JUST RIGHT
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AUTOMATION FOR THE COMPLETE
LINEUP OF GENOMIC APPLICATIONS.

For any throughput—and any application—the Fragment Analyzer™
is the premier instrument for simultaneously automating the qualification

and quantification of nucleic acid fragments and smears.

A ADVANCED
< ANALYTICAL

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

Suifty

BIOSCIENCES™

www.swiftbiosci.com

W Accel-NGS®

© 2016, Swift Biosciences, Inc. The Swift logo
is a trademark and Accel-NGS is a registered
trademark of Swift Biosciences. 16-0651, 02/16
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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-dé
hands-on time to less than 45 minutes. So you'll 8
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 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
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novoAlign

® The market’s leading aligner for accurate and

speedy multi-threaded sequence alighnment.

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

Tlirough

The right tools for your bioinformatics analysis needs

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

BIONEXUS TECHNOL

STATUS COMPANY

"% C-23A-05, 3 Two Square, Section 19, 46300 Petaling Jaya, Selangor, Malaysia

(. +60379600541
I 0 +603 7960 0540
? ) Novocraft-Technologies-Sdn-Bhd

office@novocraft.com

@ http://www.novocraft.com



oerior Detection

ng & Amplification Solutions

Innovative nucleic acid labeling and amplification technologies result in superior detection

A recognized pioneer and innovator of life science tools, backed by patented DNA and RNA labeling chemistries, Enzo offers superior labeling and
amplification solutions to complete your genomics toolbox. Our unique kits for genomic analysis enable the monitoring of the expression of genes
regulating physiological and pathological processes.

BIOARRAY™ RNA Amplification & Labeling Systems Total FISH Solution AMPIGENE® PCR & qPCR Solutions
Improved data quality through greater biotin incorporation Nick Translation Kit + Fluorescent dye-dUTPs PCR with enhanced speed, yield and specificity

Higher aRNA Yield AMPIGENE® TAQ DNA Polymerase

70ug
60 g
50 pg . I

40ug

304 I
20 g

10ug
Opg

aRNA Yield

BIOARRAY™ Competitor A Competitor Z

scientists enabling scientists.™

© 2016 Enzo Life Sciences

www.enzolifesciences.com




During the passage from the shore to marine life penguins acquire a tremendous capability
of survival in cold waters and experience corresponding morphological alterations.
These are results of gene expression changes.’

Gene expression profile changes play significant role in life cycles
of many organisms including penguins.

An essential life step for penguins is a passage from shore to
marine life, a step towards nutrition independence. Penguins
acquire exceptional capability to survive in cold water and
morphological alterations happen. At the time of departure
to sea, the thick down of juveniles is replaced by waterproof
feathers (view photo). These differences come from changes in
gene expression profile.

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
generation of highly strand-specific NGS libraries from the 3’ end
of polyadenylated RNA. Only one fragment 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 multiplexing, enabling cost-
efficient and fast RNA-Seq experiment.

LEXNOGEN

Enabling complete transcriptome sequencing

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

1 Teulier, L. et al. Proc Biol Sci. 279, 2464-2472 (2012).
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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

www.lexogen.com
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DNA Oligo Synthesis Products

Synthesis Columns for High-throughput DNA Synthesizers
Universal & Standard Support-CPG

Beaucage Reagent (Sulfurizing Reagent)

DNA Fast-deprotecting Phosphoramidites

Modified Phosphoramidites & CPG

L 2 R 2R 2 2

 dlnosine Phosphoramidite
» Chemical Phosphorylation Reagent |l
 5’-Biotin Phosphoramidite
* FAM Phosphoramidite

« HEX Phosphoramidite

* TAMRA Phosphoramidite

* Amino Modifier C7 CPG

* Biotin CPG

* Thiol-Modifier C6 S-S CPG
* Fluorescein (FAM) CPG

* TAMRA CPG

* BHQ CPG




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

BEST
PRACTICES

AWARD

GLOBAL CLINICAL AND RESEARCH FLOW
CYTOMETRY COMPANY OF THE YEAR AWARD

al BD Biosciences

ass 1 Laser Product. :

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. © 2016 BD San Jose, CA 95131
23-17810-00 bdbiosciences.com




AACR Annual Meeting

American Association
for Cancer Research

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

For more information visit
www.AACR.org/AACR2016

Delivering

rough(Cancer
Science

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!

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, funding and award opportunities, and much more.

We look forward to seeing you in New Orleans!



European Humah Genetics Conference

e 2016 =+

EUROPEAN SOCIETY OF HUMAN GENETICS

CCIB, Barcelona, Spain, May 21 - 24, 2016

in conjunction with the EM PAG
European Meeting on Psychosocial
EUROPEAN MEETING ON

A S p e C t S Of G e n et i C S PSYCHOSOCIAL ASPECTS OF GENETICS

This international conference (now
in its 49" year) is a forum for all
workers in human and medical
genetics to review advances and
develop research collaborations.
The conference has become one
of the premier events in the field
of human genetics with over
3.000 delegates, more than 200
oral presentations, 18 workshops
and 8 educational sessions. The
ESHG conference is where the
latest developments in human
genetics are discussed and where
professionals from all parts of
human genetics meet.

Deadline for reduced fee:
Thursday, March 31, 2016
Programme & * Invited lectures in 5 Plenary Sessions and 16 Symposia
Highlights: » ESHG Award and Mendel lectures
» “Educational Track” with 8 sessions throughout the meeting
* 18 Workshops
» 24 Concurrent Sessions from submitted abstracts
* 4 Poster Sessions from submitted abstracts
* Young Investigator Awards for best talk and poster presentations by young researchers
» Conference Fellowships for young researchers from Europe and overseas
* Over 20 Corporate Satellites
» Over 150 exhibitors from all over the world

Find all details including speakers, programme, abstract submission and registration at

www.eshg.org/eshg2016




By Martina Bremer, Department of Mathematics, San Jose State University, California;
Rebecca W. Doerge, Departments of Statistics and Agronomy, Purdue University, Indiana

Using R
at the Bench

sing R at the Bench: Step-by-Step Data Analytics for Biologists is a convenient bench-side handbook

for biologists, designed as a handy reference guide for elementary and intermediate statistical
analyses using the free/public software package known as “R.” The expectations for biologists to have |
a more complete understanding of statistics are growing rapidly. New technologies and new areas of §
science, such as microarrays, next-generation sequencing, and proteomics, have dramatically increased &
the need for quantitative reasoning among biologists when designing experiments and interpreting
results. Even the most routine informatics tools rely on statistical assumptions and methods that need
to be appreciated if the scientific results are to be correct, understood, and exploited fully.

M. Bremer and RW. Doerge

While the original Statistics at the Bench is still available for sale and has all examples in Excel, this new
book uses the same text and examples in R. There is a new chapter that introduces the basics of R (where to download,
getting people connected to it, and some basic commands and resources). There is also a new chapter that explains how to analyze
Next Generation Sequencing data using R (specifically, RNA-seq). R has many functions for these analyses and Using R at the
Bench: Step-by-Step Data Analytics for Biologists is an excellent resource for those biologists who want to learn R. This book is an
essential handbook for working scientists providing a simple refresher for those who have forgotten what they once knew, and
an overview for those wishing to use more quantitative reasoning in their research. Statistical methods, as well as guidelines for
the interpretation of results, are explained using simple examples. Throughout the book, examples are accompanied by detailed
R commands for easy reference.

2015, 200 pages, illustrated (36 2C, 52 B&W), index

Hardcover $61 ISBN 978-1-621821-12-0
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By Philip R. Reilly, MD, JD

O rphan is about the struggle to save the lives of children who, because of an unlucky
roll of the genetic dice, are born with any one of several thousand rare genetic
disorders. Many are burdened with diseases that carry mysterious names, some of which
you can read about for the first time in this book, along with compelling stories about the
physicians, scientists, and parents who have taken them on. The diseases include phenylke-
tonuria, sickle cell anemia, dystrophic epidermolysis bullosa, X-linked hypohidrotic
ectodermal dysplasia, and Friedreich’s ataxia—just a few of the more than 1000 genetic
disorders that are well-described and many more that are not. Many manifest in infancy.

Orphan #

THE QUEST TO SAVE CHILDREN WITH RARE GENETIC DISORDERS

R

THE QUEST TO SAVE CHILDREN WITH RARE GENETIC DISORDERS

Some show up in mid-childhood, others later in childhood, and still others among adults.

They touch almost every extended family. Orphan is more than a book about disease and research—it gives

voice to thousands of people who, all too often, have endured terrible illnesses, bravely faced arduous clinical

trials, and, sometimes, have gained victories, almost always in silence. This book recounts extraordinary

breakthroughs and hopes for the future. Many of the disorders that will end our lives are in some part

genetically influenced. We really are all orphans, and this book is for all of us.

2015, 408 pages, illustrated (12 page insert of B&W images), index

Hardcover $29

ISBN 978-1-621821-37-3
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Mental Retardation in Waltham, Massachusetts, a nonprofit that
worked on understanding childhood and adult neurological disorders.
Dr. Reilly has held faculty positions at Harvard Medical School and
Brandeis University. Since 2009 he has worked as a venture partner at
Third Rock Ventures in Boston where he focuses on helping to start
companies to develop innovative therapies for orphan genetic diseases.
Opver the years he has published six books and many articles about the
impact of advances in genetics. Reilly frequently
works with patient groups who are concerned
with rare genetic disorders.

Learn more, read a free chapter, and order your copy today! Visit cshlpress.org/orphan




LEAD NATIONAL-SCALE
GENOMICS PROJECTS

We are scientists, engineers, communicators, and data lovers.
We are musicians, homebrewers, yogis, cyclists, and chess players.

Our team is passionate about how genomics and technology can

impact and improve human health. And, as part of an innovative

startup building the most advanced cloud computing platform for
biomedical data analysis - that impact is huge.

At Seven Bridges, turn your ideas, research,

and software into tools used by researchers
around the world.

SevenBridges

jobs.sevenbridges.com



@ affymetrix

eBioscience

excellence

Detect RNA and protein simultaneously

in millions of single cells

PrimeFlow® RNA Assay reveals the dynamics of RNA and protein expression within individual ceIIs
using a standard flow cytometer, facilitating unprecedented analysis of single cell biology.

Learn more at www.affymetrix.com/single-cell-genres

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