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Why use QIAseq Targeted Methyl Panels to analyze
your precious samples tor methylation status?

To explore whether methylation patterns can be potential biomarkers for use in:

Disease detection

® Research the frequency of

epigenetic changes in cancer

® Possibly identify robust and
stable biomarkers, even in
cctDNA samples, such as liquid
biopsies

Studying response to therapy
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Cancer screening
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Much lower input amounts, high correlation
with established methods
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Generate high-quality libraries from cctDNA
with different panel sizes

% of total reads
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B % reads after timming M % reads maitched to a primer M % reads uniquely mapped

@ High-quality libraries that result in high percentages of unique reads
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workflow ® EpiTect Fast Bisulfite Kit ® Pre-designed panels ® GeneGlobe® Data Analysis Center

® EpiTect Fast DNA Bisulfite Kit ® Custom panels ® QIAGEN CLC Genomics Workbench
® EpiTect Fast FFPE Bisulfite Kit

Fast, easy ® EpiTect Fast LyseAll Bisulfite Kit

data analysis

Ordering [ Download ]
PDF

Handbook

— Sample to Insight


https://www.qiagen.com/resources/resourcedetail?id=57b1d29e-3d15-49d7-b1eb-3d7a690c87ab&lang=en

000060 QlAseq Targeted Methyl Panels — unlock your precious samples
— QIAGEN

Fast, easy data analysis

Overview
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Ordering Information
Overview
Product Description Cat. no.
Me’rhylotion QlAseq Targeted Methyl Panel (8) Fixed panel for a total of 3 reactions, each using 8 samples (3 x 8 samples) 335501
as ad cancer
: i 3353511
biomarker QlAseq Targeted Methyl Panel (96) Fixed panel for a total of 96 samples
QlAseq Targeted Methyl Custom Panel (96) Custom panel for a total of 96 samples 335602
Desig ned for QlAseq Targeted Methyl Custom Panel (384) Custom panel for a total of 384 samples 333603
quUId blopsy QlAseq Methyl DNA 8-Index | Indices to process a total of 24 samples, for indexing up to a total of 8 samples 335580
QlAseq Targeted Methyl 96 Index Set A Set A indices, enough to process a total of 96 samples; one of four sets required 335591
Low input, for multiplexing 384 samples
h'9h correlation QlAseq Targeted Methyl 96 Index Set B Set B indices, enough to process a total of 96 samples; one of four sets required 335592
for multiplexing 384 samples
G QlAseq Targeted Methyl 96 Index Set C Set C indices, enough to process a total of 96 samples; one of four sets required 335593
enerate : olexd
. : or multiplexing 384 samples
high-quality
libraries QlAseq Targeted Methyl 96 Index Set D Set D indices, enough to process a total of 96 samples; one of four sets required 335594
for multiplexing 384 samples
Single-day
workflow QlAseq Targeted Methyl Panels are intended for molecular biology applications.
These products are not intended for the diagnosis, prevention, or treatment of a disease.
Fast, easy

data analysis
Y For up-to-date licensing information and product-specific disclaimers, see the respective QIAGEN kit handbook or user manual. QIAGEN kit handbooks and user manuals are

available at www.qgiagen.com or can be requested from QIAGEN Technical Services or your local distributor.
Trademarks: QIAGEN®, Sample to Insight®, QlAseq®, EpiTect®, GeneGlobe®, PyroMark® (QIAGEN Group); lllumina® (lllumina, Inc.).

Ordering Registered names, trademarks, etc. used in this document, even when not specifically marked as such, are not to be considered unprotected by law. )
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