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Analysis of Whole Genome Sequences from GAS14 



When using tools like Galaxy, 

you need to... 
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Training Contents 

Half a day: 

•  Note on disk space 

•  Upload Data into History 

•  Delete from History 

•  Computing Sequence length 

•  Creating Workflows 

•  Calculating the GC content and adding it to 

Workflow 

•  Compute sequence length + GC Contents 

Workflow 

•  Gene presence/absence exercise  

•  SNP pipeline 

 



SNP Pipeline 
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•  “Perhaps one day on Galaxy” 

•  “I didn’t get fair help to get through 

the course. It was very new to me.”  

•  “Find Bioinformatics very difficult to 

understand”  

•  “Got a bit confused Ali went into it 

too fast”  

•  “Really enjoyed Galaxy” 

•  “Entailed important 

material and content 

relevant to our day to day 

work.” 

•  “Nice intro to the web app. 

Building workflows and 

creating histories” 

•  “Need to be able to 

analyse NGS from lab. 

Feel that I can start 

Gaining an insight into the 

Galaxy platform” 

•  “Enjoyed it very much.”  
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Thank you to the Galaxy team
For their hard work
And keep up the good work!

And finally… 


