BLOW UP THE OLD WRY
“ TESTING gDNA

Whole-genome QC now has one workflow.

FULLY AUTOMATED FRAGMENT ANALYZER™ DOES IT ALL.

Assesses gDNA concentration up to 40,000 bp
Generates a user-defined Genomic Quality Number
Identifies RNA contamination in gDNA

Works with samples as small as 0.1 gL

" Ainunmen
More at AATI-US.COM

ANALYTICAL



Next-Generation Genome

Engineering Technologies &

Services
One-Step Stable Targeted Knockouts Gene Editing
Transfection & Transgenesis I ‘ Base-Pair Changes
*
S— Exon Exon Exon =
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

T
Transposagen &g

|-844-GEN-EDIT Better Models. Better Resuilts. ™
info@transposagenbio.com www.transposagenbio.com




@ 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 mRNA expression levels when antibody selection is limited

% Erter to win a $5,000 PrimeFlow™ RNA Assay product credit.

Visit www.ebioscience com/flowrna-enter-to-win-genes for more information.

Biology for a better world.

MORTH AMERICA: BB8.999.1371 = ELIROPE: +43 1 796 40 40-305 = JAPAN: +81 (0)3 430 4020 = [NOLUIRIES: info@ebicscience. com

SAtyTaTE, INC. Al ighis ressrved. For Rasaarch Uss Only. Mot for 5@ in dBgnosic or harapeubc prossounes.

eBioscience GeneChip USB
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\ GENOMICS ENABLED
CROP BREEDING & IMPROVEMENT

U8 May 18 - 21, 2015
nn'rﬂ HUDSONALPHA INSTITUTE FOR BIOTECHNOLOGY

HUNTSVILLE, AL USA

An international conference that brings together leading genomics
researchers and plant breeders to address the intersection of newly
emerging genomic technologies and crop improvement

= [ntegrated breeding platforms * |dentifying markers for breeding

* Large scale GWAS * Functional validation of targets

* Applications for complex genomes * Applications to developing world germplasm
* Genomic selection strategies * High throughput phenotyping

# Systems biology towards improvement * Targeted genome editing

PRESENTED BY

HubpsoNALPHA

INSTITUTE FOR BIOTECHNOLDGY The Uﬂl‘\-"ﬁmlt}? (:ﬂ' Gﬁ(}rgla




BIGFOOT
OR BACKPACKER?

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

IHE fails to detect Napsin A RNAscope ISH dafects Napsin A
exprassion in lung adenocarcinoma RNA meleculas in the same spaciman

Take the RNAscope challenge:

Are IHC antibodies giving you ambiguous results? RNAscope Is
an RMNA biomarker detection technology that delivers single
molecule 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

“Zhare your poor antibody results and expenses with us. We will provide you a credit of up to $500 USD towards your purchase of RMASCope products, and guarantee that RMAscope will

work with amy samples whem RMA |5 present. Limit one promotional credit per antibody,

For Molecular Blology Applications [MBA), not Intended for diegnosts. Refer to appropriate regulations. RMAscope®™ |s @ reglstersd trademark of Advanced Cell Diagnostics, Inc.

Dock 32 108403 13 14 Tavh



AACR CANCER
PROGRESS REPORT 2014

TRANSFORMING LIVES THROUGH RESEARCH

Get your FREE copy of the AACR Cancer Progress Report 2014 by
visiting CancerProgressReport.org, and learn about the many ways in
which research is transforming lives. Some of the recent advances you
will learn about include:

FROM AUG. 1, 2013, TO JULY 31, 2014, THE FDA HAS APPROVED:

& new anticancer therapeutics. 2 new uses o 1new

5 new uses for previously for imaging 0 usefora

approved anticancer agents. 4 g screening
: therapeutics.

test.

RESEARCH IS TRANSFORMING LIVES BY ALLOWING US TO:

& advance develop new overcome
™ immunotherapeutic molecularly targeted drug
::\f development; therapeutics; and resistance.
AA‘ American Association for Cancer Research
AACR.org

FINDING CURES TOGETHER™ #CancerProgressl4




Maverix

-lﬁria‘Stre;gth

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 bioinformatics expertise or large-scale computing

infrastructure.
o b {3 {1
AR wulllll.
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.

1.650.388.9277 www.maverixbio.com info@maverixbio.com




Ligation-free ChlP-seq library
prep for difficult DNA samples

The New DNA SMART™ ChIP-Seq Kit

Template switching technology optimized for DNA

The DNA SMART ChIP-Seq Kit generates lllumina® sequencing libraries from as

little as 100 pg of either single-stranded or double-stranded DNA. This kit generates
sensitive sequencing libraries without using ligation, which streamlines the protocol
and improves library yield and complexity. Using a novel version of Clontech's patented
SMART® template switching technology compatible with low-input, fragmented DNA
templates, the DNA SMART ChiP-Seq Kit generates robust, reproducible ChlP-seq
libraries in around 4 hours.

See more data at
www.clontech.com/TechNote-ChIP
or call 1.800.662.2566

Sean to find out more

F Clontach Laboratories, Inc. » A Tskara Bin Company
C I Dn t E c h Unitad States'Canada: +1.B00.BE2 5 EE= Asia Parific: +1.550.919.7300 * Eurnpe: + 32| 011.3304.5530 = Japarc +B1.0[77 5437247
b Far Rassarch Usa Only. Mot for usa in diagrastic ar therapautio procedurss. Mot for resale. [luning is @ registarad tradsnark of [umina,
Ine. Clomzch, the Clomach lago, DA SMART, SMART, ond that's G000 scisncel ara ird des of Clomino b Lak ias, Inc. Takarm

and tha Takera kogo are radanarks of TAKARA HOLDINGS, I'glm. Japar. Al cthar marks ars the property of their respactive owaers.
4 oh Laboraiories, lio.

voanw.clontech.com 0.4 US (E364s)

Carinin tradsmaries may not bs ragisterad in all urisdicbons.
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NEXT GENERATION SEQUENCING
& BIOINFORMATICS SOLUTIONS

Comprehensive Service Suite Specialized Solutions
* Whole Genome Sequencing * TargetGxOne™ Custom Gene Panels
® Exome Sequencing ® OncoGxOne™ Discovery Cancer Panels
* RNA-seq * Adventitious Agent Contamination Testing
e ChlP-seq ® 16S MetaVx™ Sequencing
e Library Preparation ® Express NGS™

® FOR MORE INFORMATION CONTACT:
& GENEWIZ

i _ - GEMNEWIZ Project Management = 908-222-0711 » PM({@genewiz.com
Solid science. Superior service.

WWW.QEHEW]Z.CDH"I




Bring Your Genome to Life

NxSeq” Long Mate Pair Technology

Exclusively from Lucigen

D, By Assemble your genome

Sl e
% with greater clarity
than ever before.

Kl
Lucigenr

Simplifying Genomics

lucigen.com/matepair



Sequencing power for every scale.

Tha HiZeq X Ten conteine

10 sequancing systems.

HiSeq X™ Ten

Population ]

power. HiSeq® 2500

$1000 human :

—— Production _

d power. NE 4

iome Power and NextSeq™ 500

throughput for efficiency for

Py Flexible i B
' genomics. Desktop speed Focused ) -
and simplicity for power. MiSeqDx
whole-genome, Desktlop slpleed Faiiisid
exome, and simplicity for Dx power.
transcriptome targeted and The first and
sequencing, small-genome only FDA-cleared
and more. SELLISNCEY)- in vitro diagnostic
next-generation
sequencing system.
Find the right sequencer to fit your every need. v.illt . COM/Pov | I Iuml Nna

22014 Nurning, Inc. All ights eesred,



— Next-Generation Sequencing (NG5S) Bio Informatics Capillary Sequencing
-
Y

— encing (HisegXen)

Microarray

Lﬂﬂkil'lg for Chv Oligonucleotide Synthesis

- Exp
Genomic Research mall RN E Genetically Engineered Mouse
Partner?

We decode the secrets of life.

X-Genome

+ Xpedite Your Whole Genome Sequencing
- Xplore your whole genome sequencing
+ Xecute WGS at the highest level

MACRO) GEN ¢ Mail, ek

. : info@macrogen.com / ngs@macrogen.cam dna.macrogen.com
Advancing through Genomics



¢) SevenBridges

FENOMICS

INTERACTIVE WEB-BASED

ANALYSIS TOOLS FOR
RNA-SEQ

M " i C 3 -
up-regulated in SkakatalMuscle pratt up-ragulatad in Brain ——— Select Groups

L] SkeletalMuscle vs Brain -
000

Fimd Gene

Enter gene name

Gene names of interest

Enter gene names, separated by new ine

10

0.08 Selecied Genes

Significance {p)

o loc1D0S0TS3T

Save As Image Export Selected (1)

log2 (fald charge)

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




Sequencing for all’

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
technologies

Thermo Fisher Scientilic Brand
For Resaarch se Only. Hot for uss in diagnostic procedures. I 2014 Thermo Fisher Sciantific Inc. All rights rasamad.
All trademarke ara the properly af Tharma Fisher Scientific and its subsidiaries inlaes othewize spacified. CO011125 0814
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here has never been a bet-
ter time to 1ENCE 4
Gordon Research Conference!

Our high quality, cost-effective

meetings are w1dely recognized
as the world’s premier scientific
conferences.

Mammalian DNA Repair
Controlling Traffic on the Streets and
at the Crossroads of DINA Repair
Pathways

February 8-13, 2015

Four Points Sheraton / Holiday Inn
E=zpress

Ventura, CA

A GRS* will be held in conjunction

with this meeting (June 13-14

VISTLWWW.Brc.omg for program
detailss, _mﬁt( e J,J.JJI,..J!.LJH,JJLJ
morel
A Gordon Research Semitiar

FOR SCIENTISTS * BY SCIENTISTS

| w 2
 I'r | T1¢
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Germinal Stem Cell Biology
Geenetics, Niche Develgpment,
Transdfferentiation and Reproductive
Direaser

May 31 - June 5, 2015

The Chinese University of Hong
Kong

Hong Kong, China

Genome Architecture in
Cell Fate & Disease (NEW)

Unraveling the Form and Function of
the Nuclens

June 7-12, 2015

The Chinese University of Hong
Kong

Hong Kong, China

Parkinson’s Disease (NEW)

Ermerging Research in the Etiology and
Pathogenests of a Complexc Disease
June 28 - July 3, 2015

Colby-Sawyer CD]J.ege
New London, NH
GRS seminar for

e GRC..

a two-day

that preceedes th

(7

graduate

WWW.GRC.ORG
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Chromosome Dynamics
Frowm Nucleotider to Genomes:
Chromosore Bmfeg}' i the Three
Dosains o e

June 28 - July 3, 2015

Waterville Valley Resort
Waterville Valley, NH
A GES* wall be held

with this meeting I:[L_lc 2

1 COUCTION
7 g

Molecular Mechanisms in
Evolution

Using Evolutionary Perspectives fo
Tuforsm Molecular ﬁ;'afa and Medicine,
and Molecular Biology fo Elucidate
Evolutionary History and Mechantsmns
June 28 - July 3, 2015

Stonehill College

Easton, MA

Synthetic Biology
Adyvancing Biosystems Design
June 28 - July 3, 2015
Sunday River Resort
MNewry, Maine

students

;;;;;;



A BIOINFORMATICS
GUIDE FOR
MOLECULAR BIOLOGISTS

Edited by Sarah Aerni and Marina Sirota, Biomedical Informatics Program, Stanford A
University School of Medicine BIOINFORMATICS
GUIDE ror
nformatics can vastly assist progress in research and development in cell and EI{%L[E;'L'J”'[E"}';

molecular biology and biomedicine. However, many investigators are either
unaware of the ways in which informatics can improve their research or find it
inaccessible due to a feeling of "informatics anxiety." This sense of apprehension
results from improper communication of the principles behind these approaches and
of the value of the many tools available. In fact, many researchers are inherently
distrustful of these tools. A more complete understanding of biocinformatics
offered in A Bioinformatics Guide for Molecular Biologists will allow the reader
to become comfortable with these technigues, encouraging their use—thus helping
to make sense of the vast accumulation of data. To make these concepts more accessible, the editors
approach the field of bicinformatics from the viewpoint of a molecular biologist, (1) arming the biclogist
with a basic understanding of the fundamental concepts in the field, (2) presenting approaches for using
the tools from the standpoint of the data for which they are created, and (3) showing how the field of
informatics is quickly adapting to the advancements in biology and biomedical technologies. All concepts
are paired with recommendations for the appropriate programming environment and tools best suited
to solve the particular problem at hand. It is a must-read for those interested in learning informatics
technigques required for successful research and development in the laboratory.

2014, 328 pp, illustrated (64 4C, 26 B&W), index

Hardcover $79 ISBN 978-1-936113-22-4
Contents
Preface Sectlon 3: Techniques for Analyzing Section 4: Augmenting Your Data
Sectlon 1: Introduction and Your Data . 10 Knowledge Base-Driven Pathway
Overview 5 Image Analysis Analysis
1 Introduction to Computational Marina Sirota, Sarah J. Aemni Purvesh Khatri
Approaches for Biology and Tiffany Liu, and Guanglel Xiong 11 Leaming Biomolecular Pathways
Medicine & Expression Data from Data
Sarah J. Aerni and Marina Sirota David Ruau Karen Sachs and
Section 2: Fundamental Concepts 7 A Gentle Introduction to Genome- fﬂitb”ia "lf fmg"":jdg“; S
. . ide Association Studies a-Analysis and Data Integration
2 Em?}:cggn ?ﬂgz;néjuter Sclence Chuong B. Do, Marc A. Schaub, of Gene Expression Experiments
mgs Russa::}{;us@ Marina Sirota, and Karen Lee Chirag J. Patel and Andrew H. Beck
4 -~ & Next-Generation Sequencing 13 Matural Language Processing:
3 ;g:ﬂgjni#im'?; d Technologies Informatics Technigues and
Linda Miller ga Jesse Rodriguez and Resources
. . George Asimenos Bethany Percha and Wei-Nchih Lee
4 Machine Leaming 9 Proteomics Index

Marc A. Schaub and Chuong 6. Do Amit Kaushal and Tiffany J. Chen

[=]#7 [w]
www.cshlpress.org S5
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