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Elucidation of virulence factors involved in the severity of Staphylococcus
aureus pneumonia

Inagawa, Takahiro
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We conducted a molecular epidemiological study of Staphylococcus aureus
using whole-genome sequence data and clinical data of isolates from nasal swabs of patients admitted
to ICU of Hiroshima University hospital. The nasal carriage rates of MRSA and MSSA in ICU patients
were 7.0% and 20.1%, respectively. The carriage rate of CA-MRSA was 2.3%, accounting for 32.8% of
all MRSA isolates. Most, including CA-MRSA and HA-MRSA, belonged to CC 8 (ST 8) and SCCmec type IV.
Furthermore, results for disease foci and the assessment of virulence factor genes associated with
disease conditions (bacteremia, ARDS, DIC, and septic shock) suggested that nasal colonization of S.
aureus clones could represent a risk for patients within the ICU. Particularly, MRSA/J and MSSA/J
may be more likely to cause deep abscess infection; ST764 may cause ventilation-associated
pneumonia, hospital-acquired pneumonia and subsequent bacteremia, and ARDS, and tst-1-positive
isolates may cause DIC onset.
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