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» AskoR facilitates transcriptomics data analyses
— Automatic and quick analysis generating outputs organized in folders
— Large set of parameters and outputs (tables and graphs)
— Easy to handle in R environment (https://github.com/askomics/askoR)
— Preconfigured RStudio instance available on Galaxy (https://usegalaxy.fr/)
—> Adaptable to many research questions from RNA-seq data but possible
extrapolation to other count tables (SmallRNA-seq, metagenomics, ...)
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