


As a community we should be focusing on completely 
reproducible analysis. 



Bioconductor is a highly used bioinformatics 
software tool suite.

BUT …. 

ONLY the most recent version of any tool is 
available to the user.





Thanks to Eric Rasche 
for the UI.



Using bioaRchive



Also facilitating Bioconductor and Galaxy 
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Ooops! 

Resolve dependencies from 
bioarchive directly for galaxy 
tools.



Future work

Improve dependency management for 
bioconductor based analysis
- Missing versions of dependencies
- Packages with multiple dependencies.



Want to help? 

bioarchive.github.io

Contact: 

nitesh.turaga@gmail.com


