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Installation



nf-core tools

pip install nf-core

conda install -c bioconda nf-core



nf-core tools

nf-core --help



Listing pipelines



nf-core tools

nf-core list



website

nf-co.re/pipelines



Running pipelines



Software required

OR

OR



Software required

nextflow run nf-core/rnaseq

nextflow pull nf-core/rnaseq

-r 1.3-latest-r dev



Documentation

https://nf-co.re/PIPELINE-NAME



Documentation

nextflow run nf-core/rnaseq --help



nextflow run nf-core/rnaseq -profile test,docker

Test data



nextflow run nf-core/rnaseq -profile test,docker

Test data



Running for real

nextflow run nf-core/rnaseq [...]

nf-core launch rnaseq

nf-core download rnaseq

If you've read the documentation..

If not.. (command-line wizard with prompts)

If you're running offline..



Troubleshooting pipelines



Troubleshoot

2 Categorise the kind of error

3 Read the log, check the work directory

1 Start small: run pipeline tests first

4 Check Slack, Google, ask for help

5 Report a bug



Exercises 1, 2, 3

Exercise 1 (installation)
• Install nf-core/tools
• Use the help flag to list the available 

commands

Exercise 2 (listing pipelines)
• Show the  nf-core list command usage
• List all pipelines
• Sort pipelines alphabetically, then by 

popularity
• Fetch one of the pipelines using nextflow
• Use nf-core list to see if the pipeline you 

pulled is up to date
• Filter pipelines for any that work with RNA
• Save these pipeline details to a JSON file

Exercise 3 (using pipelines)
• Install software dependencies
• Print the command-line usage for the nf-

core/rnaseq pipeline
• In a new directory, run the nf-core/rnaseq 

pipeline with the test profile
• Try launching the RNA pipeline using 

the nf-core launch command
• Download the nf-core/rnaseq pipeline for 

offline use using the nf-core 
download command

https://nf-co.re/usage/nf_core_tutorial



Help!

https://nf-co.re/join

https://nf-co.re/join

