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Verification of BioFire® FilmArray Pneumonia Panel plus Detections by Alternate Methods

D. Judd?, B. Graham?, D. Sadrijat, O. Cham?, C. Li%, J. Stone?, K. Broadbent?, C. Graue?, M. Jones?, J. Cloud?, and M. Rogatcheva*

1BioFire Diagnostics, LLC, Salt Lake City, UT, USA.

Background .. bial .
The BioFire FilmArray Pneumonia Panel plus is intended to identify . V d At . I B t . Antl MICIropld RES | Sta nce (AM R)
pneumonia causing agents in unprocessed sputum (including a C e rl a Iruses an yp|Ca dCterila
endotracheal aspirate (ETA)) and bronchoalveolar lavage (BAL) specimens. G enes
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