gPCR reagents.
And for a limited time, get a special discount of 50% off select products.
Increase the sensitivity, consistency, and specificity of your real-time PCR
and get the same exceptional service you expect from USB.

7o get? 50% ofF

or to learn more about USB HotStart-IT gPCR reagents,

call 800-321-9322 or visit www.usbweb.com/gqPCRreagents

In Europe: +49(0) 7633 933400 or visit www.usbweb.de/qPCRreagents

Refer to promo code 29H-1300 to take advantage of this offer.

Susb

Products from Affymetrix

©2009 Affymetrix, Inc. All rights reserved.



Improve Your Plasmid Production

with Clean Genome?® E.coli
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SCARABGENOM|CS The E. '::"-" Company™

¢ Reduced Genome Competent Cells and Strains
¢ Clone development support
e Licensing our patented technology

Clean Genome® E. coli is K-12 with 15% of the genome deleted
for enhanced stability, purity, and yield of DNA and proteins

. 2 SCARABGENOMICS
www.ScarabGenomics.com f%-WMLLC
888-513-7075 8 CLEAN GENOME?® E, coli



INFINITE POSSIBILITIES

NEB introduces SNAP-tag™ and CLIP-tag™ protein labeling systems. These innovative technologies provide simplicity and
extraordinary versatility to the imaging of mammalian proteins in vivo, and to protein capture experiments in vitro. The creation of a
single genetic construct generates a fusion protein which, when covalently attached to a variety of fluorophores, biotin, or beads

provides a powerful tool for studying the role of proteins in living and fixed cells.

Protein of Interest

SNAP-tag Advantages:

Versatile - Compatible systems enable
dual labeling

" oa aMe Flexible - Multiple fluorophores allow
Qﬁi}‘x\.} for choice & flexibility

Innovative - A range of applications

is possible with a single construct

ae
- "]
Labeled SNAP-tag
swxft%o«{ ge— 2 B
< Fusion Protein
O\ g X
?
\.i g : ~<¢—— Guanine
o

Live COS-7 cells transiently transfected with pSNAPm-Tubuling. Cells SNAP-tag Technology: SNAP-tag (gold) fused to the
were labeled with SNAP-Cell TMR-Star (green pseudocolor) for 30 minutes  protein of interest (blue) self labels releasing guanine.
and counterstained with Hoechst 33342 (blue) for nuclei.
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The ExactSTART" Platform for Transcript Discovery and Profiling: A Process for Tagging
Any RNA Species in Less Than 1 Day without Gel Purification

Introduction

The ExactSTART™ Platform* technology enables the user to
selectively “tag” the exact 5" nucleotide of any RNA species—such
as mRNA, uncapped primary transcripts, miRNA and other small
noncoding RNA—in a total RNA preparation. The tagged RNAs
are converted to 5- and 3’-end-tagged, double-stranded cDNA in
less than 1 day, using a simple process that does not require gel
purification.

o Discover and profile both coding and noncoding transcripts.

o Prepare template for a variety of applications, such as next-gen
sequencing (RNA-seq), cloned libraries, RT-PCR, RACE, etc.

o Accurately map sites of transcription initiation and polyadenylation.
o Preserve the transcript’s directional information.

Methods Overview

A general overview of the ExactSTART transcript tagging and
amplification process is shown (Fig. 1) and summarized as follows:

1. Treat a total RNA or size-selected RNA sample with a discrete set
of RNA modifying enzymes (Table 1) to generate substrates for

tagging.

5" m’Gppp AAAA
5' (pp)p

Total RNA preparation

Modify RNA 5’ & 3’ Ends RNA Modifying Enzymes

5p AAAA 5"-monophosphorylated RNA
RNA Ligase
5'Tag the RNAs of Interest sessninns 37 RNA Acceptor Oligo
with functional sequence
AAAA 5'-oligo-tagged RNA

functional sequence

) . Reverse Transcriptase
Synthesize First-Strand cDNA + <DNA Primer with
TTTTwnan 5

TTTT w5’ 5'- & 3-tagged cDNA

Convert to ds cDNA and
Amplify If Needed

Coor

RT-PCR RACE Cloned  Microarray Sequencing
Library

Figure 1. Overview of the ExactSTART™ transcript discovery and analysis
process. The actual RNA modifying enzymes used (Table 1) and their order of
use is dictated by the RNA species that you wish to tag. The tagging sequence
included in the RNA Acceptor Oligo and the cDNA Primer is dependent on the
intended downstream application.

Special Offer!

Save 20% on any ExactSTART Kit*
Use discount code GR11

*Valid for U.S. customers only; limit one per customer. Expires June 30, 2009.

2. Ligate a tagging sequence specific for the downstream application
to the exact 5" nucleotide of the desired RNA.

3. Reverse-transcribe the tagged RNA into cDNA that is now tagged
at both ends.

Table 1. The ExactSTART™ Platform of transcriptome discovery and profiling tools uses
a select group of RNA modifying enzymes with strict enzymatic specificity. Shaded
enzymes are unique to EPICENTRE.

RNA Modifying

RNA Substrate(s) End-Product
Enzyme

Comments

— Removesy, B
RNA 57 phosphates

from RNA with
¥
IPelbfelivesiplEiEsE 5’-triphosphorylated

end.

5 pppN——3" = 5" pN— 3’

Removes the 5
cap structure from
5’-capped RNA.
Also removesy, B
phosphates from
RNA with a
5’-triphosphorylated
end.

Tobacco Acid 5
Pyrophosphatase
(TAP) 5 pppN——3" = 5" pN—— 3’

m’GpppN—— 3" = 5" pN—— 3’

Terminator™ Degrades RNA

L) 5’-Phosphate*- , , with a 5"-mono-
15 Dependent Fa ¥ = Wil phophorylated end.
in Exonuclease
APex™ Heat- 5 pN—3" = 5"HO— 3’ Removes terminal
Labile Alkaline phosphates from
Phosphatase 5" pppN— 3’ = 5 HO—— 3’ RNA.
, ’ , ’ Adds a phosphate to
5HO——3" = 5" pN—23
Polynucleotide P the 5”-hydroxyl end
Kinase (PNK) , , , , of RNA. Also removes
] 5 Np3" = 5 OH3 3’ phosphate.
o [ Adds a poly(A) tail to
& Eg:yf:)erase 5'— _OH3 — 5 —AAAA3’ | the 3"-hydroxylend
ol I of RNA.
S——OH3 (iccepm’) Joins RNA with 5
. , , monophosphate
RNA Ligase 5" pN—— 3" (donor) to RNA witha 3/
i hydroxyl.

5 3

Current ExactSTART™ Kits

o ExactSTART™ End-Tagged Double-Strand cDNA Synthesis Kit
for Small RNA

o ExactSTART™ Small RNA Cloning Kit
o ExactSTART™ Eukaryotic mRNA 5" & 3’-RACE Kit
o ExactSTART™ Full-Length cDNA Library Cloning Kit

We invite you to visit www.EpiBio.com/exactstart/ to learn more
about the ExactSTART Platform of products.

*Covered by issued and/or pending patents; see www.EpiBio.com/legal.

L((/ EPICENTRE®
//)) Biotechnologies

www.EpiBio.com 800-284-8474

Advertiser retains sole responsibility for content.



We al“"eﬂHigIﬁ)-;DéﬁnJition Epigenomics:
From ChIP-chip to DNA Methylation

Your microarray solution for unraveling the epigenetic origins of disease

©  High Density Array Content: Utilize up to 2.1 million probes for
high-resolution genome-wide mapping of protein binding sites,
chromatin structure, and DNA methylation.

W High Sensitivity and Specificity: Detect ultra-low fold enrichment with
isothermal, long oligonucleotide probes (50 - 75mer), while eliminating
interarray variation with our 2-color labeling protocol.

i Comprehensive Array Designs: For target applications including
cancer, pediatric syndromes and genetic disorders, choose from catalog
Whole-Genome, Promoter, and CpG island designs or customize
content to meet your research needs.

H  Flexible Access Options: Perform experiments in your own laboratory
with our arrays, reagents, and instruments or send your samples to us
and let us do the work for you.

& Proven Publication Record: Over 130 ChIP-chip and 30 DNA

Roche NimbleGen is the only microarray manufacturer to combine ultra-high probe density . . . . . .
with long, isothermal oligonucleotide probes (50 - 75mers), and superior design flexibility. Methylatlon peer-rev1ewed pubhcatlons featurlng NimbleGen

Pictured above, from left to right, are NimbleGen 2.1M, 385K, and 4x72K array formats. technologie&

Visit us online or call:
www.nimblegen.com/epigenetics

(877) NimbleGen / (608) 218-7600

¢,
==N|mhIEGen Roche NimbleGen, Inc.
Madison, WI USA

For life science research only. NIMBLEGEN is a trademark of Roche.
© 2009 Roche NimbleGen, Inc. All Rights Reserved.
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134782 Human Exome Sequencing:
A Step Towards Personalized Healthcare

NimbleGen Sequence Capture 2.1M Human Exome Arrays
Now Available for 454 Sequencing Systems

TARGET TARGET TARGET
EXON A EXON B EXONC

i Poss e Sg +;

The NimbleGen Sequence Capture and 454 Sequencing System technologies combine
to allow researchers to sequence the exome (all the exons) from each person’s genome.

For example, a sample for a single disease case can be captured on a NimbleGen
Sequence Capture 2.1M Human Exome array with subsequent 454 Sequencing runs
generating ~1Gb of raw sequence. High specificity and high sensitivity are achieved
with ~80% of the reads overlapped with the exon targets and 91% of target bases were
covered by at least one sequencing read.

$2y 454
szNimbleGen =smoeens?

www.nimblegen.com/exome www.454.com

For life science research only.
454, 454 LIFE SCIENCES, 454 SEQUENCING, GS FLX TITANIUM, and NIMBLEGEN are trademarks of Roche.
© 2009 Roche NimbleGen, Inc. All Rights Reserved.

Easily Capture the Human Exome: Use only one
2.1M array to capture ~180,000 human coding
exons and ~550 miRNA exons in your own lab.

Reduce Your Cost, Speed Your Research:
Eliminate the need for hundreds of thousands
of PCR reactions, putting your research on the
fast-track for biomedical breakthroughs.

Get the Complete Picture, Faster: GS FLX
Titanium series generate more than 1 million
high-quality reads (400bp) per 10-hour run.

Targeted Capture, Relevant Reads: A single array
enables researchers to focus on the most relevant
1% of the human genome, the human exome.

Accelerate Discovery: Dedicated 454 Sequencing
tools for analysis allow straightforward
interpretation of data.

Roche NimbleGen, Inc.
Madison, WI USA
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and Nipam H. Patel, University of California, Berkeley

Evolution, a new book on evolutionary biology that integrates molecular biology, genomics,
and human genetics with traditional studies of evolutionary processes.

* Recommended as a primary textbook for undergraduate courses in evolution

* Required reading for biologists secking a clear, current, and comprehensive account

of evolutionary theory and mechanisms

* Written by experts in population genetics, bacterial genomics, paleontology,

human genetics, and developmental biology

* Integrates molecular and evolutionary biology in ways that reflect current directions in research

Contents and Coverage

This extensively illustrated, full-color book has four sections:

Introduction (Part 1) gives an account of how the ideas
underpinning evolutionary theory developed and a history of
experiments and ideas in the development of molecular biology.

Origin and Diversity of Life (Part 2) describes the history of
life on earth from the origin of life to the evolution of
humans, with emphasis on the major transitions in genetic
organization and novel adaptations that have appeared. The
diversity oflife is emphasized. The chapters make extensive
use of information from complete genome sequences and analysis
of molecular mechanisms in development.

Evolutionary Processes (Part 3) describes how the diversity
of life is generated: how variation arises and how selection
acts are considered in detail. Many examples used to illustrate
these processes are drawn from molecular sources.

Human Evolution (Part 4) discusses human evolution
and diversity. The benefits of molecular markers for our
understanding of human evolution are highlighted and these
findings integrated with paleontological evidence. Also discussed
is the use of evolutionary methods to identify genetic differences
that predispose people to specific diseases and affect their
responses to treatment.

Online-only Chapters
Additional chapters, found on the Web only, deal with techniques

and models used in studying evolutionary biology, emphasizing
the contribution of molecular biology and genomics to
phylogenetic reconstruction methods.

Resources for Instructors

The Evolution web site (www.evolution-textbook.org), is an
invaluable supplement to the textbook, a resource for teachers
that contains downloadable figures (for PowerPoint or overhead
display) and chapter problems.

www.evolution-textbook.org

Request exam copies and other information

Visit the Evolution web site now for more information about
this new book. Request a detailed Table of Contents, Sample
Chapters, Exam Copies, and Updates about Evolution.

2007, 833 pp., color illus., glossary, index
Hardcover $110 ISBN 978-087969684-9

More info is available at:
www.cshlpress.com

To order or request additional information:
Call: 1-800—843—4388 (Continental US and Canada) 516—422—4100 (All other locations)
FAX: 516-422-4097

E-mail: cshpress@cshl.edu or WWW Site: www.cshlpress.com
Write: Cold Spring Harbor Laboratory Press, 500 Sunnyside Blvd., Woodbury, NY 11797-2924
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Genome Sequencer FLX System

Really
Lengtthatters
The GS FLX Titanium Reagents

Hormalized Signal Intensity

T
g

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 £ coli 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.454.com

4 54 ! -
Roche Diagnostics
SEQUENCING . .

Roche Applied Science

For life science research only. Not for n diagnostic p cedures. Indianapolis. Indiana
454, 454 LIFE SCIENCES, 454 SEQUENCING, and GS FLX TITANIUM rademarks of Roche. p ’
Other brands or product names are trademarks of their respective ho Id

© 2009 Roche Diagnostics. All rights reserved.



Genome Sequencer FLX System

Longer Reads,
More Applications, More Publications

Delivering an unmatched sequencing read length of 400 to 500 bases, the Genome Sequencer FLX System serves the scientific

research community in a broad range of applications. With this powerful platform, you can begin generating publishable data
within days after instrument installation. View more than 360 peer-reviewed publications enabled by the Genome Sequencer

System at www.454.com
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ntil recently, a small number of model organisms has been the focus of most research in

molecular, cellular, and developmental biology. But in the last few years, due in part to
increased interest in questions of evolution, technical advances in selectively altering gene
expression patterns, and the reduced costs of genome sequencing, the range of organisms
used for research is greatly expanding. Emerging Model Organisms, Volume 1, introduces

the reader to this new generation of model organisms, providing a diverse catalog of potential species useful for

extending research in new directions. In this volume leading experts provide chapters on 23 emerging model systems,

ranging from bat and butterfly to cave fish and choanoflagellates; cricket and finch to quail, snail, and tomato.

Subsequent releases of the Emerging Model Organisms series, already in preparation, will focus on additional species.
Published in November 2008, 592 pp., illus., appendix, index
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