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Installation




nf-core tools

nf-core/ =
tools

. ython’
pip install nf-core f’ rackage

BIOCONDA

conda 1nstall -c bioconda nf-core



nf-core --help

Usage: nf-co

nf-core/tool
pipelines.

. Or15
--version
--verbose
--log-file
--help

!
Omnimnarnrds

list
launch
download

licences

Olllilc \,};
create
lint
modules
schema
bump-versi
sync

re [OPTIONS] COMMAND [ARGS]...

s provides a set of helper tools for use with nf-core Nextflow

Show the version and exit.
-v Print verbose output to the console.
-1 <filename> Save a verbose log to a file.
-h Show this message and exit.

List available nf-core pipelines with local -info.

Launch a pipeline using a web GUI or command line prompts.
Download a pipeline, nf-core/configs and pipeline singularity
images.

List software licences for a given workflow.

] .
Create a new pipeline using the nf-core template.
Check pipeline code against nf-core guidelines.
Commands to manage Nextflow DSL2 modules (tool wrappers).
Suite of tools for developers to manage pipeline schema.
on Update nf-core pipeline version number.
Sync a pipeline TEMPLATE branch with the nf-core template.




Listing pipelines




nf-core list

Pipeline Latest Have latest
Name Release Released Last Pulled release?

rnaseq 2 weeks ago 4 months ago
2 weeks ago 3 weeks ago
months

ago

months
ago
months
ago
months
ago
months 2 months ago
ago
months
ago
months
ago
months 4 months ago
ago
months
ago
months
ago




website

nf-co.re/pipelines

Pipelines

Browse the 62 pipelines that are currently available as part of nf-core.

Can you think of another pipeline that would fit in well?

Display as blocks

Filter: Released 33  Under development 24  Archived 5 Sort: Last Release Display: ==




Running pipelines




Software required

nexciflow




Software required

nextflow run nf-core/rnaseg -r dev

nextflow pull nf-core/rnaseg



Documentation

nf-core/rnaseq

RNA sequencing analysis pipeline using STAR, RSEM, HISAT2 or Salmon with gene/isoform counts and extensive quality control.

na rna-seq

# Launch version 3.6

© https://github.com/nf-core/rnaseq

=) Introduction

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




nextflow run nf-core/rnaseq --help

NEXTFLOW ~ version 21.10.5
Launching ‘nf-core/rnaseq’ [insane_cray] - revision: 964425e3fd [3.4]

nf-core/rnaseq v3.4

Typical pipeline command:

nextflow run nf-core/rnaseq --input samplesheet.csv --genome GRCh37 -profile docker

Input/output options

—-—1input i : Path to comma-separated file containing
information about the samples in the experiment.

--outdir st : Path to the output directory where the r
esults will be saved. T |

-—email st = Email address for completion summary.

--multiqc_title st 0 MultiQC report title. Printed as page he
ader, used for filename if not otherwise specified.

--save_merged_fastq lec Save FastQ files after merging re-sequen
ced libraries in the results directory.

UMI options
——with_umi Enable UMI-based read deduplication.
-—-umitools_extract_method UMI pattern to use. Can be either 'strin




Test data

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

nf-core/
test-datasets



\

Launching “nf-core

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

Data Type
Strandedness
Trimming
Aligner

Fasta Ref

GTF Annotation
Save prefs

Max Resources
Container
Output dir
Launch dir
Working dir
SGriptRdie
User

Config Profile
Config Description:

: Single-End

: None

S ERIERON/ES ERZEMOR/ S S SR IO/ S SR A0

STAR

: https://github.com/nf-core/test-datasets/raw/rnaseq/reference/genome.fa
: https://github.com/nf-core/test-datasets/raw/rnaseq/reference/genes.gtf
: Ref Genome: No / Trimmed FastQ: No / Alignment intermediates: No

: 6 GB memory, 2 cpus, 2d time per job

: docker - nfcore/rnaseq:1.3

./results

: /Users/philewels/test

: /Users/philewels/test/work

: /Users/philewels/.nextflow/assets/nf-core/rnaseq
: philewels

: test,docker

Minimal test dataset to check pipeline function

[warm up] executor > local
executor > local (14)

[9b/6ab89a] process
[c7/e53c44] process
[81/b17819] process
[19/7c5e2e] process
[53/917cef] process
[3d/15f1fc] process
[2d/9e59bb] process

> get_software_versions [100%]
output_documentation [100%]
makeBED12 [100%]
makeSTARindex [100%]
fastqc [100%]
trim_galore [100%]
star [ 0%]

SRS



Running for real

If you've read the documentation..

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

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

nf-core launch rnaseq

If you're running offline..

nf-core download rnaseq



Troubleshooting pipelines




Troubleshoot

a Start small: run pipeline tests first
e Categorise the kind of error

e Read the log, check the work directory

6 Check Slack, Google, ask for help

G Report a bug



Exercise 1 (installation)

* Install nf-core/tools

* Use the help flag to list the available
commands

Exercise 2 (listing pipelines)

* Show the nf-core 1list 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



a2 slack

https://nf-co.re/joiln



https://nf-co.re/join

