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Ruffus

@collate(bamfiles, regex( ),
def mergeBamsBySample(inputs, outputs):
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Ruffus: a lightweight Python library for computational pipelines,
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SampleA.bam * Parallelisation

* Dependency checking
* Logging
* Visualisation
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Rubra

rubra pipeline.py --config pipeline_config.py
--end callSNPs
—-force dedup
--style run

Exposes ruffus functionality, plus:
* Config files
* Checkpointing
* HPC job submission
https://github.com/bjpop/rubra



Reusable pipelines:
variant calling

e Alignment (BWA)

 Alignment cleaning and
variant calling (GATK)

 Annotation (ENSEMBL)
° QC

https://github.com/claresloggett/
variant_calling_pipeline

Pipeline:
pipeline.fastqc I ‘ pipeline.alignBWA H

‘ pipeline.alignToSamH

‘ pipe]jne.samToBamH

‘ pipeline.mergeBams ﬂ

‘ pipeline.indexMergedBams H

pipeline.dedup ‘ pipeline.countMergedBamH

‘ pipeline.indexDedupedBams H ‘ pipeline.countDedupedBamH

‘ pipeline.realignIntervals H pipeline.collateReadCounts

pipeline.realign

’ pipeline.indexRealignedBams H

pipeline.baseQualRecalCount [
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pipeline.indexRecalibratedBams H ] I
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pipeline.finalDepthOfCoverageH ‘ pipeline.calllndels H pipeline.callSNPsH
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‘ pipeline.getEnsemblAnnotations H
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