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Because at some point, things will go wrong..
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Start small

Read the log, check the work directory

Categorise the type of error

Check Slack, Google, ask for help

Report a bug
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Start small

nextflow run nf-core/xxx -profile test,docker
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Start small

Check the basics

✅ Nextflow up to date   ( nextflow -self-update )

✅ Haven't run out of disk space

✅ Docker demon is running (if you're using Docker)

✅ ...
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Start small

Check the basics

Check the troubleshooting docs:

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

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


Categorise the type of error
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⚠ Warning: 


Note that just because Nextflow reports a particular tool failed, 
this does not necessarily mean it's an issue with the tool itself.
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Categorise the type of error

Before the first process

First process

During run

Problem with outputs
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Categorise the type of error

Before the first process

N E X T F L O W  ~  version 0.27.3

Launching `./main.nf` [prickly_snyder] - revision: bb0fa33a13

ERROR ~ Unknown config attribute: projectDir -- check config file: 
nextflow.config


null


 -- Check '.nextflow.log' file for details

❌ Nextflow not up to date
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First process

Categorise the type of error
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❌ Nextflow not up to date



Categorise the type of error

First process
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Remember that you need to tell Nextflow how to handle software 
dependencies..

-profile test,docker

No spaces between profile names



Categorise the type of error

First process
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Command exit status:

  127


Command output:

  (empty)


Command error:

  .command.sh: line 3: rsem-prepare-reference: command not found


Work dir:

  /home/lfaller/nextflow/rnaseq/work/f7/b6ef5a3f12f5efbf641f19046aca74


Tip: you can try to figure out what's wrong by changing to the process work dir and showing the script 
file named `.command.sh`


Unexpected error [AbortedException]


 -- Check script '/home/lfaller/.nextflow/assets/nf-core/rnaseq/./workflows/rnaseq.nf' at line: 603 or see 
'.nextflow.log' file for more details




Categorise the type of error

First process
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Command exit status:

  127


Command output:

  (empty)


Command error:

  .command.sh: line 3: rsem-prepare-reference: command not found


Work dir:

  /home/lfaller/nextflow/rnaseq/work/f7/b6ef5a3f12f5efbf641f19046aca74
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Categorise the type of error

First process
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Error executing process > 'NFCORE_SSDS:SSDS:BEDTOOLS_MAKEWINDOWS (mm10rn6)'


Caused by:

  Failed to submit process to grid scheduler for execution


Command executed:


  sbatch .command.run


Command exit status:

  1


Command output:

  sbatch: error: Invalid --signal specification


Work dir:

  /gpfs/gsfs9/users/RDCOpipes/010101_Fulgent_1010_SE7599/010101_1010_newVersionSS_ssds/
ssds__20211215_155733_rn077168/work/84/3deb9b6cf726a27c167bb775028b09


Tip: view the complete command output by changing to the process work dir and entering the command 
`cat .command.out`
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Read the log, check the work directory



[6:16 PM] Error executing process > 'FASTQC (hct116_h3k4me1_IP_R1_T1)'


Caused by:

  Missing output file(s) `*.{zip,html}` expected by process `FASTQC (hct116_h3k4me1_IP_R1_T1)`


Command executed:


  [ ! -f  hct116_h3k4me1_IP_R1_T1.fastq.gz ] && ln -s hct116_h3k4me1_clean.fastq.gz 
hct116_h3k4me1_IP_R1_T1.fastq.gz

  fastqc -q -t 6 hct116_h3k4me1_IP_R1_T1.fastq.gz


Command exit status:

  0


Command output:

  (empty)


Command error:

  WARNING: Your kernel does not support swap limit capabilities or the cgroup is not mounted. 
Memory limited without swap.

  Failed to process file hct116_h3k4me1_IP_R1_T1.fastq.gz

  uk.ac.babraham.FastQC.Sequence.SequenceFormatException: Ran out of data in the middle of a 
fastq entry.  Your file is probably truncated

  	 at uk.ac.babraham.FastQC.Sequence.FastQFile.readNext(FastQFile.java:179)

  	 at uk.ac.babraham.FastQC.Sequence.FastQFile.next(FastQFile.java:125)

  	 at uk.ac.babraham.FastQC.Analysis.AnalysisRunner.run(AnalysisRunner.java:77)

  	 at java.base/java.lang.Thread.run(Thread.java:834)
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[6:16 PM] Error executing process > 'FASTQC (hct116_h3k4me1_IP_R1_T1)'
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  (empty)


Command error:

  WARNING: Your kernel does not support swap limit capabilities or the cgroup is not mounted. 
Memory limited without swap.

  Failed to process file hct116_h3k4me1_IP_R1_T1.fastq.gz
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Where in the pipeline and what type of error
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Log output from the tool
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Error executing process > 'NFCORE_RNASEQ:RNASEQ:ALIGN_STAR:BAM_SORT_SAMTOOLS:SAMTOOLS_SORT 
(bln1_t16_rep1)'


Caused by:

  Process `NFCORE_RNASEQ:RNASEQ:ALIGN_STAR:BAM_SORT_SAMTOOLS:SAMTOOLS_SORT (bln1_t16_rep1)` 
terminated with an error exit status (1)


Command executed:


  samtools sort  -@ 36 -o bln1_t16_rep1.sorted.bam -T bln1_t16_rep1.sorted 
bln1_t16_rep1.Aligned.out.bam

  cat <<-END_VERSIONS > versions.yml

  SAMTOOLS_SORT:

      samtools: $(echo $(samtools --version 2>&1) | sed 's/^.*samtools //; s/Using.*$//')

  END_VERSIONS


Command exit status:

  1


Command output:

  (empty)


Command error:

  [E::bgzf_read_block] Invalid BGZF header at offset 1083189972

  [E::bgzf_read] Read block operation failed with error 6 after 131 of 197 bytes

  samtools sort: truncated file. Aborting


Work dir:

  /lustre/scratch123/tol/teams/tolit/users/ps22/work/eb/4d3c6811645c4730ea79d1bca11ff1


Tip: you can try to figure out what's wrong by changing to the process work dir and showing the 
script file named `.command.sh`
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Where the work directory is on the disk
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Anatomy of a work directory..

.command.out - STDOUT from tool

.command.log - STDOUT and STDERR from tool

.command.err - STDERR from tool

.command.begin - Created as soon as the job launches

.exitcode - Created when the job ends, with exit code

.command.trace - Logs of compute resource usage

.command.run - Wrapper script used to run the job

.command.sh - Process command used for this task
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Search Slack, Google, ask for help
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Ask for help

• Pick the correct Slack channel to post in


• Provide as much information as you can

• As a minimum, the command and configs you used

• Use a thread under your message if in doubt


• Use markdown code blocks


• Narrow the issue down as much as possible before asking


• Explain the steps to reproduce if possible
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Ask for help
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Report a bug



Report a bug
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Report a bug

• Fill in the bug issue template


• Narrow the issue down as much as possible before asking


• Explain the steps to reproduce


• If you think you know the solution, please say so


• If you think you can fix the problem, please make a pull request



https://nf-co.re/join

Phil Ewels
https://phil.ewels.co.uk

https://ngisweden.scilifelab.se

https://nf-co.re/join
https://phil.ewels.co.uk
https://ngisweden.scilifelab.se/

