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Journal issues


A 2013 issue of the Frontiers in Neuroscience, dedicated to the post-transcriptional regulation in the brain.


An issue of Genome Biology, dedicated to RBPome.


An issue of Methods, dedicated to protein-RNA interactions, including manuscripts on CLIP and related experimental and computational methods.
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New publication





Strittmatter et al, psiCLIP reveals dynamic RNA binding by DEAH-box helicases before and after exon ligation. Nat Commun. 2021 Mar 5;12(1):1488.





After a fruitful collaboration with the Kiyoshi Nagai lab we bring you psiCLIP - a method for profiling helicase-RNA contacts in defined spliceosome states. Led by Lisa Strittmatter & Charlotte Capitanchik, and with fantastic insights from Sebastian Fica. 


Studies of spliceosomal interactions are challenging due to their dynamic nature. We have previously established spliceosome iCLIP to map spliceosome engagement with pre-messenger RNAs in human cell lines. We now present a variant applicable to purified spliceosome: psiCLIP (purified spliceosome individual nucleotide resolution Cross-Linking and ImmunoPrecipitation), which involves first stalling and purifying the spliceosome at specific stages. Thereby, we investigate how Prp16 and Prp22 engage their RNA substrate at defined points in the splicing pathway. The wet-lab method is accompanied by an open source bioinformatics pipeline written in Snakemake https://github.com/luslab/psiclip. Read more about it in the LMB news.
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