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Genome Sequencer FLX System

Longer sequencing reads
mean more applications.

In 2005, the Genome Sequencer 20 System was launched
© Read length: 100 bases
& 20 million bases in less than 5 hours

In 2007, the Genome Sequencer FLX System was launched
 Read length: 250 to 300 bases
100 million bases in less than 8 hours

Available in 2008, the Genome Sequencer FLX with improved chemistries
& Read length: >400 bases

b, is: Using an i coupled 1 .
e o Yoo 1 billion bases in less than 24 hours
reaction, light is generated when individual nucleotides are
incorporated. Hundreds of thousands of individual DNA
fragments are sequenced in parallel. More applications lead to more publications.

Proven performance with an expanding list of applications and more than
454 LIFE 130 peer-reviewed publications.
SCIENCES Visit www.genome-sequencing.com to learn more.
o o . Roche Diagnostics
For life science research only. Not for use in diagnostic procedures. Roche Aoplied Sci
454 and 454 SEQUENCING are trademarks of 454 Life Sciences Corporation, oche pp e cience

Branford, CT, USA. © 2008 Roche Diagnostics. Al rights reserved. Indianapolis, Indiana



1Can

turn my mailroom

into a genome center.”

Greg May, Ph.D.
Director, Genome Sequencing Center
National Center for Genome Resources

Powerful sequencing studies. They're not just for large
genome centers anymore. With the Illlumina Genome
Analyzer, any lab can perform genome-scale research.
From data quality to ease of use. Applications flexibility
to technology scalability. The Genome Analyzer has set

the standard for sequencing.

PMext-gen sequencing
now

www.illumina.com/sequencing
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The Most Popular & Cited Technologies Available For Bisulfite
Conversion & DNA Methylation Detection

Accurate & Reliable DNA Methylation Detection

Bisulfite conversion kits that...

* Provide complete conversion of unmethylated cytosines
into uracil.

* Provide > 80% recovery of input DNA.
* Allow for direct sampling of blood, tissue, and cells.

Converted DNA is ideal for methylation profiling (e.g., lllumina’s
GoldenGate® and Infinium® Assays), bisulfite PCR, pyro-
sequencing, mass spectroscopy, as well as other analyses.

£ FREE EZ DNA Methylation-Direct™ Kit
samples and 50% discounts are available®

Please use code GR408 when ordering online
at www.zymoresearch.com

*Offer good for a limited time to US customers only.

Proven... (selected citations)

Jong-Yeon Shin, et al. The EMBO Journal, Jan 2008; 27, 168-178
Masayo Kagami, et al. Nature Genetics, Jan 2008; Letters

Lao H. Saal, et al. Nature Genetics, Jan 2008; 40, 102-107

F. Shafiei, et al. Oncogene, Nov 2007; Original Article

Yijun Qi, et al. Nature, Sep 2006; 443, 1008-1012

Paromita Deb-Rinker, et al. J. Biol. Chem., Feb 2005; 280, 6257-6260
Yukiko Yamazaki, et al. PNAS, Aug 2005; 102, 11361-11366
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Description

Size

Cat. No.

Price

EZ DNA Methylation™ Kit 50 DNA Rxns D5001 $112.00
200 DNA Rxns D5002 $390.00
2x96 DNA Rxns (Shallow-Well) D5003 $310.00
2x96 DNA Rxns (Deep-Well) D5004 $310.00

Description Size Cat. No. Price

EZ DNA Methylation-Gold™ Kit 50 DNA Rxns D5005 $121.00

+ Rapid 3 fr processing fime 200 DNA Rxns D5006 $410.00
2x96 DNA Rxns (Shallow-Well) D5007 $320.00
2x96 DNA Rxns (Deep-Well) D5008 $320.00

Description Size Cat. No. 502101

EZ DNA Methylation-Direct™ Kit (NEW) | 10 DNA Rxns D5020S FREE

e Lo o olood. 8l | 50 DNA Rxns D5020 $80.50

« Sensitivity (lower limit) - 10 cells or 50 pg DNA | 200 DNA Rxns D5021 $226.00

+ Rapid 3 fr processing time 2x96 DNA Rxns (Shallow-Well) D5022 $181.00
2x96 DNA Rxns (Deep-Well) D5023 $181.00

Description Origin Cat. No. Price

Universal Methylated DNA Standards Plasmid DNA D5010 $122.00
Human Genomic DNA D5011 $182.00
Mouse Genomic DNA D5012 $182.00

illumina

www.illumina.com/methylation

EUROPE Czech Republic, EXBIO Praha, a.s. (www.exbio.cz) « Finland, AH Diagnostic Oy ( m) « France,
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ZYMO RESEARCH

The Beauty of Science is to Make Things Simple

& Chemicals (bit

gr) « ltaly, Societa Italiana Chimici

(www.
(wwsichim.com) « Netherlands, BaseClear Lab Products (wwwibaseclear.com) - Spain, Ecogen, S.R.L. (wwwecogen.com) - Sweden, Nordic Biolabs AB (www. nordicbiolabs.se) - UK, Cambridge Bio Science (wwwbioscience.co.uk) ASIA China, Beijing Tianmo Sci. & Tech Co., Ltd. (www.zymo.com.cn) - Hong Kong,

Genetimes Technology Intl. Holding Ltd. (www.genetimes.com.cn) + India, Pro Lab Marketing Pvt. Ltd. (www.prolabmarketing.com), Genetix Biotech Asia (P) Ltd.
Sclenifc Co.,Ld. (wwikyongshinc.kr).Ejen Science. Inc. (wwejenscience.com) « Malaysia. Helx Biotech SDN BHD (www hlixbiotcom) - Singapore, SPD Scentifc PTE Lid. (ww

Ltd. (www.smchem.co.th) REST OF WORLD Australia, INBIO (www.inbio.com.au) * Brazil, Sinapse

com), Biotron It

P, Ltd. (www.bi

com.sg) « Taiwan, Watson

gy Co., Ltd. (

(www.si
Diagnostics Ltd. (www.ngaio.co.nz) » Russia, Rusbiolink Ltd. (www.rusbiolink.com) + South Africa, Ingaba Biotechnical Industries (Pty) Ltd. (www ingababiotec.co.za) + Turkey, Genmar Teshis Urunleri Ltd. Sti (www.genmar.gen.tr)

*EZ DNA Methylation is a trademark of Zymo Research Corporation. For research use only. Technologies are patent pending. GoldenGate® and Infinium® are registered trademarks of lllumina, Inc. © 2008 Zymo Research Corp.
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Applying genome-scale technology
to human diversity and disease

HudsonAlpha:
A fresh perspective for

research and discovery

Grand Opening Celebration
* Close alliance of a non-profit human April 2008
genomics research institute with
biotechnology community

* Open architecture and
entrepreneurial spirit

« Rich intellectual environment for
collaboration, discovery and
innovation

Advances in genomic technology are
generating an exponential increase
in what we know about genome
sequences and genetic variation.
Our goal is to develop and apply this
information to increase the quality
and health of our lives.
— Dr. Richard M. Myers
Director
HudsonAlpha Institute

New insights and opportunities will
result from combining genome-scale
research with innovative, small
business ventures.

— Jim Hudson
Founder and President
HudsonAlpha Institute HudsonAlpha is the cornerstone of the 150-acre Cummings Research Park
Biotech Campus. Huntsville, Alabama is home to the NASA Marshall Space
Flight Center and the nations’s second largest research park. Per capita,
Huntsville has the highest percentage of scientists and engineers in the nation.
Proximity to the University of Alabama in Huntsville, the University of Alabama at
Accepting resumes Birmingham, Auburn University and Vanderbilt University provides an ideal
for a variety of positions, including: environment for genomics research and biotechnology.

Faculty-level Investigators
Senior Scientists
Postdoctoral Fellows

Computational Biologists D:H @ @5 @ N A LP H A

Statistical Geneticists
Senior and Junior Research Technicians INSTITUTE FOR BIOGTECHNOLOGY

Huntsville, Alabama

genomic research ¢ educational outreach « economic development < hudsonalpha.org



NEW
ENGLAND
BIOLABS

LongAmp Taq now available
for larger PCR products

DNA Polymerase from New England Biolabs

HIGH YIELD, ROBUST AND RELIABLE PCR REACTIONS IN CONVENIENT FORMATS Amplicon Size (kb)
05 06 2 3 4 8 12 2 30 M
Looking for the right solution for your high yield PCR? Choose recombinant Tag DNA Polymerase

from New England Biolabs. As the leader in enzyme technology, New England Biolabs provides
the highest quality recombinant 7aq at exceptional value. Our expanded selection of 7ag based
products includes kits, master mixes, and a choice of reaction buffers. Choose Tag DNA polymerase
from NEB for guaranteed Performance, Convenience and Results.

Taq with Standard Buffer B ......................................................... MO0273S/L/X

Taq with Standard (Mg-free) Buffer I ................................................. MO0320S/L

Taq with ThermoPol Buffer Bl ...........................................ooci. MO0267S/L/X

Taq with ThermoPol Il (Mg-free) Buffer Bl .............................................. MO0321S/L

Tag2XMaster Mix B ... ... M0270S/L Amplification of specific sequences from human genomic DNA using
Tag5X Master Mix D& ... .. .. ... .. MO0285S/L LongAmp Tag DNA Polymerase. Amplicon sizes are indicated above gel.
Quick-Load™ Tag 2X Master Mix Bl .................................................. M0271S/L Marker M is the 1 kb DNA Ladder (NEB #3232).

TagPCRKits Bl ... .. ... ... E5000S/E5100S

LongAmp Taq DNA Polymerase Kl ........ ... MO0323S/L

LongAmp Tag PCRKit B ... .. ... .. . . . E52008

LongAmp Tag2X Master Mix Bl ... M0287S/L

A = Recombinant

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

NEW ENGLAND
L]
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 lOLabSO
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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‘ Genome Sequencer FLX System

Longer sequencing reads
mean more applications.

In 2005, the Genome Sequencer 20 System was launched
Read length: 100 bases
20 million bases in less than 5 hours

In 2007, the Genome Sequencer FLX System was launched
Read length: 250 to 300 bases
100 million bases in less than 8 hours

Available in 2008, the Genome Sequencer FLX with improved chemistries
Read length: >400 bases
1 billion bases in less than 24 hours

More applications lead to more publications.

Sequencing-by-Synthesis: Using an enzymatically Proven performance with an expanding list of applications and
coupled reaction, light is generated when individual more than 130 peer-reviewed publications.
nucleotides are incorporated. Hundreds of thousands of VlSlt www_genome_seque"cing.com to learn more.

individual DNA fragments are sequenced in parallel.

454 sciences
IENCE Roche Diagnostics

Roche Applied Science
For life science research only. Not for use in diagnostic procedures. Indianapolis, Indiana

454 and 454 SEQUENCING are trademarks of 454 Life Sciences Corporation,
Branford, CT, USA.

© 2008 Roche Diagnostics. All rights reserved.



Unmatched LNA™ tools
for microRNA research
- the data proves it

MicroRNA expression
profiling

Exigon’s miRCURY LNA™
arrays produce highly
reliable microRNA profiles
from just 30 ng total RNA.

Learn more at:
exiqon.com/array

Precise visualization of
microRNAs in tissue

Exigon's miRCURY LNA™
detection probes address
the “when” and “where”
a particular microRNA is
expressed.

Learn more at:
exigon.com/insitu

LNA™ - The movie

Explore the research benefits of Exiqgon's LNA™ technology - in 3-D:

exigon.com/lna

Log?2 ratios for tumor vs. normal (oesophagus)
- correlation between various RNA input amounts
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T/N 1000 ng vs. T/N 300 ng, R2 = 0.984
@ T/N 1000 ng vs. T/N 100 ng, R2 = 0.935
T/N 1000 ngvs. T/N 30 ng, R2=0.910

Visualization of miR-206 expression in the skeletal

precursors of a Gallus Gallus embryo.

We claim the miRCURY LNA™ tools give -
life science researchers highly reliable $ LNA"

and specific results. The data below

proves our point.

Henrik M. Pfundheller, Ph.D., VP Sales & Marketing

Determination of
microRNA function

With Exigon’s miRCURY
LNA™ knockdown
probes, you can achieve
comprehensive inhibition
of microRNA activity.

Learn more at:
exigon.com/knockdown

Sensitive real-time
microRNA quantitation

With our new miRCURY
LNA™ PCR system, your
discovery starts from just
10 pg total RNA - you only
need a single cell.

Learn more at:
exiqon.com/pcr
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Hela S3 total RNA

hsa-miR-15a
® hsa-miR-16

hsa-miR-25 @ hsa-let-7f
® hsa-let-7a ® hsa-miR-100

Dilution series of 6 different miRCURY LNA™ PCR

assays showing accurate quantitation from total
RNA amounts equivalent to a single cell.

EXIQON

Seek Find Verify

expressly, by implication, or by estoppel. Further information on purchasing licenses may be obtained by contacting the Director of Licensing, Applied Biosystems, 850 Lincoln Centre Drive, Foster City, California 94404, USA, SYBR® Green is a trademark of Invitrogen

913802 - NOTICE TO PURCHASER: LIMITED LICENSE. Purchase of this product includes an immunity from suit under patents specified in the product insert to use only the amount purchased for the purchaser's own internal research. No other patent rights are conveyed
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Subject Coverage
Antibodies

Bioinformatics/Genomics
Cell Biology
Chromatography
Computational Biology

DNA Delivery/Gene
Transfer

Electrophoresis
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
(RNAIi)/siRNA

Stem Cells

Transgenic Technology

CSH

PROTOCOLS

Cold Spring Harbor Protocols

* A new online source of trusted techniques in molecular
and cellular biology

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

* Frequently updated and annotated

* Interactive, customizable, and fully searchable

Online. Authoritative. Indispensable.

C old 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 com-
ments 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 and presented and edit-
ed 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.

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

Cold Spring Harbor Protocols
Executive Editor: Dr. David Crotty ® ISSN 1559-6095 / online, monthly

Available exclusively via institutional site license
Request a Free Trial for Your Institution

www.cshprotocols.org

The First Choice in Protocols.

For pricing information or to request a free trial, visit the website or:

Phone:1-800-843-4388 (Continental US and Canada) or 516-422-4100 (all other locations)
Fax: 516-422-4097 E-mail: cshpress@cshl.edu or Website: www.cshlpress.com
Write: Cold Spring Harbor Laboratory Press, 500 Sunnyside Blvd., Woodbury, NY 11797-2924




CAREER TRACKS

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

Applied Research Faculty

Bioinformatics Core

The Bioinformatics Core Facility at MSKCC (cbio.mskcc.org/bic) seeks an
applied bioinformatics researcher for a fully funded, permanent, lab-track
faculty position. Pursue applied bioinformatics research in collaboration with
independent clinical, translational and basic researchers, with particular
emphasis on new methods and approaches to cancer genome sequence data
processing and analysis. Be part of an active, academic bioinformatics core
facility, which maintains its own high performance computing facility, and
offers data processing, analysis, software development and training services to
investigators and other core facilities. Participate in a dramatic expansion of
MSKCC’s sequencing facility, including several next-generation sequencers, as
well as in its targeted re-sequencing throughput. Work in the new Zuckerman
Research Center, part of MSKCC’s clinical/basic research campus on
Manhattan’s Upper East Side.

Applicants should have a doctoral degree and extensive experience in analyzing
sequence data from both traditional and next-generation technologies. MSKCC
supports numerous state-of-the-art core facilities, recognizes the unique
contribution that research support professionals make to biomedical research,
and offers a clear career-path for lab-track faculty.

E-mail your application (PDF), including CV, bibliography and the names of
three professional references to: Dr. Alex Lash, Director, Bioinformatics Core,
at bic-search@cbio.mskcc.org, preferably by June 1, 2008. MSKCC is an
affirmative action, equal opportunity employer.
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Memorial Sloan-Kettering Cancer Center

The Best Cancer Care. Anywhere.

. MEMORIA
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g Www.mskcc.org

\") Greenebaum Cancer Center and
| the Department of Biochemistry

e
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\%}\@7_.(_" & Research Associate Position

A Research Associate position is available to
study the sensitivity of cancer cells to histone
deacetylase inhibitors (HDACIs). In addition of
proficiency in molecular, cellular and protein
biochemistry techniques, expertise in the cancer
field with HDACIs and primary cells is also
desired. Salary commensurate with experience.
Send resume and three letters of
recommendation to:

Dr. France Carrier
University of Maryland, Baltimore
655 W Baltimore St., Room 1037

Baltimore, MD 21201-1595
fcarrO0O1@umaryland.edu

The University of Maryland, Baltimore is an Equal
Opportunity, Affirmative Action employer.

Post-doctoral Position in Diabetes Genetics
Department of Biochemistry
University of Wisconsin-Madison

A post-doctoral position is available in to study the genetics of type 2 diabetes with a team lead by Professor Alan D.
Attie. The person would interact with a team consisting of a biochemistry/genetics laboratory studying the genetics
of diabetes, and a team of faculty in statistics and computer science who work on various areas of genetics and
analysis of gene expression. Our joint group has amassed an unprecedented amount of genetics/genomics data in a
study of diabetes susceptibility genes, pathways, and networks.

Our most recent publication is in this issue of Genome Research, “A Gene Expression Network Model of Type 2
Diabetes Establishes a Relationship between Cell Cycle Regulation in Islets and Diabetes Susceptibility”.

Team members:

Alan D. Attie, Professor of Biochemistry www.biochem.wisc.edu/attie
Brian S. Yandell, Professor of Statistics http://www.stat.wisc.edu/~yandell/
Christina M. Kendziorski, Assoc. Professor of Biostatistics & Medical Informatics http://www.biostat.wisc.edu/

~kendzior/

Karl Broman Assoc. Professor of Biostatistics & Medical Informatics http://www.biostat.wisc.edu/~kbroman/

Applicants should send to Alan Attie (adattie@wisc.edu) their CV, a statement describing past research and future
goals, and the names and contact information of at least three references.




Help Us Help Millions

Tenure Track/Tenure Investigator Positions in Systems Immunology and Infectious Disease Modeling

The National Institute of Allergy and Infectious Diseases (NIAID), Division
of Intramural Research (DIR) is seeking several outstanding individuals for
its new Program in Systems Immunology and Infectious Disease Modeling
(PSIIM).

Modern technology allows the analysis of immune responses and host-
pathogen interactions at multiple levels - from intracellular signaling
networks, to individual cell behavior, to the functioning of a tissue, organ,
and even the whole organism. The challenge is not only to collect the large
amounts of data, but also to organize it in a manner that enhances our
understanding of how the immune system operates or how pathogens
affect their hosts. To do this, it is necessary to develop detailed quantitative
models that can be used to predict the behavior of a complex biological
system. These models can help explain the mechanisms underlying
physiological and pathological responses to infection or vaccination, which
can then be employed to design better therapies or vaccines.

Achieving these goals requires an interdisciplinary effort and for this reason
the PSIIM is organized as an integrated team of scientists and support
staff. Within the PSIIM, there will be groups with expertise in the areas of
computational biology, bioinformatics, proteomics, genomics, cell biology,
immunology, and infectious diseases. These teams will have access to the
latest technology for gene expression profiling, high content screening of
RNAi libraries for the discovery of pathway components, imaging tools,
genomic and proteomic analysis, cores for the genetic manipulation of
animals, and a substantial computer infrastructure. They will also have
access to BSL3 facilities for working with infectious agents of high priority
for human health and biodefense. Although the PSIIM has been established
within NIAID and has an immune / infectious disease focus, it is also
expected to play a major role in fostering the growth of systems biology
efforts throughout the NIH and involving diverse biomedical areas.

Current teams in the PSIIM include Immunology, Computational Biology —
Modeling and Simulation, and Molecular / Cell Biology — High-throughput
screening. The PSIIM is now recruiting for tenure track or tenure level team
leader appointments in the following areas:

Bioinformatics / Biostatistics: the incumbent will lead a group focused
on developing and implementing computational tools and statistical
methods for the analysis of genomic and proteomic data. The ideal
candidate will have a strong background in statistics, mathematics,
programming, and modeling biological systems as well as a strong

interest in collaboration with biologists for the elucidation of biological
mechanisms. The group will include expertise in software development
(C++, Java, Perl, SQL etc.), knowledge of bicinformatic tools, databases and
algorithms, and experience with heterogeneous computer environments
(UNIX, Windows, Mac).

Proteomics: the incumbent will lead a group involved in the development
and application of new methods for the determination of protein number,
binding affinities, post-translational modification, and other qualitative and
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quantitative aspects of protein expression and behavior that are necessary
for computer modeling and simulation. Tools such as mass spectrometry
and microfluidic-based multiplexed binding assays are expected to

be key elements in the efforts of this group. A strong background in
protein biochemistry and the relevant instrumentation needed for high-
throughput, high-sensitivity analysis is required.

Genomics: the incumbent will be responsible for developing novel
approaches to the systems-wide analysis of such issues as transcription
factor and epigenetic control of gene expression, the effects of allelic
polymorphism on gene expression and function, quantitative measurement
of gene expression, and the role of non-coding regions and transcripts
such as miRNAs in regulating gene/gene product expression patterns.
Knowledge of modern methods in high-throughput analysis of gene
transcription, transcription factor binding site identification, analysis

of epigenetic modifications, and analysis of gene regulatory circuits is
required; bioinformatics experience is desirable.

These positions and the research activities they conduct are fully funded
by the intramural research program of NIAID. Each team leader is expected
to build a working group consisting of postdoctoral fellows, students,
technicians, and staff scientists. The team leaders will work with the
Program Director to help set the goals for the PSIIM and to determine how
best to reach these goals as an integrated group. To ensure appropriate
career trajectories for those joining the PSIIM team effort, the NIH has
modified its tenure policies to take specific account of contributions made
in such a team science setting. Applicants should be seeking a difficult
challenge in which creativity, technical expertise, and a strong desire to
achieve in a team setting will be critical for success.

Interested candidates may contact Dr. Ronald Germain, Program Director,
PSIIM, DIR, NIAID at (301) 496-1904 or email (rgermain@niaid.nih.gov)
for additional information about these positions.

To apply, submit your curriculum vitae, bibliography, and a detailed
statement of how your expertise can contribute to the success of the
PSIIM program, to Wanda Jackson at NIAID.DIR.Search@niaid.nih.gov.

In addition, three letters of reference must be sent directly from your
three referees to Dr. Robert Hohman, Chair, NIAID Search Committee, c/o
Wanda Jackson at NIAID.DIR.Search@niaid.nih.gov or 10 Center Drive,
MSC 1356, Building 10, Room 4A22, Bethesda, Maryland 20892-1356.
Email is preferred. Completed applications MUST be received by Friday,
May 23rd. Please refer to ad #019 for bioinformatics/biostatistics, #020
for proteomics, and #021 for genomics on all correspondence. Further
information regarding the DIR laboratories is available at: http://wwws3.
niaid.nih.gov/about/organization/dir/default.htm and information on
working at NIAID is available on our website at: http://healthresearch.

niaid.nih.gov

For more information about the NIAID systems biology program, please
visit http://www.nih.gov/catalyst/2006/06.09.01/page1.html

Department of Health and Human Services
National Institutes of Health
National Institute of Allergy and Infectious Diseases

>,',:§ Proud to be Equal Opportunity Employers
Hvaza



be In touch with science.

we provide the means. you the imagination.

Research Staff Positions at Institute for Infocomm Research (I°R)

I°R is Singapore's premier Information, Communications and Media (ICM) research institute. We are
currently located on a wooded ridge, amid tropical greenery, and overlooking the sea. I°R currently
employs over 300 researchers coming from many nationalities and working in diverse areas
including digital wireless, embedded systems, security, media and signal processing, networking,
data mining, speech and natural language processing, automated video analysis, radio systems and
fibre optics.

I°R provides a vibrant research environment with strong support for patenting and publications and
has close links with local and international universities and research institutes. Through industry
programs, I’R helps local companies in the industry to upgrade technologically. Please see our
website http://www.i2r.a-star.edu.sg for more information.

We are looking for PhD holders to join us in our Data Mining Department and Assistive ICM for
Health Monitoring & Rehabilitation (AIM) Programme. The positions are for up to three years and
may lead to a long-term position. Successful applicants will receive a competitive salary and a
comprehensive benefits package. They may also be provided with assistance for relocation.

The Data Mining Department in I°R, focuses on the effective mining of complex patterns from both
structured and unstructured data, as well as the innovative uses of such techniques to discover new
knowledge for a wide range of application domains. With a unique history of starting out as a
bioinformatics group more than a decade ago, the Department excels in cross-disciplinary data
mining research, and it is expanding its success in bioinformatics to other challenging domains such
as financial data analysis, business analytics, and social network mining.

The Assistive ICM for Health Monitoring & Rehabilitation (AIM) Programme aims to develop
Infocomm & media technologies for healthcare applications. The programme focuses on health
monitoring & rehabilitation, especially for chronic disease patients (for example, CVD, stroke) and
elderly. The programme explores systems and solutions for physiological and physical monitoring, as
well as for sensorimotor and cognition rehabilitation. The programme will also develop technologies
to enhance safety and independent living.

Interested applicants, please fill up the online application form in the career section of our website.
Look for the position with this reference number: GENOME 2008/01

Institute for

Infocomm Research
A*STAR



XX INTERNATIONAL CONGRESS

OF GENETICS, BERLIN, 2008

BERLIN, GERMANY, JULY 12 - 17, 2008
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GENETICS -

UNDERSTANDING
LIVING SYSTEMS

International Genetics Federation (IGF)
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Genetics reveals the structure, function
and evolution of living systems.

Genomics revolutionized genetic research. Now, complete annotated genome
sequences are available for the human, our closest relative, the chimpanzee, and
for many other model organisms. Multiple genomes have been compared and
scrutinized for past and ongoing processes of variation, adaptation and speciation.
Traces of the foregoing RNA world show it to be far more influential than previously
suspected. Comprehensive maps of genome variation and polymorphism paint a
rich picture of our population and evolutionary history and illustrate new strategies
that will explain genetic, epigenetic and environmental contributions to disease risk.
Transcriptomes comprehensively documenting gene expression and proteomic
data sets are being built into functional networks and systems. Bioinformatics and
modeling of genomic data attempt to predict and explain the functional architecture
of genomes across the diversity of organisms.

The Congress in Berlin will present the latest genetic and genomic insights in ten
plenary lectures and 54 concurrent symposia. 280 of the world’s most prominent
geneticists will speak.

For more information on the scientific program and associated activities, please visit:
http://www.geneticsberlin2008.com

Scientific Topics:

(selection)

> Aging and longevity > Human evolution

> Biodiversity > Human genetics and human disease
> Clocks and rhythms > Metagenomics

> Computational genetics and systems biology > Neurogenetics

» Development of multicellular organisms > RNA world

> Epigenetics and chromatin > Stem cells

» Evolutionary genomics, adaptation, speciation » Synthetic biology

Congress President: Congress Secretary General:

Rudi Balling (HZI Braunschweig, Germany) Alfred Nordheim (Tuebingen University, Germany)

Co-Chairs International Program Committee: Plenary Lecturers:
Charles Langley (UC Davis, USA) (confirmed)
Rudi Balling (HZI Braunschweig, Germany) Richard Axel
Elizabeth Blackburn
Honorary Presidents: Rudolf Jaenisch
Rudolf Jaenisch Eric Lander
Christiane Nusslein-Volhard Svante Paébo
Tomoko Ohta Phillip Sharp
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