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The study was conducted to investigate the prevalence, antimicrobial
resistance and genetic characteristics of Staphylococcus isolates from the oral cavity and skin
(hand) of systemically healthy subjects with dental disease and dental staff as well as university’
s students from 2019/12 to 2021/12.

Among a total of 629 subjects (213 patients, 68 staff, 330 students), the MRSA detection rate from
oral cavity was 1.43%, and that from hand was 0.32%, respectively. ST8-SCCmec-1Vl CA-MRSA/J , a
new community-acquired MRSA, was detected 1 case, and ST6562(CC8)-SCCmec-1Va, which has the genetic

characteristics of USA300, was detected in 2 cases from oral cavity. In addition, ST1-SCCmec-1Va,

which has the genetic characteristics of USA400, was detected in one case from hand. These

findings indicated the potential distribution of USA300 clone-like MRSA in the oral cavity of dental
patients and even though systemically healthy subjects.

CA-MRSA S.argenteus



sequence type 8

Iwao et al., J Infect Chemother,18:96, 228, 2012

57:1589,2013.
J Med Microbiol, 2013)

(Community-acquired MRSA CA-MRSA)
USA300 2
1 ST
MRSA ST8-CA-MRSA/J
Antimicrobe Agents Chemother,
(Kawaguchiya et al., Microbial Drug Resist, 2013,

USAS300

Ilwao

lwao

PVL Panton valentine leucocidin

spj
MRSA
1
ACME

CA-MRSA

CA-MRSA
2003

1981

CNS
CA-MRSA

DNA PCR

(coa)

coa CNS

PCR

42

83
CNS

133 59

USA300

ST764-CA-MRSA PVL ACME
ST ST764-MRSA

CA-MRSA Kawaguchiya,

CA-MRSA

2006
CA-MRSA

CA-MRSA

MRSA Coagulase negative Staphylococci;

mecA
MLST

Staphylococcus aureus
SCCmec
16SrRNA 18
( ‘ ' DP32
PCR

91
MRSA
44.4 87
S. argenteus 95 71.4 162
MRSA 3.6 3/83

S. aureus 4

ST8-SCCmec-IV1 ST4775 CC1l -SCCmec-IVa ST6562 CC8 -SCCmec-

IVa ST6562

S. argenteus 4

egc-2 sey

11 S. saprophyticus

®Sa2usa PVL I ACME
ST1223 ST2250
14 CNS

S. haemolyticus

(MR)

ACME S. epidermidis  S.



capitis USA300
MRSA S. argenteus MR-CNS



3 3 0 2

Aung MS, Urushibara N, Kawaguchiya M, Hirose M, Ito M, Habaderac S, Kobayashi N. 24

Clonal diversity of methicillin-resistant Staphylococcus aureus (MRSA) from bloodstream 2021

infections in northern Japan: ldentification of spermidine N-acetyltransferase gene (speG) in

staphylococcal cassette chromosomes (SCCs) associated with type Il and IV SCCmec.

Journal of Global Antimicrobial Resist 207-214
DOl

10.1016/j . jgar.2020.12.008

Aung MS, Urushibara N, Kawaguchiya M, Hirose M, lke M, Ito M, Kobayashi N. 10

Distribution of Virulence Factors and Resistance Determinants in Three Genotypes of 2021

Staphylococcus argenteus Clinical Isolates in Japan.

Pathogens 163-179
DOl

10.3390/pathogens10020163

Hirose M, Aung MS, Fukuda A, Yahata S, Fujita Y, Saitoh M, Hirose Y, Urushibara N, Kobayashi N. 10

Antimicrobial Resistance and Molecular Epidemiological Characteristics of Methicillin-Resistant 2021

and Susceptible Staphylococcal Isolates from Oral Cavity of Dental Patients and Staff in

Northern Japan.

Antibiotics 1316-1330
DOl

10.3390/ antibiotics10111316




69

2020

58

2020

70

2021

59

2021




33

2021

Meiji Sae Aung,

Molecular epidemiological study of Staphylococcus argenteus clinical isolates in Hokkaido

95

2022

(YAHATA Shoko)

(10285538) (30110)

(FUKUDA Atsushi)

(10453276) (30110)

(MURATA Yukie)

(90455676) (30110)




(AUNG Meiji Soe)

(KOBAYASHI Nobumichi)




