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All samples had at least 80% of reads with QScores > 30

Genome lengths within expected range of PulseNet organisms characterize, monitor and survey pathogens of interest.
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Disclaimer:
The Clear Dx™ instrument is for Research Use Only (RUO)
and is not intended for diagnostic purposes.

For more information regarding Clear Dx™ products, please contact
For specific information regarding the poster, please contact
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