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« Bacterial identification and classification uses assignments of organisms to taxonomic group
(phylogenetic classification) based on an organized scheme that begins at the phylum level and
follows through classes, orders, families, genus and species down to strain level.
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Conclusions

« MSPM correctly identified all 150 blind samples and showed no compromise in performance when microbes are present in complex

Er_nerglng matrix.
Biothreat Food Safet « MSPM was capable of differentiating true positive/true negative from false positive/negative
Detection and y  MSPM successfully identified all microorganisms present in various biological matrices, i.e. blood, serum, culture, aerosol
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