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As a community we should be focusing on completely
reproducible analysis.
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Bioconductor is a highly used bioinformatics
software tool suite.

BUT ....

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



What is bioaRchive?

Repository of all versions of all Bioconductor packages
and these can be easily obtained from

bioarchive.galaxyproject.org
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Using bioaRchive

Install version of Biobase 2.29.0 directly from bioaRchive.

install.packages(
"https://bioarchive.galaxyproject.org/Biobase 2.29.0.tar.gz",
repos=NULL,method="1ibcurl")

library("Biobase")

sessionInfo()



Also facilitating Bioconductor and Galaxy
interoperability
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Estimate variance-mean dependence in count data from high-throughput sequencing assays and test for differential
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Future work

Improve dependency management for
bioconductor based analysis

- Missing versions of dependencies
- Packages with multiple dependencies.



Want to help?

Contact:

nitesh.turaga@gmail.com



