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tool(for(experimental(design,(simulation(and(analysis(of(viral(metagenomics(experiments.(

MetLab$

<&Ion&Proton&
<&Ion&Torrent&(200bp&or&400bp)&

<&exponen$al&

<&Environmental&sample&
<&Environmental&sample&with&assembly&

&Upload&host&genome&

Data&cleaning&
parameters&


