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The workflow consists of a Shakemake workflow that executes successively:

v’ Retrieval of the corresponding gene sequences

v Gene clustering and pan-genome analysis using PGAP (1), Roary (2) or PanACoTA (3),
v’ Attribution of COG functional categories

v" GC content calculation using SkewIT (4)
kHierarchical clustering, Heatmap, Upset diagram using R J
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OUTPUTS/VISUALIZATIONS The web application allows interactive
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