
Building Basic Workflows
Day 2



Last time on Basic Workflows...



What did we do?

• Created virtual environments from files with instructions (.yaml)

• Tried out a few bioinformatic commands

• Creating script files to handle commands

• Repurposing the scripts to run with different samples



What is the least clear right now?









Shovill bugs up? Use SPAdes



Shovill bugs up? Use SPAdes



This week on Basic Workflows:



Where are we now?

• 2 scripts files which upon execution will rerun bioinformatic commands

• 2 installation instructions for installing components required by the scripts

We Need

• A way to execution all commands

• Ability to integrate new tools
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FastQC.sh Shovill.sh

Define user input

Call FastQC.sh with input
Call Shovill.sh with input
Call … with input



Centralization vs Modularization 



Centralization vs Modularization 



Centralization vs Modularization 



Centralization vs Modularization 



Centralization vs Modularization 



Time to get building



What is the least clear right now?





Don't forget to feedback us!
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