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The choice sample collection technology ® FDA authorized for COVID-19 workflows

Sample Collection Sample Prep Real-Time PCR
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DNA/RNA Shield™ devices used Quick DNA/RNA™ Viral MagBead Quick SARS-CoV-2 rRT-PCR Kit
for the collection of upper and Kit used for high-throughput used for high sensitivity detection
lower respiratory specimen, saliva, automated and manual processing of SARS-CoV-2.
feces, etc. of clinical specimen.

Swab Collection Kits (R1124, R1107, R1109) i S .
Saliva Collection Kit (R1210) Quick-DNA/RNA™ Viral Magbead Kit

Fecal Collection Tube (R1101) {R2140, R2141)

Quick SARS-CoV-2 rRT-PCR Kit (R3011)

DNA/RNA Shield™ is the sample collection technology authorized for use in the FDA EUA #200518.

Learn more about specimen collection and transport at
www.zymoresearch.com/pages/dna-rna-shield-viral
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ZYMO RESEARCH @ www.zymoresearch.com ‘ info@zymoresearch.com ‘ @ Toll Free: (888) 882-9482




horizon

INSPIRED CELL SOLUTIONS
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Get to the answer faster

with custom oligos by Dharmacon™
Trusted suppliers of long and modified RNA

for over 20 years

Flexible design | Rapid turnaround | High yield ‘ Trusted service

Horizon's custom RNA synthesis service offers the flexibility to design long oligos with chemical

modifications added at any open position. Our patented ACE-2'chemistry produces higher yields

in less time than any other oligo supplier.

Quality analysis of a custom synthesized 105 nucleotide RNA oligo
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(A) UPLC analysis showing >90% pure full-length material. (B) Mass spec analysis illustrating the correct mass.

Contact us to discuss your project.
technical@horizondiscovery.com
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The Horizon logo and Dharmacon are trademarks of Horizon Discovery Group PLC. ©2020
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INn a single library.

Introducing the new SEQuoia Complete
Stranded RNA Library Prep Kit for NGS.

It’s new. It’s different. And it’s only from Bio-Rad.

The SEQuoia Complete Stranded RNA Library Prep kit gives you a truly holistic
view of the transcriptome, capturing all types of RNAs (long, short, and everything
in between) from all types of samples in less than 4 hours. With unparalleled Blo
uniformity of coverage, strandedness, and efficiency, what you will discover
will definitely surprise you.

Are you ready for a new approach to transcriptomics?
Get the details at bio-rad.com/SEQuoiaCompleteRNA

#ScienceForward
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Did you get
the message?

In recent years, the discovery of new ¢
modifications of RNA has ushered in a re
of RNA-focused research. Did you know
NEB" offers a broad portfolio of reagents
purification, quantitation, detection, syntl
and manipulation of RNA? Experience
performance and increased yields, enabled
by our expertise in enzymology.

FEATURED PRODUCTS for RNA RESEARCH:

NEW Monarch® RNA NEW Luna® NEW NEBNext® HiScribe™ in vitro
Purification Kits — RT-qPCR products — Ultra™ II RNA Transcription Kits —
kits available for isolation optimized solutions for Library Prep Kits rapidly synthesize
of total RNA from various one-step or two-step generate high quality high yields of
sample types and for RNA RT-qPCR, featuring RNA-seq libraries, even with high quality RNA
cleanup following extraction, the novel Luna Reverse limited amounts of RNA
synthesis and other Transcriptase

enzymatic reactions

Let NEB help streamline your RNA-related workflows.
Get started at NEBrna.com

One or more of these products are covered by patents, trademarks and/or copyrights owned or controlled by New England Biolabs, Inc. For more information, please email us at gbd@neb.com
The use of these products may require you to obtain additional third party intellectual property rights for certain applications. © Copyright 2018, New England Biolabs, Inc.; all rights reserved.
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RAPID DISSCWVERY, MAINTAINEDSIENSSEGRTT Y

5Mb Long Read Genome
Sequencing with 30x
Coverage: As Tow as $500

30mb Genome Sequencing
with 40x Coverage:
As Low as $380

@ WWW.MRDNALAB.COM
& INFO@MRDNALAB.COM
[] 806-789-7984

503 CLOVIS RD.
SHALLOWATER, TX 79363

Take Advantage of Our

Low Pricing:
Genome Sequencing: Starting at 5330
Targeted Sequencing (<400bp) : $50/Assay
MiSeq 2x300bp: Starting at S60/Assay
Total RNA-Sequencing: Starting at 5360

Long Read Sequencing (up to 3Kb): $100

Need Your Data Fast!!??

Ask Us About Expedited Turnaround Times.
You Can Receive Your Data in as little as 1 Week !!

VVhyChooseLB?

We offer a wide range of sequencing platforms
including the lllumina NovaSeq 6000, Illumina
MiSeq, PacBio Sequel, and more...

¢ Members of our team have over 20 years of
continuous Applied Bioinformatic and NGS
experience.

¢ Need Post-Sequencing Support? We’ve got you
covered! MRDNA offers free software tools
and additional bioinformatic and biostatistical
analysis services.

About Us

At MRDNA, it is our mission to offer our colleagues
access to rapid DNA and RNA sequencing at an af-
fordable cost. As your leading NGS service provider,
we remain diligent in staying abreast with the most
recent scientific literature and NGS techniques. With a
client-base spanning a wide range of fields, including
agrigenomics, environmental biodiversity, microbial
genomics/transcriptomics, and everything in be-
tween, our team is sure to be able to help you with
your next sequencing project.

Scot E. Dowd, PhD.

CEO and Laboratory Director
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Fig. 2. Unmethylated (ACA) sites, but not methylated
(mBACA) sites, are cleaved by RNase MazF. The MazF
treated and corresponding untreated sites are
compared in two-color channels of the m6A Single
Nucleotide Array to accurately quantify the m6A
modification percentage, and abundance level at
precise single nucleotide resolution.

Fig. 1. m6A modified RNAs are immunoprecipitated
and compared with the input RNAs in two-color
channels of the Epitranscritomic Array to accurately
measure the modification percentage and abun-
dance level for each transcript. The percentage of
modification of “transcript a” RNA determines its
different cell fates, e.g. for protein translation or
RNA decay.

m6A Single Nucleotide Array

e A new orthogonal methodology for m6A detection

Epitranscriptomic Array
e Quantifying the percentage of modification for

each transcript e Single-Nucleotide resolution for m6A site location
e Coverage of mRNASs, IncRNAs, circRNAs and more e Quantifying the percentage of m6A site modification
* RNA modifications at transcript-specific level e Reliable m6A site collection and systematic annotations

e Low sample amount, starting from 1 ug total RNA e Low sample amount, starting from 1 ug total RNA
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N more: www.arraystar.com
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CleanCap® demonstrates superior performance
versus legacy co-transcriptional capping methods
- CIeancapm ’
Natural Cap No ® | Yes ®
¥ Reduced

Immunogenic Yes ® kel e nicity

Capping Efficiency ~70% G| ~95% ©)

Yleld/mL 1.5 L 4 L

Transcription e/ © mg/m ®

Cost EDY @[ 1x ©)

Available

Therapeutic Licenses B ) ies @

Legacy Cap Analog : ‘ CleanCap®
Clear |Cap@ | | 1
Successful development of mRNA therapeutics relies on Uncapped :
reproducible, high-efficiency production of capped mRNA. <
CleanCap® uses a new co-transcriptional chemical process :
: . : Uncapped
for the highest level of MRNA capping: W ; L

LC-MS Capping Analysis

CleanCap® gives superior activity in vivo by mimicking a natural cap

25001
CleanCap® results in a natural Cap 1 structure that does not stimulate the
'}E_’ Sl innate immune system of the host, resulting in unparalleled efficiency
2 1500 in vivo. Legacy co-transcriptional capping methods yield a Cap O, an
g - immunogenic cap structure that is poorly expressed in vivo.
% The results speak for themselves: CleanCap®, the next generation of
3 5009 cap analogs, provide the most active and least toxic mRNA for your
0 IT\ ) : in vivo applications.
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Be part of the revolution.
Luciferase mRNA was formulated with Lunar Lipids and injected by tail
vein into mice. At 6 hours, luciferase was measured by western blot in mouse liver.

Diata couttesy of Arcturus Therapeutics For more information visit: trilinkbiotech.com/cleancap

trilinkbiotech.com @ TtiLink

BIOTECHNOLOGIES

©2019 TriLink BioTechnologies. All Rights Reserved.
part of Maravai LifeSciences
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