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How to extract RNA-binding proteins/CLIP-
data

« High throughput sequencing technologie lllumina

 RNA-protein interaction sequences can be enriched using iCLIP or
eCLIP

« ICLIP and eCLIP are both new methods. With this methods it is
possible to analyze truncated cDNAs, which is not possible with
other CLIP-methods.
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https://www.illumina.com/science/sequencing-method-explorer/kits-and-arrays/iclip.html
https://www.illumina.com/science/sequencing-method-explorer/kits-and-arrays/eclip.html

Common methods and PureCLIP-The
advantage

« eCLIP and iCLIP data shows a spatial dependency, which can be a
problem using peak calling methods

« With PureCLIP this problem will be eliminated caused by the use of
Hidden Markov Model. HMM single nucleotide resolution

* inclusion of crosslink motifs and non-specific background signal
Increases the detection rate
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Conclusion

* The PureCLIP program based on Hidden Markov Models has a much
higher precision in detecting target specific cross linking binding
sites compared to the other methods described in the paper!

« With PureCLIP it is possible to get more detailed information about
specific target protein-RNA interaction. For instance this is a very
help- and powerful tool for medical research and could save life in
future!



Sources

e Crystal structure of SARS-CoV-2 nucleocapsid protein RNA binding
domain reveals potential unigue drug targeting sites — ScienceDirect

 https://www.sciencedirect.com/science/article/pii/0042682286903053

« RNA-binding proteins of coronavirus MHV: Detection of monomeric and
multimeric N protein with an RNA overlay-protein blot assay —
ScienceDirect

« |L523S, an RNA-binding protein as a potential therapeutic target for lung
cancer | British Journal of Cancer (nature.com)

 The Matrix Protein VP40 from Ebola Virus Octamerizes into Pore-like
Structures with Specific RNA Binding Properties - ScienceDirect
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