
Nextflow vs Naïve Bash: Different approaches to SNP calling
parallelisation on the Whole Genome Bovine Sequence
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Single-process nextflow
whole pipeline in single
nextflow process

 Multi-process nextflow
 each step in different                   
 nextflow process 

Lower execution times with
multi-process nextflow 

Significantly lower memory
usage with multi-process
nextflow

 

 Naïve Bash scrip - whole
pipeline run in parallel loop 
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Objective
Comparing variant calling efficiency in
WGS data under various parallelisation
strategies

Three approaches 
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