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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

MNo chips. No tapes. No compromises.
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More at AATI-US.COM ANALYTICAL
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« Rapid detection in minutes
« Single molecule sensitivity
« Little or no hardware requirements O_?L

« Easy to use, stable lyophilised reagents

‘ TwistAmp® exo RT

Real-time fluorescent RNA detection

Using TwistDx's RPA technology,
the exo RT kit is recommended for
detecting RNA targets with a
proprietary fluorescent TwistAmp®
exo probe in a one-step process.

TwistDx



@ affymetrix

eBioscience

Imagine if you could detect RNA
and protein in millions of single cells
Enter a new dimension of single-cell analysis

Detect RNA and protein simultaneously by flow cytometry to:

= See gene expression heterogeneity at the single-cell level
= Compare RNA and protein in the same cell

= Evaluate viral RNA within infected cells

= Detect non-coding RNA in cell subsets

= Analyze mRMNA expression levels when antibody selection is limited
e+l Cownload your copy of the PrimeFlow™ RNA Assay Validation White Paper
VTTELEE  at wiww.ebioscience. com/primeflow-white-paper-genres

Biology for a better world.

MORTH AMERICA: B88.999.1371 » EUROPE: 443 1 796 40 40-305 = JARAN: 481 (0)3 6430 4020 = INQUIRIES: info@ebioscience.com

A Mymatric, Inc. Al ights resenwed. For Ressanch Usa Only Kot for wsein diagnostic or theraparic promdurs.

eBioscience GeneChip USB



American Association
for Cancer Research

Cancer Discoveries PENNSYLVANIA CONVENTION CENTER

Join us in Philadelphia
for the most comprehensive

cancer research meeting in the world...
the AACR Annual Meeting 2015!

Connect with the international cancer research community to foster new collaborations, learn about
cutting-edge advances, and obtain feedback on your research.

This must-attend meeting covers every aspect of cancer - from epidemiology, molecular biology, and
clinical studies to prevention, survivorship, and patient advocacy.

Register Today to Reserve Your Spot!

Become a Member!
Join the AACR and receive a discount on registration.

We look forward to welcoming you
to our hometown of Philadelphia, PA!

APRIL 18-22, 2015

PHILADELPHIA, PA

WWW.AACR.ORG
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Well, that's what everyone thinks. Thanks to lon Torrent™
next-generation sequencing solutions, | can do plenty of amazing
things. Like get human gene expression research data for more

than 20,000 genes simultaneously using just 10 ng of FFPE RNA,

and use straightforward analysis tools to go from sample to gene
guantitation in under 2 days. Maybe there’s a little magic to it after all.

Find out more at
lifetechnologies.com/ampliseqtranscriptome
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Join Keystone Symposia’
for the 2015 conference on:

Epigenomics

joint meeting with: DNA Methylation CONFIRMED SPEAKERS
(as of January 7, 2015):

March 29—April 3; 2015 Adrian P. Bird*

Keystone Resort oo
Keystone, Colorado, USA win it
Mitchell Guttman
Scientific Organizers: Bing Ren and Daniel Zilberman Edith Heard
Steven Henikoff
Empowered by recent technological advances in DNA sequencing technologies, epigenetic Steven E.Jacobsen

regulatory mechanisms have been investigated in a growing number of organisms at Manolis Kellis

increasingly high resolution and scope. The results are an explosion in new genomic lason Lieb
technologies, large-scale datasets and computational resources. Epigenomics is still a young Haifan Lin

and growing field, and there are many challenges to investigators working on specific model Alexander Meissner
organisms or diseases who want to adopt this approach. This meeting is designed to capture Barbara J. Meyer

the recent progress in the field while bridging technological gaps, such as dataset availability, Amy E. Pasquinelli
method adoption and data interpretation. Craig 5. Pikaard

B. Franklin Pugh
Session Topics: Bing Ren
« Genome-Wide DNA Methylation | & 11 (Joint) John L. Rinn
+ Nucleosome Dynamics Dirk Schiibeler
- Functional Chromatin Domains John A. Stamatoyannopoulos
« Chromatin Regulation of Development Bas van Steensel
» Higher-Order Chromatin Ting Wang

lestyn Whitehouse
N NA Joanna Wysocka
« Long Noncoding RNA

FengYue
Daniel Zilberman

*Keynote speaker

KEYSTONE # SYMPOSIA

on Molecular and Cellular Biology

To see the full program and for additional details, _ — _
visit www.keystune&ympusi a.org/15Z2. Accelerating Life Science Discovery




NACROBGEN

Advancing through Genomics

Next-Generation Sequencing(NGS)

Whole genome Sequencing (Hiseq X Ten)
Exome Sequencing

Trageted Sequencing

Long Read Sequencing

Transcriptome Analysis, small BNA
Epigenomics

@gen.com / ngs@macrogen.com

Website.
dna.macrogen.com

Looking for
A Genomic Research
Partner?

Bio Informatics

Assembly / Mapping
Variant (SMP / Indel) calling
CMY & Breakpoints
Expression Profiles

DEGs / miRMA

Enrichment Profiles

Gene Annotation

Capillary Sequencing
Microarray
Oligonucleotide Synthesis

Genetically Engineered Mouse
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LIBRARY PREPARATION FOR NEXT GEN SEQUENCING

High-performing library prep
from 10 ng—1 pg total RNA

SMARTer® Stranded Total RNA-seq kits and rRNA-removal solutions

SMARTer Stranded technology incorporates random-primed cDMNA synthesis and lllumina® library
preparation into a single protocol, providing high-quality sequencing libraries in under 5 hours. This
technology preserves strand-of-origin information in a dUTP-independent manner and adds lllumina
adapters using a ligation-free method. The resulting sequencing libraries provide data for both coding
and non-coding RMNA.

For 10-100 ng of total RNA, RiboGone™ - Mammalian ribosomal RNA (rRNA) removal kits work
seamlessly with SMARTer Stranded RNA-Seq Kits to reduce the amount of rRNA reads to <5%.

For 100 ng-1 pg of RNA, rBNA-removal is integrated directly into the SMARTer Stranded Total RNA

Sample Prep Kit - Hl Mammalian. Both of these kits deliver the same excellent data found in all
SMARTer kits for RNA-seq.

See more data at
www.clontech.com/totalRNA-seq
or call 1.800.662.2566

Scan to find out morms

P Clontech Laboratories, Inc. = & Takara Bis Campany
ClDﬁtECh United Stotas/Canada: +1 5L BEZ.16£E » Asia Pacific: +1,E503 157300 » Eurcpe: 433 (00,2504 B0 » Jupan: 481 07T, EAL T2
b Far Russarch Usa Only. Mot for use in disgnestic o tharapetic procsdures. Not for rasak. [limina is @ ragistered radsnark af lluning,
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theTakara laga ars radanarks of TAKARA HOLDINGS, Kyato, Japan. &l athar narks are the property of thair raspactive ewners. Cartain
dumarks nay sot b regiskared in al jurisdictions. & 2014 Clnbach Labarataries, Inc.
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www.personalis.com/cancerpanel

Personalis @ AACR 2015 | Booth 2156

Introducing the NEW

ncer Panel for DNA and RNA

”:I_”_'l sonalis .-- I_ I _l ended 3 ancer _':;: ne
The Most Complete and Accurate Solutions for Tumor Profiling

Designed to support both discovery research and clinical trials, the A2

S 1300+

cancer genes

0 Coverage of 1,300+ cancer genes
DMA and RMA from a s
yrmal and tumor-only studies

0 High accuracy somatic variant (DMNA) and fusion event (RMA) calling

www.personalis.com/cancer

@ Personalis

+1 B55-GENOME4 (436-6634)
+1 650-752-1300 (outside U.S.)



Reduce your

NGS Sequencmg

Accel-NGS™ 2S DNA Library kit for lllumina® Platforms

= Broad Input range: 10 pg to 1 pg. PCR-free librarles from 10 ng
= Exceptional coverage of AT-rich & GC-rich sequences

= Superior library complexity

= Tremendously efficient adapter technology

@ ACCEI.' NGS www.swiftbiosci.com
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Soar Above. Dis

cover More.
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