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with an interactive visualization tool
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ABSTRACT EXPLORING METAGENOME ASSEMBLIES
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the means to nimbly create and move among different plots
of a metagenomic assembly and to explore them
Interactively. On the fly, users can use axes, color, and point
size to cluster contigs by different variables in the sample,
zoom in and and out of the plot, show or hide different
groups of contigs, search for functional markers, and drill
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