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CircRNA Sequencing

|_Product Introductiongesss

CircRNAs (Circular RNAs) are one class of non-coding RNA molecules that are short of 5' end cap and 3' end poly(A) tail.
CircRNAs perform circular structure by the covalent bond which is status against RNA exonuclease digestion. circRNA
plays an important role in the growth and development of organisms and their resistance to the external environment.
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© Identification and annotation of known circRNA;
— ﬂ —ﬁ\— EE Coisizfcftyion © Novel circRNA prediction; © CircRNA hosts;
N O CircRNA expression and distribution
| S © Prediction on circRNA targeted miRNAs;
[[IE —_ ol — .’.? © CircRNA differential expression analysis;
- O DE-circRNA host gene classification,

Experiment Sample RNA
design delivery extraction

Data After-sale

Sequencin,
PEEE T anatysis services enrichment and annotation.
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1 Identification and statistics on known circRNA and novel circRNA prediction.

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

3 In our circRNA sequencing projects, ribosomal RNA (rRNA) depletion directional library becomes more popular compared to linear RNA depletion, in

that this strategy saves information on other RNA molecules, including mRNA, IncRNA, etc. joint analysis on these datasets.

4 BMKCloud-based result delivery: Customized data mining is available on the platform.

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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// B Library Platform Recommended data Data QC Time \‘
‘ rRNA depletion [llumina PE150 16 Gb Q30>85% 30 days
|.Sample|Requ1r|emenl: e
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Conc. >100 ng/pL;
Volume > 10 pL;

Total > 0.5 pg Limited or no protein or DNA contamination shown on gel.

0D260/280=1.7-2.5
0D260/230=0.5-2.5

For plants: RIN>6.5;
For animals: RIN>7.0;
5.0>28S/185>1.0;

limited or no baseline elevation
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1. Distribution of circRNA host
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2. Hierarchical clustering of
differentially expressed circRNAs

3. GO classification of
DE-circRNA host genes
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