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Abstract (Un Al mia)

Methicillin-resistant Staphylococcus aureus (MRSA) is a causative microorganism
of the infectious disease in hospital (HA-MRSA), and community (CA-MRSA). Also, it can
colonize in livestock (LA-MRSA), and spread to humans. However, their genetic
relatedness and drug-resistance pattern among animal, healthy human, and hospital had
not been revealed in Thailand. This study aimed to evaluate the molecular epidemiology,
and drug susceptibility pattern of epidemic MRSA among hospitalized patients, a general
and an organic pig farms. This study expected the preliminary data for planning the control
of MRSA outbreak by using antimicrobial susceptibility, SCCmec typing, and whole
genome comparison. Surprisingly, the result showed that the general pig farm had 75%
of cefoxitin-resistant Staphylococci and 12.5% of MRSA. In contrast, the organic one had
15% of cefoxitin-resistant Staphylococci and none of MRSA. Only 4 isolates of MRSA
were discovered from patients. Moreover, there were significantly different SCCmec types
of Staphylococci and that of MRSA between the general pig farm, the organic pig farm
and the hospital. The most common SCCmec type from the general pig farm was LA-
Stapylococci [SCCmec XII(9C2)], that from the organic pig farm was CA-Staphylococci
[SCCmec IX(1C2)], that from the hospital was CA-Staphylococci [IVj(2B)]. Interestingly,
MRSA in the general pig farm and the hospital belonged to the different community-
acquired SCCmec elements. It is possible that CA-MRSA types were emerged in each
community. In the future, MRSA should be more studied in healthy humans in Nakorn

Pathom province.
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