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 We are developing a comprehensive pipeline for the detection of adventitious agents
using NGS technology, which has the potential to replace traditional in vivo detection
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non-host organisms and downloading sequence and annotation information for organisms
that represent at least 1% of their respective domain-level classification. Differential
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Table 1. Summary of spike experiments performed. Earlier runs WGS was used but later SW|tched
to MRNA-Seq to select for coding RNA not just background resulting in a greater signal/noise
ratio.
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