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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 → Preconfigured RStudio instance available on Galaxy 

(https://github.com/askomics/askoR) (https://usegalaxy.fr/) 

→ Use of edgeR1, topGO2, coseq3,4, and igraph5 packages for differential expression analyses, GO-term and KEGG enrichments, co-expression
clusters identification, and gene netwok graphs

→ Ouputs compatible with AskOmics6 tool for integration of heterogeneous data
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Further analyses

 On contrasts
 On co-expression clusters
 On gene lists of interest

One contrast =  comparison of two conditions or two groups of conditions 

 On differentially expressed genes (DEG) in at least one contrast
 On gene lists of interest

Summary tables

Per-cluster analysis

Cluster robustness

DE tables for each contrast

AskOmics tables

MA and Vulcano plots

Venn diagrams
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Summary tables

Input files :

- RNA-seq count table
- File of experimental design
- File descripting constrasts to analyse
- Gene description (optionnal)
- GO-term annotations (optionnal)
- KEGG annotations (optionnal)
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Descriptive analysis
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