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F #¥ biosciences

CELL TO INSIGHT

Discover Single Cell
Biology at SCALE.

At ScaleBio, our single-cell profiling and
analysis solutions based on combinatorial
indexing enable increased throughput for
larger, more complex studies.

Learn more at www.scale.bio



Achieve an output of 125,000 cells per run
at a fraction of the cost
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Level 3: Tagmentation & Indexing
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One for All.

All for One.

ZYMO RI.SEARCH

Universal rRNA Depletion
for All Organisms

Zymo-Seq RiboFree® Total RNA Library Kit

Discover the newest addition to Zymo Research’s
NGS lineup—a total RNA library prep kit designed
for simplifying high-throughput applications. From
any organism, you can now effortlessly create total
RNA libraries.

¢ Universal Depletion: Novel probe-free technology
depletes rRNA from any organism

v Simplest Library Prep: Simultaneous ligation of
both adapters reduces hands-on-processing

v Automation Friendly: Streamlines protocol for
increased scalability
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ZYMO RESEARCH Scan the (”IR code to exellore a new age of RNA-seq and use
The Beauty of Science is to Make Things Simple* COde RIBOFREE23 tO save 250/0 on your neXt Order!

Maximize Your Sequencing Efficiency

Human

Mouse

Corn

Yeast (C. albicans)
Common fruit fly

Arabidopsis

0%  20%  40%  60%  80%  100%
[l Protein Coding & Other RNA rRNA

The Zymo-Seq RiboFree Kit Produces Dense Coverage of Protein Coding
and Other Transcripts. Classification of the STAR-aligned reads was based on
Ensembl annotations and RepeatMasker rRNA tracks from UCSC genome
browser when applicable.

8 info@zymoresearch.com www.zymoresearch.com @ Toll Free: (888) 882-9682



Dolng science
doesn’t

have to be
wasteful.

TipOne°®

From our eco-friendly product design to our innovative
manufacturing practices, we're committed to reducing
our environmental impact. As your partners in how you
do your work, together we can drive sustainability.

TipOne pipette tips are at the forefront of our
sustainability efforts:

* TipOne cassettes and racks* are now made with
partially recycled materials

* Theirinnovative refill design for standard and filter
tips saves money, counter space, and packaging
plastic

* Production facility is powered by 100% wind energy
* Tips are ACT® Label certified
* Racks, cassettes, and wafers are recyclable

By seamlessly integrating these eco-friendly features, ' .

we continue to develop a greener product without J l
compromising the exceptional quality of our 100% virgin

polypropylene pipette tips. S C I E N -I- I F I C

SIDE BY SCIENCE

= Todiscover more about TipOne and our
% sustainability efforts, visit usascientific.com/
- TipOne-impact

. *Racks coming soon!



GO BEYOND RNA ’

ARRAYSTAR INC

Non-coding RNA and
Epitranscriptomic Solutions

Get Your Free eBok

| Circular RNA Arrays

Accurately profile circular RNAs by highly specific circular junction probe design

| LncRNA Arrays

Overcome the limitations of RNA-seq for INcRNAs often at low abundance

| Small RNA Arrays

Accurately profile miRNA, pre-miRNA, tRNA, tsRNA, and snoRNA simultaneously
| Epitranscriptomic Arrays

Quantify the percentage of m6A modifications at the transcript specific level

| m6A Single Nucleotide Arrays

Locate and quantify the exact m6A site at single nucleotide resolution

Call: 888-416-6343 Email: info@arraystar.com www.arraystar.com



NGS library prep?
We've got you covered.

For 13 years, NEB® has addressed library prep challenges by offering solutions
that streamline workflows, minimize inputs, and improve library yield and quality.
In fact, use of NEBNext® reagents has been cited in >20,000 publications.

With over 90 products in the NEBNext portfolio and direct handling instrumentation. As a reagent manufacturer,
access to experts in NGS and enzymology, NEB can support NEB is ideally positioned to support your large volume
library preparation for all of your sample types, for a wide and custom needs through our OEM & Customized
range of sequencing platforms and throughputs. Solutions group.

The NEBNext Ultra™ IT workflow, which lies at the heart of Our expertise, proven track record and depth of portfolio
the NEBNext library prep solution, is available in a variety of make NEBNext a preferred choice for high-quality
streamlined and convenient kit formats. For added flexibility, sample preparation. We're ready to show you why it
NEBNext kits are easily scalable for automation on liquid should be yours.

BERE  1ncerested in giving NEBNext a try? Learn more
5] ﬁ and request a sample at NEBNext.com.

Products and content are covered by one or more patents, trademarks and/or copyrights owned or controlled by New England Biolabs, Inc (NEB). The use of NEW ENGLAND be I N S P I R E D
trademark symbols does not necessarily indicate that the name is trademarked in the country where it is being read; it indicates where the content was originally °

developed. The use of these products may require you to obtain additional third-party intellectual property rights for certain applications. For more information, drl.Ve D I S C OVERY
please email busdev@neb.com. lO S®

© Copyright 2022, New England Biolabs, Inc.; all rights reserved. Inc. Stdy G EN U | N E



2% SQCALE

5% biosciences

CELL TO INSIGHT

Discover Single Cell
Biology at SCALE.

At ScaleBio, our single-cell
profiling and analysis solutions
based on combinatorial indexing
enable increased throughput for

larger, more complex studies.

Learn more at www.scale.bio
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2023 SCIENTIFIC

CONFERENCES

Presenting the most significant research on cancer etiology, prevention,

diagnosis, and treatment

Advances in Kidney Cancer Research
June 24-27, 2023 | Austin, TX

Conference Cochairs: Othon lliopoulos, M.
Celeste Simon, Cheryl Lyn Walker, and
Qing Zhang

Second JCA-AACR Precision Cancer
Medicine International Conference
June 28-30, 2023 | Kyoto, Japan
Conference Cochairs: Hiroyoshi Nishikawa
and Charles Swanton

AACR-AHNS Head and Neck Cancer
Conference: Innovating through Basic,
Clinical, and Translational Research
July 7-8, 2023 | Montréal, QC, Canada
Conference Cochairs: Joseph A. Califano,
Maura L. Gillison, Sana D. Karam, and

Jose P. Zevallos

Molecular Biology in Clinical Oncology
Workshop

July 16-22, 2023 | San Diego, CA

Workshop Director: Ross L. Levine

Workshop Codirectors: Christine M. Lovly and
Jean Y. Tang

ASCO/AACR Methods in Clinical Cancer
Research Workshop
July 23-29, 2023 | La Jolla, California

Workshop Codirectors: Manuel Hidalgo, Julie M.

Vose and Thomas M. Braun

CRI-ENCI-AACR Seventh International
Cancer Immunotherapy Conference:
Translatting Science Into Survival
September 20-23, 2023 | Milano, Italy
Conference Cochairs: Pier Francesco Ferrucci,
Christoph Huber, Padmanee Sharma, and
Arlene H. Sharpe

Learn more and register at
AACR.org/Calendar

Pancreatic Cancer

September 27-30, 2023 | Boston, MA
Conference Cochairs: Christine A. lacobuzio-
Donahue, Anirban Maitra, Rosalie C. Sears
and Jen Jen Yeh

The Science of Cancer Health Disparities
in Racial/Ethnic Minorities and the
Medically Underserved

September 29-October 2, 2023 | Orlando, FL
Conference Cochairs: Ronny A. Bell, Gloria D.
Coronado, Sophia H. L. George, Augusto C.
Ochoa, Renee Reams, and Tiffany A. Wallace

Tumor Immunology and Immunotherapy
October 1-4, 2023 | Toronto, ON, Canada
Conference Cochairs: Philip D. Greenberg,
Pamela S. Ohashi, Andrea Schietinger, and
Mario Sznol

Ovarian Cancer

October 5 - 7, 2023 | Boston, MA

Conference Cochairs: Frances R. Balkwill,
Benjamin G. Neel, Kunle Odunsi and Elizabeth
M. Swisher

AACR-NCI-EORTC International
Conference on Molecular Targets and
Cancer Therapeutics

October 11-15, 2023 | Boston, MA
Conference Cochairs: Timothy A. Yap, Tim F.
Greten and E.G. Elisabeth de Vries

AACR-KCA Joint Conference on
Precision Medicine in Cancer
November 15-17, 2023 | Seoul, South Korea
Conference Cochairs: Tae Min Kim and
Elaine R. Mardis

Follow us @AACR

2303063C



GENE TooLS, LLC .

www.gene-tools.com t j
O—IID—N<
A Morpholino oligo O_to:{B
works like sequence-specific
masking tape, blocking a

section of RNA.

Halt the initiation complex.
Block snRNP binding.

Inhibit miRNA maturation.

Mask a poly-A tail signal.

Switch splice regulation.

Invade RNA secondary structure.

Proven technology:
Four FDA-approved drugs
Over 11,000 publications
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The RNA Experts

Lexogen NGS Services

First-class NGS solutions

taillor-made to your needs

Lexogen NGS Services offers both standard and custom next-generation sequencing services, including a variety of
RNA-Seq solutions and DNA-Seq. We also provide Bioinformatics Custom Service, where state-of-the-art bioinformatics
is combined with a client-driven approach, all tailored to your needs. To deliver you the best results possible, our services,
R&D, and bioinformatics teams work together to adapt our workflows and address your wildest research questions.
Let our NGS experts turn your idea into reality!

NGS Services Packages Highlights of Lexogen NGS Services
Each project starts with a consultation, where we agree v" Shipment Support
on the details of the project and if needed give you advice V" Various applications, including gene expression
on how to proceed based on your research questions. profiling, whole transcriptome sequencing, small
) RNA-Seq, ultra-low RNA-Seq, single-cell RNA-Seq,
We offer following standard packages: and DNA-Seq
* Start from Extraction v Expertise in handling challenging samples,
Start from Library Prep like FFPE curls, biobank samples, laser
* Sequencing only microdissections, needle biopsies, etc.
Data Analysis only v" Quality Control (QC) at multiple steps along the
workflow

v" Spike-in RNA controls to monitor and evaluate

ConpulEe RNA-Seq experiments and data quality (optional)

l ——»  Sample Extraction v Highest standards of data protection
|
—>  Library Preparation
Start from ——— | Curious about what we offer?
—> Sequencing

l Try NGS Services configurator!

— Data Analysis & Report

www.lexogen.com/services/configurator
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