BLOW UP YOUR
GENOMICS WORKFLOW.

- Automate nucleic acid QC and get on with your life sciences.

If sample QC takes you more than two minutes, it's too manual. Fragment Analyzer™ takes the
job off your hands —streamlining lab operations and wiping out errors. Just pipette once and it
delivers truly reliable results via automated capillary electrophoresis.
No chips. No tapes. No compromises.

* Setup in seconds

* Get resolution down to 2 base pairs

+ Detection starts at 5 pg/uL
DITCH YOUR TIRED OLD WORKFLOW AT AATI-US.COM.

ANALYTICAL




Next-Generation Genome

Engineering Technologies &

L ]
Services
One-Step Stable Targeted Knockouts Gene Editing
Transfection & Transgenesis I \ Base-Pair Changes
< — Exon Exon Exon o
Knock-ins &Humanization Targeted Selection
Markers

With So Many Opportunities
What Are You Waiting For?

Footprint-Free™ NextGEN™ CRISPR
Gene Editing

XTN™TALEN Stable Transfection Kits &
piggyBac™ Transposon

Cell Line & Rodent Model Engineering Services

Your Next Discovery Awaits

E) [=] ¥ [m]

Transposagen  [a);

_I -844-GEN-EDIT . Better Models. Better Results.™
info@transposagenbio.com www.transposagenbio.com




@ affymetrix

eBloscience

Break free from qPCR

Find gene targets faster

Validating gene targets with qPCR is often slow and costly due to lengthy primer design,
experimental assay optimization, and sample processing time.

QuantiGene® Plex Assays validate gene targets faster:

» No RNA purification or reverse transcription is required
* Multiplex panels of up to 80 genes are functionally validated
* One QuantiGene Plex® plate provides as much information as 20 gPCR plates

Download “The 7 best reasons to break free from qPCR” at ebicscience com/breakfree

Biology for a better world.

MORTH AMERIC A 888,999 1371 w ELURCPE: +43 1 796 40 40-305 » JAPAN: +81 (013 6430 4020 = INQUIRIES: info@ebioscence.com

i mmeter, nc Al nghls s, Foe Bessarch Use iy, St o e in dugrosse o eapestic pooed s

eBioscience GeneChip USB
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ENOIMICS
6 September 29 - October 1, 2014

HudsonAlpha Biotechnology Campus
Huntsville, AL USA

-
\\ Connect with Experts in the Ground-Breaking Field of Inmunogenomics

The Immunogenomics 2014 Conference explores
the application of genomic technologies to better
understand the immune system. This innovative
research promises to revolutionize the way we
view, diagnose and freat disease, and the way we
cultivate good health.

Abstract

deadline:
July 18, 2014

Early booking
deadline:

August 1, 2014 A

Register today at immunogenomics.com

KEYNOTE SPEAKERS

%
Y

Christophe Benoiste
Harvard Medical School

Mary Ellen Conley
The Rockefeller University

sponsored by

BAY CITY CAPITAL &

Genap%ys

presented by

llumina

HUDSONALPHA

INSTITUTE FOR BIOTECHNOLOGY

i

iRepertoire, Inc.

Mark Davis
Stanford University School of Medicine
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BIGFOOT _
OR BACKPACKER?

Don't let ambiguous images lead you
to the wrong conclusions. Get definitive
results with RNAscope® technology.

THC fails fo detect Napsin A RNAscope ISH detects Napsin A
expression in lung adenocarcinoma RNA malecwlas in fhe same specimen

Take the RNAscope challenge:

Are |HC antibodies giving you ambiguous results? RNAscope is
an RMNA biomarker detection technology that delivers single
molecule sensitivity with single cell reselution. Try RNAscope I1SH
and we'll credit your antibody expenses towards your purchase.
We guarantee that RNAscope assay will work with your samples.*

Learn more at acdbio.com/RNAscopechallenge

Advanced Cell Diagnostics

“Shara your poor antibody results and expanses with s Wa will provide you a credit of up o $500 USD fowards your puerchase of RNAscope products, and guarantes that RNAscope will

work with amy samples whera RNA is presant. Limit one promational credit per antibody,

For Molecular Biolagy Applications [MBA), not ntended for dizgnosis. Refer to apperopriste regulations. RNAscope® s & registered trademark of Advanced Cell Diesgnostics, Inc.

Doci 32 10840313 1d4/mnh,



SCIENTIFIC

CONFERENCES

2014-2015

Presenting the most significant research on cancer etiology, prevention, diagnosis, and treatment

Marsha Rivkin Center for Ovarian

Cancer Research-AACR 10th Biennial

Ovarian Cancer Research Symposium
Co-Chairpersons: Kathleen Cho, Sandra Orsulic,
Mary L. “Nora" Disis, and Saul E. Rivkin
September 8-9, 2014

Seattle, WA

Targeting PI3K-mTOR Networks in Cancer
Co-Chairpersons: Lewis C. Cantley, Jose Baselga,
Jdoan 5. Brugge, Brendan D. Manning,

and Malte Peters

September 14-17, 2014

Philadelphia, PA

Hematologic Malignancies:

Translating Discoveries to Novel Therapies
Chairperson: Kenneth C. Anderson
Co-Chairpersons: Scott Armstrong

and Riccarde Dalla-Favera

September 20-23, 2014

Philadelphia, PA

Advances in Melanoma: From Biology to Therapy
Co-Chairpersons: Suzanne L. Topalian,

Keith T. Flaherty, and Levi A. Garraway,
September 20-23, 2014

Philadelphia, PA

13th Annual International Conference

on Frontiers in Cancer Prevention Research
Program Committee Chairperson:

Fhillip A. Dennis

September 28-October 1, 2014

MNew Orleans, LA

Seventh AACR Conference on the Science of Can-
cer Health Disparities in Racial/Ethnic Minorities
and Medically Underserved

Co-Chairpersons: Ethan Dmitrovsky, Rick A. Kit-
tles, Electra D. Faskett, and Victoria L. Seewaldlt
Movember 9-12, 2014

San Antonio, TX

MK

American Association
for Cancer Research

EORTC-NCI-AACR International Symposium on
Molecular Targets and Cancer Therapeutics
Scientific Committee Co-Chairpersons:
Jean-Charles Soria, Lee J, Helman,

and Jeffrey A, Engelman

MNovember 18-21, 2014

Barcelona, Spain

Tumer Immunology and Immunotherapy:

A New Chapter

Co-Chairpersons: Robert H. Vonderheide,
Nina Bhardwaj, Stanley Riddell,

and Cynthia L. Sears

December 1-4, 2014

Orlando, FL

San Antonio Breast Cancer Symposium
Co-Directors: Carlos L. Arfeaga,

Ismail Jatai, and C. Kent Osborne
December 9-13, 2014 # San Antonio, TX

Myc: From Biology to Therapy
Co-Chairpersons: James E. Bradner,
Martin Eilers, Dean W. Felsher,

and Carla Grandori

January 7-10, 2015 = La Jolla, CA

Translation of the Cancer Genome
February 7-9, 2015

Co-Chairpersons: William Hahn,
Lynda Chin, and William Sellers

Computational and Systems Biology of Cancer
February 9-11, 2015

Co-Chairpersons: Andrea Califano,

Brenda Andrews, and Peter Jackson

The Fairmont, San Francisca, CA

AACR-Society of Nuclear Medicine and

Molecular Imaging Joint Conference: Molecular
Imaging in Cancer Biology and Therapy
Co-Chairpersans: Carolyn J. Anderson,
Christopher H. Contag, and David Piwnica-Worms
February 11-14, 2015 # San Diego, CA

www.AACR.org/Conferences2014




. Maverix

Dominate the o
NGS Data Wave with - o Y
Maverix Analytic Platform ‘ =

Watch a short video to learn more:

With the Maverix Analytic Platform, you can take control of your NGS data analysis. Upload
your FASTQ files directly in your web browser, configure and launch an analysis in less than
5 minutes. Visualize and discover the biclogy using the integrated UCSC genome browser.

@ & §

Upload. Configure. Launch. Discover.
Directly in your Start an analysis Monitor real-time Visualize your results in ~24 hours.
web browser in less than progress

5 min.

1,850,388, 9277 wwwy, maverixhio, com info@maverixbic, com
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Hear about the latest In

single-cell RNA-seg

Introducing the SMARTer” Ultra™ Low Input RNA Kit for Sequencing - v3

Pushing the limits of sensitivity

The SMARTer Ultra Low Input RMA Kit for Sequencing - v3 was created in response to both
our internal research and data from external laboratories that highlighted the need for a more
sensitive, simpler single-cell and ultra-low input RNA kit for transcriptome analysis. This kit
generates full-length cDNA directly from 1-1,000 intact cells and is compatible with both
lllumina® and lon Torrent sequencing platforms. The cDNA libraries generated with this kit
identify a greater number of genes, and have higher exprassion of GC-rich genes and

higher exon mapping.

See more data at
www.clontech.com/SMARTer-v3 =]
or call 1.800.662.2566

Scan to find out mare

Clontech Laboratores, e, * & Tekars Bio Company
ﬁ Unitad States'Canada: +1. 5000523, 2558 » Asa Pacibe: +155089 7 T30 # Bunoge 3315113904 5330 # Japan <51.0077 S 1247
Clon tech Far Pl sskaich Ui Dinky, e o e iy dabgrvaslie of U nigetic procachires, W) ke dicksbe, I1urires s Wi vk of i, i
& Clersach®, the Costech loga, SM&ATer, Uke, ard thai's G000 sowsce’ ere sredemarks of Ooniech Leboraioras, l=a Takere end

tha Takars lega ara radamarks of TAKARE HOLDSNES, Kyonz, Japan AN sthar maris are the grapamy of fhar raspactive (vers
Contain Irindieruarkes misy st Be ragiatired is al juriadictisns & 3014 Chstiach Lisber atovies, Ine

www. clontech.com 07405 Gamas




FOCUS ON
GENOMICS
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NEXT GENERATION SEQUENCING
& BIOINFORMATICS SOLUTIONS

Comprehensive Service Suite Specialized Solutions

® Whole Genome Sequencing * TargetGxOne™ Custom Gene Panels

® Exome Sequencing
* RNA-seq
e ChlP-seq

e Library Preparation

& GENEWIZ’

Solid science. Superior service.

®* OncoGxOne™ Discovery Cancer Panels
* Adventitious Agent Contamination Testing
* 16S MetaVx™ Sequencing

® Express NGS™

FOR MORE INFORMATION CONTACT:
GENEWIZ Project Management * 908-222-0711 * PM@genewiz.com
www.genewiz.com




WANT TO
Tnderested in make the most Laoh'.wj {o
DNA METHYLATION & OUT OF YOUR UNLOCK

RNA- FFPE  cenomic
SEQ? TUMOR DATA?

& NORMAL SAMPLES?

YES, ABSOLUTELY
please

INDEED

researchers the power fo lop e wealth of geno ata locked = Q
developed by EA | Guintiles using lllumina’s RNA Access method. Unleash the pewer of your research with;

- Cpc'img —I?-mjcﬂl]:*{'am& ENﬂ--j&fl .&vm.ﬂwljig
- Genome-wide DNA Methuylation Tnterosation.

DEVELOP A BETTER UNDERSTANDING OF CANCER BIOLOGY,
ONE GENE AT A TIME. APPLY TODAY.

a8 O QUINTILES




www.macrogen.com

Opening of

$ 1 OOO Genome Era

by Macrogen

New Genome Analysis Technologies
Can Change Your Future.

~ ’
; Macrogen Inc. ’ Macrogen Clinical Laboratory

MACRO GEN
: _ } 10F, 254 Beotkkot-ro Geumcheon-gu, ; 11330 Piccard Drive, Suite 205,

Seoul, Rep. of Korea cumicalLae - Hockville, MD 20850 U.S.A.




NxSeq” 2-8 kb Mate Pair Kit

CLOSE YOUR GENOME

with True Mate Pair Libraries

Percenta ge of
TRUE MATE PAIRS
r’/”._ﬂ.\\.
> ' >90% |
L
ralEe
_"‘1‘.{ 10% |
|
Revolutionary Conventional
NxSeq 2-8 kb Methods

Mate Pair

e Larger N50
@ Longer Scaffolds

e User-defined
inserts up to 8 kb

Learn more >
lucigen.com/matepair

2
Lucigenr
Simplifying Genomics

lucigen.com



Manipulating the;

Mouse Embryo

A Laboratory Manual, Fourth Edition

By Richard Behringer, Unfversity of Texas, M.D. Anderson Cancer Center, Marina Gertsenstein,
Toronte Centre for Phenogenomics, Transgenic Core, Kristina Vintersten Nagy, Samwel Lunenfeld Research
Tnstituee, Mowne Sinat Hospital, Tovonto, and Andras Nagy, Samuel Lunenfeld Research Institute,

Meent Sinai Hospival, Taronto

his fourth edition of “The Mouse Manual” is once again the definitive reference source

on mouse development, transgenesis techniques, and molecular biology. Its preeminent
authors Richard Behringer, Marina Gertsenstein, Kristina Nagy, and Andras Nagy have
reorganized and updated this edition to include new information and protocols on:

* generation of induced pluri[}::tcnt stem cells

* RNA microinjections

* lentiviral microinjections and infection

Manipulating the
Mouse Embryo e

* assisted reproduction techniques for sperm and embrypo cryopreservation

* isolation, generation, and transplantation of spermatogonial stem cell lines

* in utcro rlc‘.crmpnmrinn of gene Constructs Into ]_'rostim]:r]ant:ation rmbr}'ﬂs

* yvibratome sectioning of live and fixed dissues for imaging thick tissue sections

* whole-mount fluorescent staining methods for three-dimensional visualization

Recombinant DNA techniques and methods for studies of mouse embryonic development have been updated from previous
editions, as has the wealth of information on mouse laboratory strains, mouse housing and breeding, surgical procedures,
assisted reproduction, handling of embryos, and micromanipulation setups. The first edition of this classic work appeared
more than 20 years ago, with authors thar included Brigid Hogan, Rosa Beddington, Frank Costantini, and Elizabeth Lacy.
The field's technological sophistication has grown exponentially but the manual remains the essential practical and

theoretical guide for all students, lab technicians, and investigators who work with mice.

2013, 814 pp., illus. (42 4C, 134 BW), index

Hardcover $240
Fapr:rhack 5165

ISBN 978-1-936113-00-2
ISBN 978-1-936113-01-9

Contents

Preface
Chapter 1 Genetics and Embryology of the
Mouse: Past, Present, and Fumire
Chapter 2 Summary of Mowse Development
Chapter 3 A Mouse Colony for the Production
of Transgenic and Chimeric Animals
Chapter 4 Recovery and In Vicro Culoure of
Preimplantarion Embryos
(_;|1:|pt|:r 3 lIsolation, Culoure, and
Manipulation of Postimplantation
Embryos
Chapter & Surgical Procedures
Chapter 7 Production of Transgenic Mice by
Pronuclear Microinjection
Chapter 8 Embryo-Derived Stem Cell Lines
Chaprer 9 Germline-Comperent Stem Cells
Derived from Adule Mice

Chapter 10 Vector Designs for Pluriporent
Stem Cell-Based Transgenesis and
Genome Alterations

Chaprer 11 Introduction of Foreign DNA into
Embryonic Srem Cells

Chapter 12 Production of Chimeras

Chapter 13 Genotyping

Chapter 14 Parthenogenesis, Pronuclear
Transfer, and Mouse Cloning

Chapter 15 Assisted Reproduction: Ovary
Teansplantation, [n Vieo
Fertilization, Artificial
Insemination, and Intracyroplasmic
Sperm [njection

&=
www.cshlpress.org

Chapter 16 Cryopreservation, Rederivation,
and Transport of Mouse Strains

Chaprer 17 Techniques for Visualizing Gene
Products, Cells, Tissues, and
Organ Systems

Chapter 18 Serting Up & Micromanipulation
Laboratory

Appendices:

Buffers and Solutions

WO Resources

General Safery and Hazardous

Marerial Information

[ndex




Sequencing power for every scale.

HiSeq X" Ten
Population
power.

$1000 human
genome and
extreme
throughput for
population-scale
sequencing.

HiSeq® 2500

Production
power.

Power and
efficiency for

NextSeq™ 500

large-scale :—;:f;l}:-e MiSeq®

genomics, Speed and Focused ] o
simplicity for power. MiSeqDx
whole-genome, S.FJEE.G .and Focused
exome, and simplicity for Dx power.
O e targeted and The firal dad
sequencing. SiTali-genorre only FDA-cleared

sequencing. in vitro diagnostic

next-generation
sequencing system.

Find the right sequencer to fit your every need. ' omy : I IU mil na’

na, Inc. Al righls rasss

WED.



—aSy exome
sequencing

Introducing the new lon AmpliSeq™ Exome RDY Kit
for the lon Proton™ System

MNow, more research laboratories can adopt the power of exome
sequencing. ldentify relevant variants in rare and complex disorders
faster—with increased throughput, high accuracy, and the simplest
workflow from sample preparation to data analysis.

¢ Simplify your exome enrichment
* Sequence exomes in your lab
* Easily identify relevant variants

lon Torrent”

Learn more about exome sequencing at
lifetechnologies.com/ionexomerdy "

technologies

-5 CGI!EE% 0514 A Thermo Fisher Scientific Brand

A

For Research W= Only. Mot for use in diagnstic procedures. < 2006 T




Center for Systems center for
systems biology

Biology Dresden  *.+® | dresden

The Center for Systems Biology in Dresden is a joint initia-
tive of the MPI-PES (Max Planck Institute for the Physics of
Complex Systems) and the MFPI-CBG (Max Planck Instriute
of Molecular Cell Biology and Geneticsl. The core of the
center 15 focused on computaticnal biclogy and theoretica
biophysics primarily directed towards questions within cel
and developmental biclegy in tight synchrony and interac
tion with the vanous experimental groups of the MPI-CBG
We are looking for strong candidates who would like o
apply for third party funds in order to set up an

Independent
Research Group

at aur Center for Systems Biclogy at Dresden (C5BD).
q internati-
onal r rd in one or several of the research
fields that are relevant to the mission of the centar, which
are: computational biology, biophysics, bicinformatics,
OENOMIC 1id Image an 5. To be considered, candida-
tes must a) ."::'-ZT.‘%f‘-,‘ e &gty criteria of the rr*.:-':r.i':.“.T Ve
funding programs, (b} have received their PhD in a com

putational ar theoretically arientad discipline, and [c) have

candidates will receive mentaring and full support of the
MFI-CBG & MPI-PES to apply for independent group fun-
aing.

The new research groups will be housed in the new CSBD

building currently being built alongside the main building of

the MPI-CBG, For further information, please see wanw
o

mpa-sysoie.de, www.mpi-chg.de and www pks. mpg.de

¥

cations should contain: (@) 8 motivation letter by the
ant, (b} a CV and publication list, () & description of
nd future research activities, (d) funding history to
date. Flease arrange for three recommendation letters 1o
be sent directly befare the deadline. Women are particu-
larly welcome as candidates. The same applies to disabled
people. Dual career applications will be considered

Flease sea
http:fmpa-syshio.defindex. phpfid=jobs

for haw to apply. Clasing date is 01.08.2014

. '.
e mpipks
CBG K
[ ]
M Flanch mtRute ™
of Molecular Cell Siology
madl Gantice >
L] MAN-FLARCK-CESELLECHAFT

; | le savoir vivant |

UMIL | Universitd e Lavsanng

Faculty of Biology and Medicine
THE FACULTY OF BIOLOGY AND MEDICINE OF THE
UNIVERSITY OF LAUSANNE, SWITZERLAND, INVITES
APPLICATIONS FOR THE POSITION OF:

e — e

TENURE-TRACK ASSISTANT
PROFESSOR
TO A LEVEL OF ASSOCIATE PROFESSOR
IN THE DOMAIN OF
ONCOGENETICS / ONCOGENOMICS
The appointed person shall be responsible for:

* Lead fundamental, translational and applied research
in the field of oncogenetics /oncogenomics. The
research should be of high level and subsidised by
independent organisms.

* Participate actively to the education in the field of
oncogenomics.

The candidates should:
* Have a PhD and/or an MD title.

*  ForaMD, have a FMH (Swiss Medical Association) title
in oncology and/or in genetics, or equivalent.

* Have alaboratory experience in the field of oncology
and genetics.

* Have adeguate teaching capacities for performing
pre-graduate, post-graduate and continuous education.

* Be able to lead an independent research programme
competitively supported by external peer-reviewed
funding.

* Demaonstrate ability to carry out interdisciplinary
collaborations.

= Have strong communication skills and a good
knowledge of French or be able to acquire it quickly.

The job description is available on the Internet site
http:/fwww.unil.ch/fbm/page64812.html.

Further information may be obtained from Prof. Michielin
{Olivier.Michielin@unil.ch), chairman of the search committee,

The applications, in English, will include the curriculum
vitae, the list of publications with a copy of the five
most significant ones, a brief statement of the research
programme and teaching experience and a copy of
diplomas. They should be sent by September 1%, 2014 to :
www.unil.chfiafbm/application. :

]

ssmmmam

B

Seeking to promote an equitable representation of women and men
armong its staff, the University encourages applications fram women. 2



The 9th International Conference on Genomics
&
The 3rd Shenzhen International Biotechnology
Innovation Forum & Expo

[ e PR e
Shenzhen Con

nibition Center, Shenzhen, China | September 9-12, 2014

www.icg9-sibife.org

In 2014, The 9th International Conference on Genomics (ICG-9) will be co-located with the 3rd Shenzhen International
Biotechnology Innovation Forum & Expo (SIBIFE-3). The joint events will together make up one of the world's most influential
and fruitful annual conferences for the genomics community and life science industry. We expect to attract more than 1,000
participants from China and the globe for this exciting joint event and provide a platform to discuss recent advances and

gstablish new collaborations,

Register Now and Save More!

Advanced Registration

Discount Ends on July 23, 2014.

Reasons to Register Today:

Access all joint conferences and exhibition for one price

Meet top genomics luminaries and industry leaders

Metwork with 1000+ global attendees

Hear 100+ scientific and industry presentations

Access to One to One Partnering System

View the innovative technologies of 100+ companies in the expansive exhibit hall

Join free site tour to BGI Headquarter, China Mational Genebank and Shenzhen International
Bio Bay

Highly Influential Speakers:

Sydney Brenner (MNobel Laureate in Physiology or Medicine 2002), Crick-lacobs Center, USA
Stephen O'Brien (Academician of American Academy of Arts and Sciences), Saint Petersburg
State University, Russia

Colin Collins, Vancouver Prostate Center, Canada

Laurie Goodman, GigaScience, LK

Tom Gilbert, Matural History Museum of Denmark, Denmark

Sir David Lane, 4*5TAR, Singapore

Jonathan Flint, Liniversity of Ouford, LIK

Harris A. Lewin, University of California, USA

Rebecca Lawrence, F1000 Research, UK

Howard-Yana Shapiro, Mars Incorporated, USA

Jun Wang, BGI, China

Kun Xia, Central South Uiniversity, China

Huanming Yang (Chair), BGL China

CALL FOR SPONSORS & EXHIBITORS!
Book Exhibit Space before June 20, 2014 to Enjoy a

Spedial Discount!

Contact Us

For Conference Inquiry

Ms Qiuyi Huang

E-mail: bgi-event@service.genomics.cn
Tel: +856 755 22325463

Ms Yinggi Xiong
E-mail: xiongyinggi@genamics.cn
Tel: +B6 755 22325463

Organized by:

ey Giear SR ERERE
2 SAlnce (I

For Sponsorship, Exhibition & Advertisement

Supported by:

Shenzhen Municipal Pet

Co-located Event

2014 China (Shenzhen)
Biotech Leaders Summit

2014 China (Shenzhen)
International Healthcare Expo

Sessions:

ICG-9

Ancient and Extinct Genomes
Evolution and Biodiversity

Clinical Transomics

Complex Diseases

Orphan Crops

Bininformatics and Big Data Solutions
Publishing and Data Accessibility
Global Initiative on Biobanking

Innovation Forum

Partnership and Investment

How Do We Create a Stable Biological Data
Infrastructure?

International Bio Bay Infrastructure
Personalized Healthcare

Future of BT and IT

Important Dates
Advanced Registration Deadline: July 23, 2014
Abstract Submission Deadline: August 25, 2014

>> Conference APP
search “ICG”

2rnment

wdustry Alliance
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