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What is CLIP-Seq?

nf-core/clipseq v1.0 New additions for v2.0 

🪴=feature added in dev; 🌱=feature dev in progress

★ Transcriptomic output xlinks and peaks 🪴
★ Positionally Enriched Kmer Analysis of peaks 🪴
★ Gene, biotype and transcript region summaries 🪴
★ Metagene of xlinks around transcriptomic landmarks 
🪴

★ Replacing umitools with umicollapse for more 
efficient handling of large BAM files during UMI 
deduplication 🪴

★ Clippy peak calling 🪴
★ eCLIP mode for ENCODE eCLIPs 🪴
★ Code-free analysis & data-sharing via Flow.bio 🪴

Code-free CLIP-Seq analysis and data-sharing on Flow.bio

Check out our papers:

A high-throughput method to determine protein-RNA 
binding sites at single-nucleotide resolution. There are 
many variants with the most popular being iCLIP, 
eCLIP and PAR-CLIP.

Hafner, Markus, et al. "CLIP and complementary methods." Nature Reviews Methods Primers 1.1 (2021): 20.

Data analysis is analogous to ChIP-Seq, with several 
added complexities: variation in RNA abundance 
complicates peak calling; no clear consensus on what 
kind of input data to use, if at all; variety of diagnostic 
events and many variations on wet lab method with 
unclear impact on data quality.

We released nf-core/clipseq v1.0 in April 2021. Since 
then, we have had >815 unique clones from our GitHub 
repo, suggesting substantial usership within the CLIP 
community.

★ Group analysis 🌱
★ Peak calling with input data 🌱
★ Human ncRNA-aware analysis 🌱
★ PAR-CLIP data handling 🌱

We welcome input from labs using CLIP-Seq 
methods as we would like our pipeline to be of 
use to the widest possible community.

Clippy: a new practical peak caller for CLIP analysis

Analyse your CLIP data for free online via our 
intuitive web interface and contribute to a growing 
community-driven database of CLIP and other data 
types (RNA-Seq, ChIP-Seq and scRNA-Seq also 
available).

Link to your flow.bio project in your manuscript to 
easily share your data and resulting analysis with the 
wider community.

Preserve relationships between data objects and the 
code and parameters that generated them - no more 
random peak files in old folders.

Search for available data to integrate with your own.

How it works: Choosing parameters 
for peak calling is 
always a pain. Clippy 
allows you to easily 
launch an interactive 
dashboard to help 
choose parameters, by 
visualising the impact 
of changes on multiple 
transcripts at once:

Clippy has better motif 
recall than the recently 
released “Skipper”:


