JUST RIGRT.
WHETHER YOU RUN 24, 240 OR EVEN 2,400 SAMPLES A DAY,
FRAGMENT ANALYZER™ IS JUST RIGHT.

Qualify and quantify nucleic acids for ANY throughput.
Streamline sample analysis for ANY application.
NGS QC RNA QC gDNA SSRs

‘/Alaaw:f.al More at AATI-US.COM




Expand Your

Eplgenetlcs

Accel-NGS® Viethyl-Seq Library Kit for lllumina® Platforms

= Simple 2 hour protocol
= DNA inputs from 100 pg to 100 ng
== | ow bias library preparation

= Compatible with WGBS, RRBS, and other enrichment methods

‘E ACCEI_—NGS® www.swiftbiosci.com

Soar Above. Discover More.

© 2015, Swift Biosciences, Inc. The Swift logo is a
trademark and the Accel-NGS logo and Accel-NGS

are registered trademarks of Swift Biosciences. llumina
is a registered trademark of lllumina, Inc. 08/15, 15-0386



iontorrent

In 2011, lon AmpliSeq" technology enabled targeted sequencing
from 10 ng of DNA or less. And the world responded.

In just four years we’ve designed over 25,000 custom panels for researchers around the world.
With 10 ng of DNA or less, you can easily target sets of genes, and make sequencing a success
for even old or degraded FFPE samples. Now that’s an idea worth spreading.

AmpliSeq it. Because every sample matters. ThermoFisher

Get more from your samples at thermofisher.com/ampliseq SCIENTIFIC

For Research Use Only. Not for use in diagnostic procedures. © 2015 Thermo Fisher Scientific Inc. All rights reserved.
All trademarks are the property of Thermo Fisher Scientific and its subsidiaries unless otherwise specified. CO124368 0515




Humanizing Genomics

macrogen

Next-Generation Sequencing(NGS)

Whole genome Sequencing (Hiseq X Ten)
Exome Sequencing

Targeted Sequencing

Long Read Sequencing

Transcriptome Analysis, small RNA
Epigenomics

rogen.com / ngs@macrogen.com

Website.
dna.macrogen.com

e

Looking for
A Genomic Research
Partner?

Bio Informatics

Assembly / Mapping
Variant (SNP / Indel) calling
CNV & Breakpoints
Expression Profiles

DEGs / miRNA

Enrichment Profiles

Gene Annotation

Capillary Sequencing
Microarray
Oligonucleotide Synthesis

Genetically Engineered Mouse




iontorrent
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The new lon S5™ System.
Targeted sequencing has
never been simpler.

Simple library prep tools, cartridge-based reage
automated data analysis have reduced DNA-to-dg
hands-on time to less than 45 minutes. So you'll s
less time doing routine molecular biology, and mor
time informing time-sensitive decisions.

As little as 1 ng low-quality DNA
sample input for library prep

[j] Less than 15 minutes of

sequencing setup time

%]% Fastest run time of any

benchtop sequencer

Watch the lon S5 System in action at ThermO FiSher
SCIENTIFIC

For Research Use Only. Not for use in diagnostic procedures. © 2015 Thermo Fisher Scientific Inc. All rights reserved. All trademarks
are the property of Thermo Fisher Scientific and its subsidiaries unless otherwise specified. CO019129 1015




LIBRARY PREP FOR NEXT-GEN SEQUENCING

A SMARTer”®, Highly Sensitive Tool

for Library Prep from Picogram
Inputs of Total RNA

SMARTer Stranded Total RNA-Seq Kit - Pico Input Mammalian

Our complete solution, from start to finish

Robust RNA-seq library construction from very low amounts of starting material is
challenging, especially with FFPE and laser capture microscopy samples. Our newest
release, the SMARTer Stranded Total RNA-Seq Kit - Pico Input Mammalian, excels
with input amounts as low as 250 pg of total mammalian RNA. Improve your NGS
library prep from picogram amounts of total RNA with a novel, sensitive, and ligation-
free kit that generates stranded, lllumina®-ready libraries in 5 hours.

To get started, visit
www.clontech.com/total-RNAseg-pico

Scan to find out more

ﬁ Clontech Laboratories, Inc. ® ATakara Bio Company
a a a C | O n tec h United States/Canada: +1.800.662.2566 * Asia Pacific: +1.650.919.7300 * Europe: +33.(0)1.3904.6880 * Japan: +81.(0)77.543.7247
M For Research Use Only. Not for use in diagnostic or therapeutic procedures. Not for resale. lllumina is a trademark of lllumina, Inc.
Takara and the Takara logo are trademarks of TAKARA HOLDINGS, Kyoto, Japan. Clontech, the Clontech logo, SMARTer, and that's GOOD

science! are trademarks of Clontech Laboratories, Inc. All other marks are the property of their respective owners. Certain trademarks
may not be registered in all jurisdictions. © 2015 Clontech Laboratories, Inc.

www.clontech.com 0915 Us (633648)



Custom
Reports

Accuracy Ext?znded Panel,
xomes,

and Transcriptomes

Clinical
Trials

Validated

Sslaichls Research

Enhanced
NGS Sequencing

Comprehensive
Reports

Optimized
Bioinformatics

Tumor Genomic Profiling Services
for Clinical Trials

Comprehensive Coverage, Tailored Results

Based on the Accuracy and Content Enhanced (ACE) platform,
our advanced tumor profiling services provide the most complete
genomic data from any tumor sample type. Our cancer panel
includes coverage of over 1,300 genes, including clinically
actionable genes, known driver mutations, immuno-oncology and
key cancer pathway genes. Our service is tailored to address

the needs of your clinical trial enrollment requirements while
simultaneously making a broader research dataset available. As a
result, we maximize the return on every tumor sample.

www.personalis.com | info@personalis.com

+1 855-GENOME4 (436-6634)
+1650-752-1300 (outside U.S.)

V]

V]
V]
V]

DNA and RNA analysis from a single sample for maximum insight
More coverage of key cancer pathway genes

Alterations reported include SNVs, CNVs, gene fusions and
low-level variant expression

Comprehensive analysis with flexible reporting of the
complete panel or a focused set of genes, depending on your
requirements

0 Personalis

Pioneering Genome-Guided Medicine

© 2015 Personalis, Inc. All rights reserved. Personalis® is a registered trademark of Personalis, Inc., in the United States and/or other countries. For Research Use Only



NGS-ready samples for gene expression
Thousands of single cells, individually barcoded
and indexed, now at the transcript level

The new BD FACSseq™ cell sorter selects The affordable BD FACSseq cell sorter combined
thousands of individual cells, quickly discarding any with BD Precise assays lets you easily amp up
dead/dying cells and then isolating them into PCR your lab’s productivity to help ensure that your
plates that contain preloaded BD™ Precise reagents high quality single cell samples are ready for gene
for your customized targeted gene expression expression assays. And, you can significantly
assays. A much simplified workflow prepares the increase data accuracy and throughput while
samples for absolute and direct molecular counting controlling costs.

of transcripts by next generation sequencing

(NGS), while minimizing amplification bias that can Find out how at

potentially occur in these crucial steps. bdbiosciences.com/go/facsseq

Class 1 Laser Product. BD Biosciences

For Research Use Only. Not for use in diagnostic or therapeutic procedures. 2350 Qume Drive
BD, BD Logo and all other trademarks are property of Becton, Dickinson and Company. © 2015 BD San Jose, CA 95131
23-17810-00 bdbiosciences.com
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SBS Genetech Co., Ltd.

Next Generation Sequencing (NGS) Services

SBS Genetech provides a wide variety of next generation sequencing suitable for
most research needs. We offer comprehensive services including library preparation,
sample validation, sequencing, and bioinformatics.

s -

e Comprehensive NGS Services

Genomic DNA Sequencing
Strand Specific RNA Sequencing
mMiRNA Sequencing

PCR Amplicon Sequencing

16S Metagenomic Sequencing

e Sequencing Only Services

HiSeq Sequencing
MiSeq Sequencing

e Specialized Sequencing Services

Library Generation
Project Planning and Consultation

Interested? Please send your inquiries to order@sbsbio.com

e

Tel: +86-10-82784296/92 +86-10-62969345/46
Fax: +86-10-82784290 E-mail: order@sbsbio.com
Website: http://www.sbsbio.com



AACR Annual Meeting

American Association
for Cancer Research

APRIL 16-20, 2016
ERNEST N. MORIAL
CONVENTION CENTER
NEW ORLEANS, LA

Rt
sl

_—
For more information visit

www.AACR.org/AACR2016 Delivering

“’mughCancer
c1ence

Join us in New Orleans

for the best cancer science and medicine meeting in the world...
the AACR Annual Meeting 2016!

You are invited to stretch your boundaries, form collaborations, attend sessions outside of your own area of expertise, and learn how to
apply exciting new concepts, tools, and techniques to your own research.

Get your fill of ground-breaking cancer science each day, and then enjoy the great sounds, food, and culture that is New Orleans.
If you can only attend one cancer science meeting this year, the AACR’s Annual Meeting is it!
Submit your abstract by December 1, 2015!

Be sure to register early to take advantage of reduced rates!

Become a Member!

Join the AACR and enjoy substantially reduced registration rates, the privilege of sponsoring an abstract for
the Annual Meeting and Special Conferences, funding and award opportunities, and much more.

We look forward to seeing you in New Orleans!



The 2016 Keystone Symposia Genetics,

Genomics and Epigenetics Conferences

The Cancer Genome

Scientific Organizers: Elaine R. Mardis, Sohrab Shah and Ben J. Raphael
and the joint conference on: Genomics and Personalized Medicine
Scientific Organizers: Michael Snyder, Leroy E. Hood and Heidi L. Rehm
February 7-11, 2016 | Fairmont Banff Springs | Banff, Alberta | Canada
www.keystonesymposia.org/16Q1 | www.keystonesymposia.org/16Q2
Deadlines: Abstract — Nov 9, 2015; Discounted Registration — Dec 7, 2015

Plant Epigenetics: From Genotype to Phenotype

Scientific Organizers: Scott D. Michaels, Doris Wagner and Nathan M. Springer
February 15-19, 2016 | Sagebrush Inn & Suites | Taos, New Mexico | USA
www.keystonesymposia.org/16B1

Deadlines: Abstract — Nov 16, 2015; Discounted Registration — Dec 15, 2015

Chromatin and Epigenetics

Scientific Organizers: Luciano Di Croce and Yang Shi

March 20-24, 2016 | Whistler Conference Centre | Whistler, British Columbia | Canada
www.keystonesymposia.org/16C2

Deadlines: Discounted Abstract/Scholarship — Nov 18, 2015; Abstract — Dec 16, 2015; Discounted Registration —Jan 20, 2016

Heart Failure: Genetics, Genomics and Epigenetics

Scientific Organizers: Stuart A. Cook, Christine E. Seidman and Yigal M. Pinto

joint with the conference on: Cardiac Development, Regeneration and Repair

April 3-7,2016 | Snowbird Resort | Snowbird, Utah | USA

www.keystonesymposia.org/16Z1

Deadlines: Discounted Abstract/Scholarship — Dec 3, 2015; Abstract - Jan 7, 2016; Discounted Registration — Feb 4, 2016

Epigenetic and Metabolic Regulation of Aging and Aging-Related Diseases
Scientific Organizers: Anne Brunet, David M. Sabatini and Shelley L. Berger

May 1-5, 2016 | Hilton Santa Fe Historic Plaza | Santa Fe, New Mexico | USA
www.keystonesymposia.org/16E1

Deadlines: Discounted Abstract/Scholarship — Jan 5, 2016; Abstract - Feb 2, 2016; Discounted Registration — Mar 1, 2016

Understanding the Function of Human Genome Variation

Scientific Organizers: Kerstin Lindblad-Toh and Xavier Estivill

May 31-June 4, 2016 | Uppsala Konsert & Kongress | Uppsala | Sweden
www.keystonesymposia.org/16K1

Deadlines: Discounted Abstract/Scholarship - Feb 1, 2016; Abstract - Mar 1, 2016; Discounted Registration — Mar 31, 2016

Submit an abstract to participate fully in the conference K EYSTO N E #** SYM POS IA

Via poster presentation and possible selection for a

short talk. Scholarships are available for graduate on Molecular and Cellular Biology
students and postdoctoral fellows. For full details
on these and other related conferences, please visit
www.keystonesymposia.org/genetics. PO Box 1630 | Silverthorne, CO 80498 | 800-253-0685 | 970-262-1230

Accelerating Life Science Discovery




TwistDx

Revolutionary DNA Detection

Goodbye thermocycler.
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Enjoy more playtime with Recombinase Polymerase Amplification (RPA) the isothermal
amplification that really works. RPA uses a recombinase-based process instead of

thermocycling to amplify DNA, meaning real-time detection within 15 minutes.

Read over 70 RPA publications @

. . RPA. [t really works.
twistdx.co.uk/publications wilstibeicoule | 544 o223, 496700



@ affymetrix

eBioscience

Break free from gPCR

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"
www.ebioscience.com/breakfree-genres

Biology for a better world.

NORTH AMERICA: 888-999-1371 = EUROPE: +43 1 796 40 40-305 = JAPAN: +81 (0)3 6430 4020 = INQUIRIES: info@ebioscience.com

© 2015 Affymetrix, Inc. All rights reserved. For Research Use Only. Not for use in diagnostic or therapeutic procedures.

eBioscience GeneChip USB
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