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We utilized simulations to prove the feasibility of
metagenomic virus detection as a methodology in
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CHO Conclusions

» Sensitivity and speed were measured through repeated
simulations with a single ratio of MVM to CHO

* ONT sequencing was modeled using the hypergeometric
distribution
» \/irus detection sensitivity in the simulations was compared » Understanding ONT sequencing from the perspective of sampling theory will provide much needed clarity around the expected sensitivity

against sensitivity predictions from the hypergeometric distribution and turnaround time of metagenomic virus detection

» Metagenomic virus detection will likely become more attractive in biomanufacturing as further research is conducted
» Basic read mapping algorithms are capable of high speed and accuracy for read classification
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