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Next-gen sample QC is now hassle free.

FULLY AUTOMATED FRAGMENT ANALYZER™ DOES IT ALL.

Assesses quality and quantity (size and concentration)

Resolves fragments from 25 bp to 5,000 bp
Sizes fragments up to 20,000 bp for PacBio sequencers
Also analyzes gDNA and RNA

More 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
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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
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enNomics

é September 29 - October 1, 2014

HudsonAlpha Biotechnology Campus
Huntsville, AL USA

\| Connect with Experts in the Ground-Breaking Field of Immunogenomics \

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 treat disease, and the way we cultivate good health.

Reserve your spot now

Register today at immunogenomics.com

KEYNOTE SPEAKERS

Christophe Benoist Mary Ellen Conley Mark Davis
Harvard Medical School The Rockefaller University Stanford University School of Medicine

sponsored by

BAY CITY CAPITAL &3

Ge”apgys llumina SEQUENTA

presented by
SESEITE I science
INSTITUTE FOR BIOTECHNOLOGY
RVAAAS




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

THC laiis to detect Napsin A RNAscope ISH detects Napsin A
expression i lung adenccarcinoma FfNA molecules in the same specimen

Take the RNAscope challenge:

Are IHC antibodies giving you ambiguous results? RNAscope is
an RMA biomarker detection technology that delivers single
maolecule sensitivity with single cell resolution. Try RMAscope ISH
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

*ahane your poar antibody results and expenges wilh w=. We will provide you a credit af up to S500 USD towands your purchase of RNAscope products, and guarantee that Rt Ascope will

workl with any samples where BNA i3 present. Limit one promoetional credit per antibody.

For Malecular Bickgy Appdications {MBAY, not mtended for diagnosis, Refer to appropriate regulatons, ANAscope® is @ regestarad trademark of Advanced Cell Diagnostics, Inc,

Dock 32108403131 4/revh



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

e,

InddStridbstre ngth
Bioinformatics for the Biologist
Meet the system we designed just for you

Watch a short video to learn more:

The Maverix Analytic Platform was designed by biologists for life science researchers,
allowing you to directly analyze, visualize, explore and manage your own NGS data in a
easy-to-use system without the need for bicinformatics expertise or large-scale computing
infrastructure.

B K ] sge

Analyze with Get Started Fast Put Your Data in Collaborate and
Confidence using with the Maverix Context with the Share using the

the Maverix Analytic Platform. Maverix Analytic Maverix Analytic
Analytic Platform. Platform. Platform.

1,650,288 9277 e, maverizbio, com info@maverizbio com
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“EDNA Synthesis Kits

cDNA SYNTHESIS FOR NEXT GEN SEQUENCING

Hear about the latest In

single-cell RNA-seo 50D,

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

science!

Pushing the limits of sensitivity

The SMARTer Ultra Low Input BMA 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 cDMA directly from 1-1,000 intact cells and is compatible with both
llumina™ and lon Torrent sequencing platforms. The cDMA libraries generated with this kit
identify a greater number of genes, and have higher expression of GC-rich genes and

higher exon mapping.

[ Pa =
See more data at :
www.clontech.com/SMARTer-v3 O
or call 1.800.662.2566
Scan 1o find out more
Clontech Laboratories, Inc. * A Teksra Bic Company
ﬁ gr.;d Sllbrs.ﬁlnlndaw"‘ DJ]FDEB?EEEE--J-W Pacific- +1 50918708 = Bergpa: +X1 100, 7604 A58E = Japen: 431 |(477. 4370400
h L = ] d [ soed Pzt d= e M dal ul £
bC|Gn tech Clocasch: e Flrcnchfgn, SMARTe Uir. and haes BDGD, scarce] sew Vrsdumaks of Crtach Labaseaiv, b, ko 40d
the Takars lags ara Tedemarks of TREARA HOUDINGE, Kyain, Japen, AN cther macks ara the propery ul Ih ----- SEpEGYE oW
Caartain trasdmarks iy 1ot Sa ragisiaed in ol jensdichons. € 118 Cantach Labaratenes, e

www.clontech.com e us 513648
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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



Sequencing power for every scale.

HiSeq X™ Ten
Population
power.

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

HiSeq® 2500 T—W
Production _ gl
power, W ;

NextSeq™ 500

FPower and
efficiency for

arge-scale ;!;:g_e MiSeq®

genomics. Deskiop speed Focused _ .
and simplicity for power. MiSeqDx
whole-genome, W’ES'“_G'FJ s.'j.ea::i Focused
exome. and simplicity for Dx power.
transcriptome targeted and The first and
sequencing, small-genome only FDA-cleared
and more. sequencing. in vitro diagnostic

next-generation
sequencing system.

Find the right sequencer to fit your every need. ww ] | | I Iurﬁlnae=

2014 Bwming, Inc. All righls resaned,



Your
Genomic Research
Partner

Next-Generation Sequencing{NGS)
- Whaole Genome Sequencing
- Exome Sequencing
Targeted Sequencing
- Concer Panel Sequencing
- Transcriptome Analysis
Epigename Analysis
Capillary Sequencing
Microarray
Oligonucleotide Synthesis

Genetically Engineered Mouse

We decode the secrets of life.

WWW.MAaCrogen.com
dna.macrogen.com

macrogen

CLINICAL LAB



¢) SevenBridges

genomics

INTERACTIVE WEB-BASED

ANALYSIS TOOLS FOR
RNA-SEQ

up-reguiated in SkeletalMuscle up-reguiabed in Hrain Selecl Groups
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We used the Seven Bridges Platform to analyze RNA-Seq data from 16 different human tissues. Interactive visualiza-
tions enabled us to quickly identify 107 significantly up-regulated and 149 significantly down-regulated genes in the
skeletal muscle sample as compared to brain. Clicking on a datapoint of interest linked us directly to the transcript's
entry in the NCBI database to quickly discover what is known about its expression pattern and function.

Web-based analysis Advanced user interface

# Real-time integration with public databases; * Multiple views of the same data enable efficient
most up-to-date annotations transcript filtering and hypothesis generation

# Share analysis with collaborators, without ® Export views for presentations
duplicating files # Search for genes using multiple identifiers

Integrated analysis environment

® Preserves link from the final figure to the raw
data, including all computational methods used

www.sbgenomics.com




Well, that's what everyone thinks. Thanks to lon Torrent™
next-generation sequencing solutions, | can do plenty of
amazing things. Like analyze hundreds of relevant genes

from just 10 ng of DNA with minimal hands-on time, and find
meaningful variants in my research samples in under 24 hours.

Maybe there 15 a little magic to it after all.

Find out more at lifetechnologies.com/segmagic

For Research Us2 Only. Mol for usein dagnostic procedures (1% Thesmo Fisher Scientific Inc. AlL rights resered
Irednmarks zre the prapesty of Thenea Fesher Scientific and its subsidiaies unless otbermisa specified. CO29108 04614

technologies

A Thermo Fisher Scientific Brand



center for

Center for Systems
Biology Dresden

®
*an’ dresden

Postdoc Positions in
Bioinformatics and

Computational Biology

The Center far Systems Biology Dresden calls for applications
for several open postdoc positions in Bioinformatics and
Computational Biology within the prestigious

ELBE Postdoctoral
Fellowship Program.

We seek outstanding candidates with a degree in Bioinforma-
tics, Computational Biology or Computer nce and a strong
interest inworking in a multi-disciplinary environment on Coms-
parative and Evolutionary Genomics, Biological Sequence
Analysis, Bioimage Informatics or Network Biology.

The Center for Systems Biology Dresden focuses on develo-

tions in biology and to
center is a joint activity |

lar Cell Biology and Genetics (MPI-CEG) and the Max Planck
Institute of the Physics of Complex Systerms (MPI-FES) The
center 15 a highly interactive and collaborative workplace with
an international atmosphere where English is the working
language, and has a strong commitment to interdisciplinany
training and career davelopment. The centar provides
to cutting-edge computer infrastructure, ge
technology and wet lab facilities. Tha MPI
ded one of the “Best Places To Work for Pos

transform data into knowledge, The
he hax Planck Institute of Maolecu-

e Sagu

ELBE Fellowships are awarded on a competitive basis to out-
standing young researchers with a doctoral degree. To foster
collabhoration, fellows are usually affiliated with two hosting
aroups working in different disciplines

Drasdan was awarded "City of Scienca™ in 2008 and is one

of the leadir cientific centers in Europe with 3 Max Planck
and 13 other research institutes, and the Dresden Ity
of Technology as one of eleven Universities of Ex in

Germany. Dresden has half a million inhabitants and is
dered one of the most beautiful cities of Garmany, locataed 2
hours from Berlin and Prague

The Max Flanck Society is an equal opportunity employer:
handicapped individuals are strongly encouraged to apply. The
Center for Systems Biology, the MPI-CBG and the MPI-FES
aim to increase the number of women in scentific positions.
Fermale candidates are therefore particularly welcome.

Deadline for applications is September 5, 2014,
For details about the application procedure, please visit our
websita http/fmpg-sysbio.defindex.phptid=jobs

-
L .
« mpipks

CBG ‘

[
s Pack nsttine »
af Malecalar Cell Biolagy
and Ganatics -

L MAX-PLARCE-CESELLSCHAFT

systems biology

T T L L
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UKIL | Universits de Lausanne

THE FACULTY OF BIOLOGY AND MEDICINE OF THE
UNIVERSITY OF LAUSANNE, SWITZERLAND, INVITES
APPLICATIONS FOR THE POSITION OF:

TENURE-TRACK ASSISTANT
PROFESSOR

TO A LEVEL OF ASSOCIATE PROFESSOR
IN THE DOMAIN OF

ONCOGENETICS / ONCOGENOMICS

The appointed person shall be responsible for:

The candidates should:

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

Further infarmation 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/fapplication.

| le savair vivant |

Faculty of Biclogy and Medicine

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

Participate actively to the education in the field of
oncogenamics.

Have a PhD and/or an MD title.

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

Have a laboratory experience in the field of oncology
and genetics.

Have adequate 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.

Demonstrate ability to carry out interdisciplinary
collaborations.

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

i”_ Seeking to promote an equitable reprasentation of wemen and men

amang its staff, the University encourages applications from warmen.

T



Keystone Symposia 2015 Genomics

Precision Genome Engineering and Synthetic Biology
January 11-16, 2015 | Big Sky Resort | Big Sky, Montana | USA

Scientific Organizers: Philip D. Gregory, Jennifer A. Doudna and Ron Weiss

Building on published genome sequences from a range of arganisms, new enzymatic tools for the purposeful, precise modification

of these genomes in vivo are enabling researchers to interrogate the complexity of genetic variation and determine the cause or

consequence of mutations as never before. This meeting brings together scientists developing tools for precision genome engineering,
engineering cells with novel pathways and praperties, and creating whole synthetic genomes with potential for wholesale reengineering.

Session Topics:
= Editing and Control at Whole-Genome Scale: The Challenge « The Genome-Edited Cell as a Window
» Design Principles and Practice of Basic Parts to Large-5Scale Circuits ~ onto Biological Mechanism
= Beyond On-and-Off: Analog Circuits, Non-Transcriptional = Health 2025: On the Path to the Clinic
Regulation « Protein, Enzyme and Metabolic Engineering: “Tools and Fuels”
« Found in Translation: Disease Modeling in Cells and Animals = Earth 2025: The Edited Life Forms for a Better World

www.keystonesymposia.org/15A1
Deadlines: Discounted Abstract/Scholarship - Sep 22, 2014; Abstract - Oct 14, 2014; Discounted Registration — Nov 11, 2014

Genomic Instabilify and DNA Repair

Jjoint with the meeting on DNA Replication and Recombination
March 1-6, 2015 | Whistler Conference Center | Whistler, British Columbia | Canada
Scientific Organizers: Daniel Durocher, Jiri Lukas and Agata Smogorzewska

The meeting highlights the latest trends including how genomic technologies have revolutionized our view of genome integrity
and led to the discovery of new types of genome rearrangements whose mechanistic underpinnings remain largely unknown. The
unusually broad scope of the conference will bring together scientists operating at the leading edge of multiple disciplines ranging
from basic cefl biology to pre-clinical oncology.

Session Topics:

« Animal Models and Syndromes + Interface between Chromatin and Genome Maintenance
» Telomeres, Aging and Stem Cells = Genome Integrity in the Immune System

« Recombination Repair + DNA Repair Pathway Decisions

» Mitotic Progression and DMNA Damage « Transcription and Genome Integrity
www.keystonesympaosia.org/15X4

Deadlines: Discounted Abstract/Scholarship — Nov 5, 2014; Abstract — Dec 4, 2014; Discounted Registration - Jan 7, 2015

Epigenomics

Jjoint with the meeting on DNA Methylation

March 29-April 3, 2015 | Keystone Resort | Keystone, Colorado | USA

Scientific Organizers: Bing Ren and Daniel Zilberman

Empowered by recent technological advances in DNA sequencing technologies, epigenetic regulatory mechanisms have been
investigated in a growing number of organisms at increasingly high resolution and scope. The results are an explosion in new

genomic technologies, large-scale datasets and computational resources. This meeting is desighed to capture the recent progresses
in the field while bridging technological gaps, such as dataset availability, method adoption and data interpretation.

Session Topics:

= Genome-Wide DNA Methylation = Higher-Order Chromatin
+ Mucleosome Dynamics « Small RNA
= Functional Chromatin Domains = Long Noncoding RNA

» Chromatin Regulation of Development
Deadlines: Discounted Abstract/Scholarship - Dec 3, 2015; Abstract - Jan 8, 2015; Discounted Registration - Jan 29, 2015

CEYSTONE # SYMPOSIA

olecular and Cellular Biology
Accelerating Life Science Discovery
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