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CircRNA Sequencing
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CircRNA (Circular RNA) is one class of non-coding RNA molecules that is short of 5' end cap and 3' end poly
(A) tail. CircRNA performs circularstructure by the covalent bond which is status against RNA exonuclease
digestion. To explore the pivotal role of circRNA in organismal growth, development, and environmental resilience,
with BMKGENE's cutting-edge technology, delve into the intricate world of circRNA and unlock new insights

into the regulatory mechanisms shaping life's complexities.
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© Identification and annotation of known circRNA,;

—- —%}%\— §==  Library © Novel circRNA prediction; © CircRNA hosts;
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© CircRNA expression and distribution;
Experiment Sample
design delivery extraction

‘ © Prediction on circRNA targeted miRNAs;
[HB ! . © CircRNA differential expression analysis;

© DE-circRNA host gene classification,
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1 Identification and statistics on known circRNA and novel circRNA prediction.

2 Exploring the correlation between circRNA and mRNA expression regulation, study the regulatory system of circRNA-miRNA-mRNA.

3 Unveil the intricacies of circRNA's function and regulatory mechanisms, and explore its interactions with mRNA, IncRNA, and miRNA.

4 Unlock the dynamic expression patterns of circRNA across various tissues, cell types, and developmental stages, comprehensive detection and profiling

of circRNA.

5 After-sale services: After-sale services are valid for 3 months upon project completion, including project follow-up, trouble-shooting, results Q&A, etc.
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Library Platform Recommended Data Data Quality
‘ rRNA depletion Illumina NovaSeq 16 Gb Q30>85%
o
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Amount Purity Integrity
For plants: RIN > 6.5;
Cone. = 100 ng/uL; 0D260/280=1.7-2.5 .
For animals: RIN > 7.0;
Total 2 0.5 pg Limited or no protein or DNA contamination shown on gel. limited or no baseline elevation

|_.D|emo|Resulbs_

| 44444

exon
2376 ;

|_ intron
-/ 167

intergenic_region
334

2 2

2. Hierarchical clus‘Eering of
differentially expressed circRNAs

1. Distribution of circRNA host
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3. GO classification of
DE-circRNA host genes

Year Journal Article Applications DOI

23| ComPen o s ot omaraby | Dl i 02100

025 | Rescach Squre CISE3 modultstheblancef ceularandinear | Dissse | 0212034324181

| Phopatolosy  Noorsposbe e s e e o e e O b piannonses
— <~ BMKGENE

Biomarker Technologies (BMK) GmbH

Q BioZ, Johann-Krane Weg ® tech@bmkcloud.com
42, 48149 Munster, Germany €& www.bmkgene.com

Copyright©2009-2023 Biomarker Technologies (BMK) GmbH .
All Rights Reserved. Information and specifications are subject
to change at any time without notice.




