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• 	
  Parallelisa5on	
  
• 	
  Dependency	
  checking	
  
• 	
  Logging	
  
• 	
  Visualisa5on	
  



Rubra	
  

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

h:ps://github.com/bjpop/rubra	
  

Exposes	
  ruffus	
  func5onality,	
  plus:	
  
• 	
  Config	
  files	
  
• 	
  Checkpoin5ng	
  
• 	
  HPC	
  job	
  submission	
  



Reusable	
  pipelines:	
  
variant	
  calling	
  

h:ps://github.com/clareslogge:/
variant_calling_pipeline	
  

•  Alignment	
  (BWA)	
  

•  Alignment	
  cleaning	
  and	
  
variant	
  calling	
  (GATK)	
  

•  Annota5on	
  (ENSEMBL)	
  

•  QC	
  


