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Differential Expression (DE) analysis Co-Expression clustering

— On differentially expressed genes (DEG) in at least one contrast
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Further analyses @@@ @@@

GO-term enrichment KEGG enrichment Gene Network analysis
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Take home message

— Automatic and quick analysis generating outputs organized in folders — Large set of parameters and outputs (tables and graphs)
— Easy to handle in R environment — Preconfigured RStudio instance available on Galaxy
ithub.com/askomics/askoR (https://usegalaxy.fr/)

— Use of edgeR?, topGO?, coseq>*, and igraph- packages for differential expression analyses, GO-term and KEGG enrichments, co-expression
clusters identification, and gene netwok graphs
— Ouputs compatible with AskOmics® tool for integration of heterogeneous data
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