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The overall aim is to provide virologists within veterinary medicine with an easy to use
tool for experimental design, simulation and analysis of viral metagenomics experiments.
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Experimental design

This module can help in experimental design of a metagenomic experiment by
estimating the probability of getting a full coverage 1X alignment of a member
of the metagenomic community.

Input variables are the extimated abundance of the target species in percent,
and the approximate genome size of this species. This can be though of as the
limit of high probability detection for the metagenomic sequencing.

The output will be the probaiblity of reaching full coverage in a theoretical
assembly, using the sequencing profiles defined in the MetaMaker module. If a
sequencing technology gets too low a probability, the calculation will run
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Viral Metagenomic dataset simulator.

This module can be used to simulate viral
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