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Abstract 
Methicillin-resistant Staphylococcus aureus (MRSA) is one of the causative bacteria of nosocomial 

infections. In order to investigate the changes in MRSA over time, we collected strains at Tsuyama Chuo 
Hospital from May of 2011 to November of 2012 (period 1), in 2015(period 2), and 2018(period 3). In 
this study, MRSA strains isolated in periods 1 and 3 were used and these strains were divided as hospital-
acquired MRSA (HA-MRSA) and community-acquired MRSA (CA-MRSA), respectively. 
Antimicrobial susceptibility to clarithromycin (CAM), levofloxacin (LVFX) and cefcapene pivoxil 
(CFPN-PI) was measured using MIC. All HA-MRSA strains were resistant to these antibiotics in both 
period 1 and 3. On the other hand, for CA-MRSA, the number of strains that showed a high resistance 
to CAM or LVFX increased in period 3. In period 1, the main strains isolated in the hospital were HA-
MRSA, but in the period 3, they were replaced by CA-MRSA. It was found that CA-MRSA isolated in 
period 3 had a high biofilm (BF) formation rate (BF value). When the growth rate of CA-MRSA strains 
isolated in period 3 that showed high or low BF value were measured, there was no difference in the 
growth rate among these strains. These results suggest that BF value contributed to the establishment of 
CA-MRSA in hospitals rather than the growth rate. 
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