BLOW UP THE BARRIERS TO
YOUR NEXT-GEN SEQUENCING

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

ADVANCED
More at AATI-US.COM ANALYTICAL

Also analyzes gDNA and RNA /"'W




Next-Generation Genome

Engineering Technologies &

Services
One-Step Stable Targeted Knockouts Gene Editing
Transfection & Transgenesis I ‘ Base-Pair Changes
*
" 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

E] [=] ¥ [m]

Transposagen [

1-844-GEN-EDIT Better Models. Better Results. ™
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

Enter 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 = ELROPE: +43 1 796 40 40-305 = JAPAN: +81 (0)3 430 4020 = NCLUIRIES: info@ebicscience. com

SAtymaT, InC. Al ighis ressrved. For Reasaarch Uss Only. Mot for 15a in dBgnosicor harapeubc procsounes.

eBioscience GeneChip USB
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\ GENOMICS ENABLED
CROP BREEDING & IMPROVEMENT

% 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 BIOTECHNOLOGY The University of Georgia




Advanced RNA in situ QIS Y i (G

Hybridization for any gene
with RNAscope” technology% <

Be Amazed.

Proprietary RNAscope® in situ hyh
(ISH) assay enables:

- Quantitative, sensitive and s
detection with mnrphulogica_l-
- Visualization of virtually any
or long noncoding RNA
- 2-week turnaround for pro

e

Advanced Cell Diagnostics

\

For Maleculer Biology Applicetions [MBA), nat intended for diagnosis. Refer to appropriete reguletions. ANAscope is @ registenad rk of Advenced Cell Disgnostics, Inc. Doc# 321393



American Association
for Cancer Research

AN
AACR e

APRIL 18-22, 2015

C ancer Discoveries PENNSYLVANIA CONVENTION CENTER

PHILADELPHIA, PA

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-edoge advances, and obtain feedback on vour research.

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

Missed the regular abstract deadline?

Submit your late-breaking abstract by January 27, 2015!
Late-breaking abstracts detailing highly significant and timely findings will be considered
for presentation at AACR's Annual Meeting 2015.

Register by February 9, 2015 and save!

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

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

WWW.AACR.ORG




Maverix
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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 N [J 11
S wiill..
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
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LIBRARY PREPARATION FOR NEXT GEN SEQUENCING

Generate sequencing libraries
from as much as 1 ug total RNA

SMARTer Stranded Total RNA Sample Prep Kit - Hl Mammalian

RNA-seq libraries for lllumina® sequencing in ~5 hours

The latest kit in our SMARTer Stranded family blends RiboGone™ and SMART®
technology into one seamless kit for 100 ng-1 pg total RNA of any quality (RIN 3-10).
The SMARTer Stranded Total RNA Sample Prep Kit - HI Mammalian generates high-
quality total RNA-seq libraries for lllumina sequencing that preserve strand of origin
information, allowing for identification of overlapping and antisense transcripts. This
kit integrates ribosomal RNA (rRNA) removal into the streamlined workflow, reducing
the percentage of rRNA reads to <5%, which improves mapping statistics. lllumina
sequencing adapters and indexes are incorporated during cDNA synthesis, reducing
the workflow time. Get the high sensitivity inherent in SMART template switching
technology from higher-input degraded samples.

See more data at
www.clontech.com/RNA-seg-HI
or call 1.800.662.2566

Sean to find out more

Takara and the Takara logo ara tredenarks of TAKARA HOLDINGE, , Japan. &l othar narks ara tha proparty of thair raspactive
owaars. Cerain tredemarks may nat be registarad in all prisdictions. & 2014 ch Labaratonies, lic.

F Clontech Laboratories, Inc. = & Bkara Bio Company
C I on t'E C h Unibad Stabes'Canada: +1.B005E2 2556 » Asia Paciic: +1850.913.7300 » Europe: » 35|01 2304 5590 » Japare +B1 (77 54 7240
b Far Rasearch Use Only. Mot for usa in diagnastic ar herapautio procedarss. Mot for resaly. [lunina & @ registarad trad smark of [umina,
Ine. Clomach, the Clontach koo, RiboGana, SMART, SMARTer, and thats GO0D sokacs! ars radamarks of Clantsch Labaraionies, Ino.

woanwclontech.com .14 US (m3648)
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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
® ChlP-seq ® 16S MetaVx™ Sequencing
e Library Preparation ® Express NGS™

® FOR MORE INFORMATION CONTACT:
& GENEWIZ

e _ - 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,
\‘?&ﬁ with greater clarity
than ever before.

Nz
Lucigenr

Simplifying Genomics

lucigen.com/matepair



Sequencing power for every scale.

Tha HiZeq X Ten conteine
10 sequancing systeme.

HiSeq X™ Ten

Population
power. HiSeq® 2500
$1000 human
genome and Production
power.
extreme Power and NextSeq™ 500
throughput for efficiency for Floxible _ .
genomics. Desktop speed Focused . .
and simplicity for power. MiSeqDx
whole-genome, Desktlcp slpleed Focused
exome, and simplicity for Dx power.
transcriptome targeted and The first and
sequencing, small-genome only FDA-cleared
and more. sequencing. in vitro diagnostic
next-generation
sequencing system.
Find the right sequencer to fit your every need. I IU mina

22014 Nurning, Inc. All ights eesred,



Next-Generation Sequencing Bio Informatics Capillary Sequencing
(NGS)

- Assembly/Mapping

- Whale genome Sequencing (Hiseq X Ten) - Variant (SNP/InDel) calling Microarray
- Exome sequencing - CNV B Breakpoints

- Targeted Sequencing * Expression Profiles Oligonucleotide S}"I'lth esis
- Cancer Panel Sequencing - DEGs/miRNA

- Transcriptome Analysis, small RNA - Enrichment Profiles

- Epigenomics - Gene Annotation Genetica“y Engl'neered Mouse

E-Mail. Website.
info@macrogen.com / ngs@macrogen.com dna.macrogen.com

Advancing throug' ténomfcs




¢) SevenBridges

genomics

INTERACTIVE WEB-BASED

ANALYSIS TOOLS FOR
RNA-SEQ
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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; e 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 Fsher Scientific Bramd
For Resaarch Use Only. Hot foruse in diagnostic procedures. & 2014 Thermo Fisher Sciantific Inc. All rights rasamad.
All trademarke ara the property af Tharma Fisher Scientific and its subsidiaries inlaes otherwize epacified. CO011125 0814



	advertising-1
	advertising-2
	advertising-3
	advertising-4
	advertising-5
	advertising-6
	advertising-7
	advertising-8
	advertising-9
	advertising-10
	advertising-11
	advertising-12
	advertising-13
	advertising-14

