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INTRODUCTION nf-core/crisprseq

CRISPR-Cas9 enables precise DNA editing and can be applied to a nf-core/crisprseq is a pipeline for the assessment
wide range of research areas, including drug discovery, molecular of CRISPR gene editing assays. This tool
biology, functional genomics, disease modeling, agriculture, and facilitates the analysis of a wide range of
gene therapies. Its utility extends to understanding gene function, experiments, from targeted gene edits to
identifying therapeutic targets, and advancing precision medicine. large-scale functional screens.

The pipeline accurately characterizes knockouts,
Analysing CRISPR editing results can be a daunting task, often knock-ins, base and prime editing, as well as
involving the use of complex and user-unfriendly software. This 'gene modulation.
complexity can challenge interpreting results, and extracting
meaningful insights from the data.
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