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Clinical application of rapid bacterial identification using mass spectrometry
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MALDI-TOF MS is increasingly used in clinical microbial diagnostics for species
identification of pathogens. The identification rates at the species and genus levels were 91.7% and
97.0%, respectively, and both rates were improved by adding clinical isolate data obtained in our
laboratory to that in the original commercial database.

MRSA is one of the major pathogens responsible for nosocomial infection. The presence of MRSA in a
hospital is detrimental to patients and to hospital management. Thus, rapid identification of MRSA is
needed. Here, we report a prospective study of rapid discrimination of MSSA from MRSA using MALDI-TOF MS
in 160 clinical isolates of S. aureus. The predictive model was trained using 50 MSSA and 50 MRSA. The
identification rates were 90.0% for MSSA and 87.5% for MRSA. In blind test sets, 30 MSSA and 30 MRSA were
correctly classified, with identification rates of 93.3% for MSSA and 86.7% for MRSA.
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