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ROOTED IN GENOMIC RESEARCH,
DEVELOPED FOR THE FUTURE.

By simultaneously quantifying and qualifying nucleic acid samples in parallel, the
Fragment Analyzer™ is transforming sample prep analysis for the world’s leading
genomic research institutions. Automate genomic QC for an array of applications,

including total and degraded RNA isolations, genomic DNA extractions and NGS
library preparations—giving you better results in less time, with less effort.
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Automating genomic discovery More at AATI-US.COM




Unlock the Power of

FFPE Samples with
Exome Sequencing
from 25 ng DNA

Accel-NGS® 2S Hyb DNA Library Kit
Enabling Targeted Sequencing of Limiting Samples

* Increased library complexity

« 5" and 3’ repair steps for damaged samples
* No adapter titrations required
 Compatible with all hybridization panels

Swiftd

BIOSCIENCES™
www.swiftbiosci.com

© 2016, Swift Biosciences, Inc. The Swift logo
is a trademark and Accel-NGS is a registered
trademark of Swift Biosciences. 16-0866, 05/16




iontorrent

e

Tt S

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

Simple library prep tools, cartridge-based reager
automated data analysis have reduced DNA-to-
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

@ Less than 15 minutes of

sequencing setup time

%% Fastest run time of any

benchtop sequencer

Watch the lon S5 System in action at Thermo FiSheI"
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
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Beijing SBS Genetech Co., Ltd.

Agarose for Molecular Biology

Besta™ LE Agarose, Multi-purpose

Besta™ LE Agarose is a low EEO, multi-purpose, standard melting
point agarose that yields high resolution sharp DNA bands with high
clarity and low background. Its optimized gel strength enhances ease of
gel processing and handling.

Besta™ LM Agarose

Besta™ LM Agarose is a Low Melting and gelling point agarose
producing gels with great sieving properties and higher clarity when
compared with standard agarose. Besta™ LM Agarose is ideal for in-gel
manipulations which can be performed without prior extraction of the
DNA from the gel slice.

Besta™ HR Agarose

Besta™ HR Agarose is a PCR grade, intermediate melting point
agarose that efficiently separates small DNA fragments between 20 and
800 bp in length and yields ultra-high resolution with high clarity and low
background. It is suitable for the analysis of AFLP's (Amplified Fragment
Length Polymorphisms), STR's (Short Tandem Repeats) and tetra-
nucleotide repeats.

Beijing SBS Genetech Co. Ltd.
Fax: +86-10-82784290
Email: order@sbsbio.com Website: www.sbsbio.com
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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 thousands
of individual cells, quickly discarding any dead/
dying cells and then isolating them into PCR plates
that contain preloaded BD™ Precise reagents for
your customized targeted gene expression assays.
A much simplified workflow prepares the samples
for absolute and direct molecular counting of
transcripts by next generation sequencing (NGS),
while minimizing amplification bias that can
potentially occur in these crucial steps.

Class 1 Laser Product.

The affordable BD FACSseq cell sorter combined
with BD Precise assays lets you easily amp up
your lab’s productivity to help ensure that your
high quality single cell samples are ready for gene
expression assays. And, you can significantly
increase data accuracy and throughput while
controlling costs.

Find out how at
bdbiosciences.com/go/facsseq

For Research Use Only. Not for use in diagnostic or therapeutic procedures.
© 2016 BD. BD, the BD Logo and all other trademarks are property of Becton, Dickinson and Company.

23-17810-00

¥ BD

BD Life Sciences
Biosciences

2350 Qume Drive
San Jose, CA95131
bdbiosciences.com




Nevo gene

Leading Edge Genomic Services & Solutions
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High Quality and
Affordable Whole
Genome Sequencing

Service for Human,

Plants, and Animals on
HiSeq X Ten

QUALITY
Guaranteed Q30 > Illumina’s
Comprehensive service portfolio

o ANALYSIS
Expert bioinformatics
Publication ready reports

TECHNOLOGY
Cutting edge platforms
World leading capacity

EXPERTISE
>100 publications in top journals
10,000 projects completed

support@novogene.com novogene.com




TwistDx

Unwind DNA's possibilities

An isothermal that really works?

O/~

Microfluidics, digital PCR and sequencing innovators the world over are enjoying detectable

DNA/RNA amplification times as low as 3 minutes without a thermocycler. You can too with

isothermal enzymatic recombinase polymerase amplification (RPA) and your next big idea.

Want to know more? Read the proof. RDA. It really worke.
twistdx.co.uk/publications twistdx.co.uk | +44 (0)1223 496700
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Extraordinary variation of floral organs in Phalaenopsis orchid is due to
differeﬁ(gl expression of multiple genes in sepal, petal, and labellum.’

- 1 Hsiao, Y. et al. Gene. 518, 91-100 (2013).

Differential gene expression creates beauty

Differential gene expression plays a significant role in develop-
ment of many species including orchids.

Phalaenopsis orchids are important species for development and
evolutionary studies. Moreover, they are well recognized for their
exceptional beauty. The flowers have several organs (i.e. sepal,
petal, and labellum), which are significantly different, however
together compose conspicuous and harmonious look (view
photo). The unique shape of these flower organs is a result
of differential expression of multiple genes involved in their
development.

Lexogen is focusing on development of accurate and affordable
tools for transcriptome analysis with RNA-Seq. QuantSeq is a
dedicated kit for expression profiling. It is an easy protocol for
producing highly strand-specific next generation sequencing
libraries from the 3" end of polyadenylated RNA. Only one frag-
ment per transcript is produced, directly linking the number of
mapping reads to the gene expression values. Restricted length
saves sequencing space and allows for high level of multi-
plexing, enabling cost-efficient and fast RNA-Seq experiment.

LEXNOGEN

Enabling complete transcriptome sequencing

*lllumina is a registered trademark of lllumina, Inc,, lon Torrent is a registered trademark of Life Technologies.

UANT

G gﬁ:;,\rr ";s;i Bg Sequencing that counts
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Expression Profiling RNA-Seq Library Prep Kit

® Gene expression analysis

¢ Exact 3'UTR tagging

* From 100 pg total RNA input including low quality
RNA and FFPE samples

® Cost-effective sequencing of up to 96 samples / lane

© Ready-to-sequence libraries in 4.5 hours

¢ [llumina™ and lon Torrent™ compatible

¢ Reduced data analysis time

® Custom solutions available

wwuw.lexogen.com
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novoAlign

® The market’s leading aligner for accurate and

speedy multi-threaded sequence alignment.

® Powerful tool designed for mapping of short
reads onto a reference genome.

® Now available on BaseSpace.

novoSort

e The fastest multi-threaded sort/merge tools for
BAM files.
® Sort and mark duplicates in a flash.

novolLR package

— novolRcleaver

- novolLRcorrector

— novolLRpolish
® Genome assembly prep using hybrid technology
for mixed short reads and single molecule long
reads.
Long reads hybrid correction using in-house
algorithms for read ranking and correction.
Post-assembly sequence polishing.

novoWorx

A on-site, integrative, customizable workbench that
allows users to run an entire pipeline without using
command lines interface. The platform mainly utilizes
Novocraft's proprietary software; novoAlign for
alignment and novoSort for sorting and SAM to BAM
conversion. A combination of unique in-house
softwares and open source modules to decipher your
big data into meaningful results.

novoClinic

A patient-centric NGS targeted sequence analysis
platform that provides integrated sample tracking for
quality control and compliance. The built-in
customizable analysis pipeline and straight-forward
data reporting system will ease the burden of data
mining and interpretation, allowing clinicians to focus
on diagnosis and treatment.

NOVOCRAFT TECHNOLOGIES SDN. BHD.

BIOTECHCORP
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BIONEXUS TECHNOLOGIES SODN BHD

STATUS COMPANY

uare, Section 19, 46300 Petaling Jaya, Selangor, Malaysia
N4 office@novocraft.com

@ http://www.novocraft.com

I3 Novocraft-Technologies-Sdn-Bhd



Synthetic Biology e Gene Expression e gPCR e Sequencing e Single-cell Genomics . Cell-based Assays . HTS and Secondary Screening

)&=y www.labcyte.com

Echo® Acoustic LIQUID HANDLING

—— == DOMORE wih LESS

Using sound energy, the revolutionary Echo liquid handling technology
provides a tipless, non-contact, contamination-free
alternative for transferring nanoliter scale

volumes of liquid to any assay format faster

and with better results. Scientists can now

meet the ongoing challenge of...

DOING MORE

¢ Higher throughput
¢ Improved data quality

¢ More flexibility

with LESS

¢ 100-fold reduction of reaction volumes

* Minutes of hand-on time instead of hours
e No pipetting tips, no waste

¢ Decreased overall operating costs

LABCYTE

The Future of Science is Sound

info-us@labcyte.com

© 2016 LABCYTE INC. All rights reserved. Labcyte®, Echo®, and the Labcyte logo
are registered trademarks or trademarks of Labcyte Inc., in the U.S. and/or other countries.

FoR USE ONLY. Not for use n diagnostic procedures MOVING LIQUIDS wifh SOUND




University of lllinois College of Medicine
Cancer Biology and Pharmacology
Assistant/Associate Professor — Tenure-Track

The Department of Cancer Biology and Pharmacology of the University of lllinois College of Medicine at
Peoria (UICOMP) has recently expanded its faculty and cancer research scope to include new areas of
investigation in Cancer Microbiomics, Cancer Immunology and Immunotherapy, and Cancer
Metabolism. We are now inviting applications for a tenure-track Assistant or Associate Professor level
position in Cancer Computational —-OMICs and Systems Biology. Early and mid- career investigators
with a solid training in computer science and in cancer research, with a strong track record of scholarly
productivity, an uncompromised commitment to a culture that is conducive to collaborative
interdisciplinary research, and a genuine interest in contributing to the educational mission of the
medical school are highly encouraged to apply. The selected candidate will be expected to develop a
vibrant and highly interactive systems biology and computational —-OMICs cancer research program that
will not only provide support for big data analysis, but also will pursue development of innovative
methodologies for integrative -OMICs systems-based research. In addition, the selected candidate will
be expected to aggressively seek federal funding, and to teach our medical students.

UICOMP is one of the regional campuses of the University of lllinois College of Medicine, and is part of
a 900-bed hospital district containing two major hospital systems as well as the medical school.
UICOMP’s educational programs include 150 medical students and 240 residents/fellows in 20 different
post-graduate programs. This regional campus has made cancer one of its main focus areas of basic
and translational science investigation, which is widely supported by the community, clinical and
corporate partners. A new 24,000 square foot Cancer Research building provides exceptional laboratory
space, state-of-the art research equipment, and core facilities.

The successful candidate will have a Ph.D., M.D., or M.D./Ph.D. in computer engineering, computer
science, or basic research in a field of health science, with at least 3 years of postdoctoral training in
cancer research, bioinformatics, or systems biology, and a solid record of scholarly productivity, as
evidenced by peer-reviewed publications, fellowship and grant awards, and participation in national and
international meetings

For fullest consideration, please respond by June 6", 2016. Applicants should submit a cover letter, NIH
style biosketch, the names and contact information of three references, summary of research
contributions, a research plan and statement of research interests, and teaching goals. To apply, click
on the following link: https://jobs.uic.edu/job-board/job-details?joblD=63884. The University of lllinois is
an Affirmative Action/Equal Opportunity employer. Minorities, women, veterans, and individuals with
disabilities are encouraged to apply. The University of lllinois may conduct background checks on all job
candidates upon acceptance of a contingent offer. Background checks will be performed in compliance
with the Fair Credit Reporting Act.




An AACR Special Conference on

TUMOR IMMUNOLOGY
AND IMMUNOTHERAPY

October 20-23, 2016 « Boston Marriott Copley Place ¢ Boston, MA

Submit an Abstract By: Monday, July 18, 2016
Register and Save By: Friday, September 9, 2016

CONFERENCE CO-CHAIRPERSONS

James P. Allison
The University of Texas MD Anderson a
Cancer Center, Houston, TX ~

Antoni Ribas
UCLA Medical Center, Los Angeles, CA

Pamela S. Ohashi i Ton Schumacher
Princess Margaret Cancer Centre, 5 «~,  Netherlands Cancer Institute,
Toronto, ON, Canada - u Amsterdam, The Netherlands

ABOUT THIS CONFERENCE

A hallmark of this AACR immunology series is the integration of several sub-disciplines of cancer immunology and
immunotherapy, with a broad focus on strategies to harness the immune system for the treatment and prevention
of different cancers. Leaders in the field will present their latest work and provide critical updates on our deepening
understanding of the immune response towards cancer. This Special Conference will also provide a unique opportunity
for the authors of highly rated abstracts to present their work to an audience of researchers from around the world.
Ample time will be provided for the stimulating discussions that are necessary to further the scientific and translational
goals of the field. As the sixth in the series, this conference will continue to provide a forum for the effective exchange
of ideas between basic cancer immunologists, non-immunologists, and clinical oncologists—from academia to industry.

D Continuing Medical Education (CME) Activity-AMA PRA Category 1 Credits™ available

Learn more and register at AAC_R American Association
AACR.org/TII6 for Cancer Research
#AACRTIIG FINDING CURES TOGETHER™
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'mmungenomms

Join leading experts to examine cutting-edge Abstract Deadline:

research in immunogenomics! July 15, 2016

September 28 - 30. 2016 Earlybird Booking Deadline:
4

HUDSONALPHA INSTITUTE FOR BIOTECHNOLOGY | HUNTSVILLE, AL USA June 27, 2016

Register today at ImmunogenomicsConference.org

The Immunogenomics 2016 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.

This interdisciplinary and international program will feature invited talks on the following topics:

e Microbiome

e Single Cell Approaches, New Technologies
and Bioinformatics

e Epigenomics of Immune Cells
e Systems Immunobiology

e Immunodiversity and Immune Repertoires
e Role of Common Variants in Disease
e [Immunogenomics and Immunotherapy

e Genomics, Evolution and Host-Pathogen
[nteractions

/ Keynote Speakers: N
N\

Herbert “Skip” Virgin Alan Aderem
Washington University Center for Infectious
School of Medicine, St. Louis, MO Disease Research, Seattle, WA

ImmunogenomicsConference.org

presented by HUDSONALPHA media sponsor Science

INSTITUTE FOR BIOTECHNOLOGY “ AAAS



Announcing Keystone Symposia’s
20162017 RNA Conferences

Precision Genome Engineering

Scientific Organizers: J. Keith Joung, Emmanuelle Charpentier and Olivier Danos
January 8-12, 2017 | Breckenridge, Colorado | USA
www.keystonesymposia.org/17A2

Deadlines: Scholarship/Discounted Abstract — Sep 13, 2016, Abstract — Oct 6, 2016; Discounted Registration — Nov 9, 2016

Omics Strategies to Study the Proteome

Scientific Organizers: Alan Saghatelian, Chuan He and lleana M. Cristea

January 29-February 2, 2017 | Breckenridge, Colorado | USA
www.keystonesymposia.org/17A8

Deadlines: Scholarship/Discounted Abstract — Sep 28, 2016; Abstract — Oct 27, 2016, Discounted Registration — Nov 29, 2016

Epigenetics and Human Disease:

Progress from Mechanisms to Therapeutics

Scientific Organizers: Johnathan R. Whetstine, Jessica K. Tyler and Rabinder K. Prinjha
January 29-February 2, 2017 | Seattle, Washington | USA

www.keystonesymposia.org/17A9
Deadlines: Scholarship/Discounted Abstract — Sep 29, 2016, Abstract — Oct 27, 2016, Discounted Registration — Nov 30, 2016

Noncoding RNAs from Disease to Targeted Therapeutics
Scientific Organizers: Kevin V. Morris, Archa Fox and Paloma Hoban Giangrande
jointwith Protein-RNA Interactions: Scale, Mechanisms, Structure
and Function of Coding and Noncoding RNPs

Scientific Organizers: Gene W. Yeo, Jernej Ule, Karla Neugebauer and Melissa J. Moore
February 5-9, 2017 | Banff, Alberta | Canada

www.keystonesymposia.org/17J5 | www.keystonesymposia.org/17J6
Deadlines: Scholarship/Discounted Abstract — Oct 5, 2016; Abstract — Nov 2, 2016, Discounted Registration — Dec 6, 2016

mRNA Processing and Human Disease

Scientific Organizers: James L. Manley, Siddhartha Mukherjee and Gideon Dreyfuss
March 5-8, 2017 | Taos, New Mexico | USA

www.keystonesymposia.org/17C3

Deadlines: Scholarship/Discounted Abstract — Nov 2, 2016, Abstract — Dec 6, 2016, Discounted Registration — Jan 10, 2017

RNA-Based Approaches in Cardiovascular Disease

Scientific Organizers: Thomas Thum and Roger J. Hajjar

jointwith Molecular Mechanisms of Heart Development

Scientific Organizers: Benoit G. Bruneau, Brian L. Black and Margaret E. Buckingham
March 26-30, 2017 | Keystone, Colorado | USA

www.keystonesymposia.org/17X8
Deadlines: Scholarship/Discounted Abstract — Nov 30, 2016; Abstract — Jan 11, 2017; Discounted Registration — Jan 26, 2017

Submit an abstract to participate fully in the conference ™
via a poster presentation and possible selection for a K EYSTO N E *** SYM POS IA
short talk. Scholarships are available for graduate on Molecular and Cellular Biology
students and postdoctoral fellows. For full program,
speaker, abstract and scholarship details, visit

www.keystonesymposia.org/genetics PO Box 1630 | Silverthorne, CO 80498 | 800-253-0685 | 970-262-1230

Accelerating Life Science Discovery




LEARN FROM CANCER GENOMICS DATA

FASTER

The Cancer Genomics Cloud is
Now open to researchers worldwide.
All The Cancer Genome Atlas data
and more than $1,000,000 in funding
Is available to support your compute

and data storage on the system.

Ca

CANCER GENOMICS CLOUD

SEVEN BRIDGES

Learn more at
cancergenomicscloud.org



@ affymetrix

eBioscience

excellence

-

Detect RNA and protein sirﬁultaneously
in millions of single cells

PrimeFlow® RNA Assay reveals the dynamics of RNA and protein expression within
individual cells using a standard flow cytometer to facilitate unprecedented analysis

of single-cell biology.

Visit our website to learn more.
www.ebioscience.com/primeflow-publications

© 2016 Affymetrix, Inc. All rights reserved. For Research Use Only. Not for use in diagnostic procedures.

eBioscience GeneChip USB
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