199
PEiEEIHERERRA Methicillin
NnEtEacREINERETE
L IEnRE

ARG HFHE EBE EBER EBRF HAM

LV

=G BERMB R AR E/= % B RRE R A CREA

Methicillin IE M ETEOHEEIKE (Methicillin-resistant Staphylococcus
aureus, MRSA) i+ R AREEREERIRZEIRE MRSA (Healthcare
associated MRSA, HA-MRSA) BRI iBERE @ itER MRSA (Community-
associated MRSA, CA-MRSA) RURERINEN - tHFRHFIR HA-MRSA K CA-
MRSA ZDFHEYBRHAERE @ BETEESIREE 180 « X - BIER
INBRR FRIZ o

ARFRIFREA 2012 £ 5 B 18 BE 22 B » #HH2RFRRELHE 502 A -
NEF2FERIIERESETHREE  BRFREFTECSECEERE!ML
A 12.15% » Hb MRSA tEEA 6.17% » Bl PFGE RAERIREITEERR
5 8 HBIA Type A (19.35%); Type C (35.48%); Type D (19.35%); Type F
(9.68%); Type BM (16.13%) » AZ & MRSA B} sequence type (ST) 59 & ST
239 » ST 59 & CA-MRSA &I#k ; ST 239 & HA-MRSA &tk ©

PA chi-square #E LA logistic regression model &E1TZEIE DT @ 52
FAEEH: 0~18 B8 MRSA EFBLERRS 14 11.8% @ BEEMIMSHR 30 &
M EB95%EE - B MRSA FELLREFEEER o T BEERRRIERTZER
RETBERF2N (BENER BAKERE STYRPE MRSA - 184
% RSP ) - FERETRE MRSA BB RIBRER S < U FER 5185
(p = 0.964) - 31 ¥k MRSA & B 4 BRREEERE) HA-MRSA &tk * 25IE 1
#k PFGE A/ST 239/SCCmec IlIA B 3 # PFGE F/ST 5/SCCmec Il ; B 17 #5H
BEE8H) CA-MRSA &tk + DBIZ 11 # PFGE C/ST 59/SCCmec IV & 6 ¥k
PFGE D/ST 59/SCCmec IV or V; E2 8 ; HER 3 ¥k ST 508 £2 7 #k/ ST 45 @

KRB 1065 12 A 25 HZH A - BFF
EE 1074 2 A 20 HIEE WA EFTI2KE B R FK4835%
RE 1074 9 A 5 HEZHR HAEE ¢ (04)248199004 11974
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200 EBHR A MRSA S

H B L Bl

BEREEE 45 (clonal complex 45) » AEEMETZTHLIROVEK - BEBFHE
—SEHERMAR o (RIEHMES 2018:28:199-212)

&

RAS2ED : methicillin FZE4 S EEEEIRE (MRSA) » DFRITHRE - B

[l

Al

1961 # Jevons MP ¥ %&£ &
B4 ¥ methicillin MEN L&
% % 3} B (methicillin-resistant
Staphylococcus aureus, MRSA) > ¢
1960 X E 1970 £ MRSA i
Bl Z# &) > % MRSA B R %
2t R m R N R AT R
MEEZRRRAZ— - BRY > TER
AL HEBHEHIRE (Staphylococcus
aureus, SA) W EE R L RIF > A%
T Pkt RT RE R 2 ES OR R 4 R
i H AR A B RIR o AR3E 2009 4 E
REARAR "TEEMAEYTENR
BRE, 2HAERET 68
BE R % MRSA B AT HR4E 1993 4
1 16.3% 3% 1998 FHy 82.0% o
i MRSA b & 5 fn 7% 4 8 H i SA
#150% > HILEKH 5% LLT ~ BE
M 10~25% R EELH 25~50% - B 8
BHFL c HHREERNREE®RIF
F > MRSA 5K F K it N R %
SA 1] 75~80% - Ik m & R F IR
A MRSA #] 50~60% - A8 £ B fm
%% F MRSA 5 2 B 4 SA Btk
60% @ TR EEE - 7o 12

AL BEHE SA F > MRSA bR EH
FHLAZE 45% D LBH - kB
St B H MRSA Bt R H 4 LAWY
(2] o

Lu % A %7 2005 F3ETHE K
EREMBARNAFREETEWE
B EERBEHELEF MRSA
BIEAEIES 35%  SA BEHH
R % 25.2% ; T & ABHEF SA &
RHEANA 19.1% BEEAD -
MRSA Wt £ 4 & E 7.6% ° T
ol B T E A R B FE M
PR B ER TS SA & 5% H R A
Bl E—FEATEBEAEE (logistic
regression) A AT B A R B R - F#
EREEWARET (P <0.001) [3-
6] © BT R MRSA R EF
WEEEEERR  RLEHRR
RAHMAEWEEF - LG
HEARRARAGBRAREEN
& M B F o YL Multiplex polymerase
chain reaction (Multiplex PCR) if
TEEABMOANER  EHE
A Bl MRSA (Community-associated
MRSA, CA-MRSA) L EREH % %
Staphylococcal cassette chromosome
mec (SCCmec). Type IV & Type V » &

JERAHE I HERE



FZ 48 Bl MRSA (Healthcare associated
MRSA, HA-MRSA) LB R £ FH £ %
SCCmec Type I ~ 11 & III > th#% HA-
MRSA % CA-MRSA z [ - JA £
AEREBERAWSENERGHF S
MHEBERRTRNAEZNHERILE
B EEAARERF LT A CA-
MRSA % # th 3L & B FE[7-9]

ABEREBHHERALENW
MRSA E#H WA - BETIHLEFH
73~74% W3EEGEER - HEHERE
FTREEREBMRRAERN LS -
VL SCCmec #ATH F 4R - %R CA-
MRSA & % # # F & & SCCmec type
IVREV: REBREAERMBLEN
MRSA % % CA-MRSA > #i# 80%
B CA-MRSA % sequence type (ST)
59 [10-11] s T RARABBEHREHF
WM STARE - EambBnEREAY
2 % ST 59 Btk Kk ST 239 ##k &
% CA-MRSA % HA-MRSA €[ & 7
AR B H[12-14] - HA-MRSA 4]
7~ B F+ & 0L g 2t R g g
2008 FXEMEREL  WERE
MRSA HEWE B EEHE 60% [15] °
Jurke %St HH1E B 40 R B FREAT B
MRSA B BEEMBEREBETE
WHER - ER KA MRSA &t B
TR B 2007 £ 438% FEE 2011
£ 344% ; REF E b 2007 4
H 0.87%0 /mE 2011 Ft 1.54%0
[16] ° F] &, MRSA ¥ & 7 #8& ik
AR RS A R % o

B~ M HERRERIEA

HrEE R 107 5 10 HE 1/ CER
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B MRSA 54 RBPHEWME - £#R
HBTERBEAGERIER 43%)
MRSA HHEW  BREFEHEGR Y
ANBERABEYRMEZR B
IR~ RIME S R B
BAREKERE S MERALEE
FRENIEE DB MRSA j7%
BRAMSAEREABRS, 7] - F
% i $4T £ 8 B & & % % 3L MRSA
M A > DL mupirocin 2 F R AE A
4 chlorhexidine ¥ 3 M & Rk B £ 4T
FHAEWNER  WMEFFERTER
FERFHEMERYE  EF T BK
MRSA B0 R % % [8,16-19]
BAR MRSA 2 FREERE R
WERRERFREZ—  RLAHER
FA T MRSA % H B HEH %K %
WARER R SR AAAREEE
% — 18 LB R B IR 4T 8 PR R IR R
AEATS T M MRSA 1 & =%
HER & FETHTFEWENS
MRILE - FLTHFEEREER
A Z MRSA WHEW » DR HEEE
KREMBIERAZSE o

MEETE

— - MREFEMER
B2012%5 18 HES A 22
iR AEFoBZE 108 LK
PR ABMETARERER - K
BEEHMISN G ISR ERRA R
502 A BB EREE  UER
HMEEBITHRERE  RAUETHFH



202 R A MRSA & e

MRSA ° BE R A= T A M3
4 MRSA RERBARE  H4®%
2 (colonization) = 15 K JH B Fi i £
HFAEMEN {23 K EREMT R
B RIE R B BUR o TR S Bl & E 4%
R~ BBEEFHERKEM - MRSA R $T)
R BB B B 2 B TR A R
EHRETKRE  EHBFHREEDE
RREERE—FSUSTFEYE NS
MR RER o

CBRERL:

BHREFRAEERBHEE
(BBL™ CultureSweb™ Plus, BD, USA)
KERAWEERE WHHERE
% > A#HBERIIKIERE (blood agar
plate; BAP, BD, Japan) © & 37°Ci&
HHERRESE RARIEREETE
BB-Fil 2 EMEFRITERKE
& HEeRRAEWMREREREZ
% > R catalase test fF £ ~ DNase
test (g ¥ ~ Staphylococcus latex [ &
FAEMRERETEHRES - A AH
g4 SR B B B (Agar disc diffusion
test) 1T MRSA 4 Z 8RR A &
HIEE —H % ZE TSB (Tryptic soy
broth; CMP, Taiwan) * 3t ¥ ¥ /% & &
#ZE McFarland 0.5 (%7 1.5 10° CFU/
ml) > UEB#HBIERER®Y Y
# i 7 Mueller-Hinton agar (BBL™,
BD, USA) > 5 E cefoxitin (30 ug)
oxacillin (1 pg) #¥ - A5 FAHE 24
m - & 35CH#%H 16~18 44 - 1k
2B R E B E1F &1 € (Clinical

H B L Bl

and Laboratory Standards, CLSI) 1%
I T EATHFE o RIE Textbook of
diagnostic microbiology ¥ # > # 7
F B H W > oxacillin & % F & A
methicillin FLE % > T cefoxitin #] %
Rt % FE oxacillin® EEZREBE
ZHE N > WL A MRSA Z#|
EARE[20] °

StH TR A RLWHE K
VL disc diffusion methods M T
Fl+ oA F B Y SR NTR
B (.4 vancomycin, teicoplanin,
linezolid, ciprofloxacin, trimethoprim-
sulfamethoxazole, penicillin, fusidic
acid, erythromycin, clinidamycin and
doxycycline) °

MRSA ® o TEWE N
o DIREREFHEBEE kSR
(pulsed-field gel electrophoresis, PFGE)
R4 € MRSA H Ak & E A (genotype)
Z A BB B SCCmec 2R K
panton-valentine leukocidin (PVL) %
VL multiplex PCR 7 i R # 3% -
W MRSA W& ERHZFH A
(sequence type, ST) VA % {1 & FH ¥ 7|
4t (multi locus sequence typing,
MLST) REATH##([21-22]

= EREEFFHERRESE
BT R ERRAZMBE R
BB WA Rigie R AERK
B% -BRMNARELEEL—FNE
TEER  REFORIKREE  EH
EHRE RENE - WE O
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% ~ Port-A REMBEFEHH
s BHARREEERRE - GHEB O
JER ~ M EM I RR - WA
BRR ~ FFBIRR - R/ B EA
N —FZREZEABVRER
IRERRECHEEEHEREZ
BRRUF Al E T 2R EHE - &
M T WA 2 0 B DL B3R ES R R R
EFABAREE S —FNER 4
FURARERERERRS SA %
FE—REYHA R AR AR LR E
-3—'- °

AE AT AN RA chi-square
K logistic regression model * f# Jf
SPSS 16.0 software * p value /N2 0.05
BAHERGTER - BEEEEH
HEREREW AR ETFHAT p value
N 0.05 H o BFETLLEEF
2 (multivariate logistic regression
model) °

R

—  FRHRASERRZFZERR -

AFRBEE 502 A FrE
Tz R H % 51.8% 1 48.2%
H Mz MRSA B JE%H B A # 8
TWHAHK EEFEEHTEE (OR:
0.809; 95% CI: 0.39~1.68) ; F# 4
MEM R —FT - KR 60 RZF
Bafax%E 50.1% LKA 30
E 59 R 253% 0 K2 A 0~18 K
5 20.3% * 19~29 B % F #4A F
ABRDWAFE 4.2% o DAF g

HrEE R 107 5 10 HE 1/ CER
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MRSA B =% H b REATHH 0 0~18
K MRSA BIERHE S A 11.8%
(12/102) » R K 60 &% 5.2%
(13/252) » Gt 48T 30~595% (p
=0.032; 95% CIL: 0.104~0.904) & K@
60 3 (p = 0.032; 95% CI: 0.179~0.927)
MR BB E MR A 0~18 Rk BF
MRSA & =R & o

7 5t H R A B & R AT AT
tk— BERKAFH - £ MRSA
ERBHAWALE  H#Hi 2
TZHEEEZRNBE (p <0.05 A
HoBRBHEERNIER (COPD) #
HHEA 2827 % (p=0.039; 95%
CI: 1.013~7.887) B & kB H
tbE 2 12.509 & (p = 0.0005; 95%
Cl: 2.669~58.627) ~ #x ¥ B Kk 3% &
¥ MRSA BHELEL 5345 % (p =
0.046; 95% CI: 1.032~27.655) L&
ERT Y EERELETTARTEL
% 8.052 & (p =0.005; 95% CI:
1.416~45.797) o 3 fiu 78 75 & J KA Bil
PEEE > BEERE OB &
i B~ o EAL IR R B
RAER > A%~ XRAEEKE - &
BRI ERBRER S —FW
URARAER BABEEZHER
AEWNE - FORREE - EFE
AT L% (Port-A) > H A (L R/E
JE) s BMEI AT UREMAERE
FHRMRERGMAERES  HER
TELZEEEZER p>005) -

MR- 2EEFE 502 A



204 EBEE A MRSA Sy BE T < Bl A2
R— (FHRBAZAOZ4SHE MRSA B4R ERE
N=502 OR 95% CI p value
BATE MRSA (%) non-MRSA (%)
(n=31) (n=471)
PER
5 12 (38.70) 248 (52.65)  0.809  0.39~1.68 0.570
'8 19 (61.30) 223 (47.35)  1.000 - -
iR
0~18 12 (38.71) 90 (19.11) 1.000 - -
19~29 1(3226) 20 (4.246) 0375 0.046~3.052 0359
30~59 5(16.13)  122(25.9) 0307 0.104~0904  0.032%
> 60 13 (4194) 239(50.74) 0408 0.179~0.927  0.032%*
PrRAIRHE AERE R B
1~3 K 22(7097) 299 (63.48)  1.000 - -
4~7 K 4(12.90) 61 (12.95) 0581 0.145~2327  0.443
>8 K 5(16.13)  111(2357) 0509 0.107~2417  0.395
NERERES TS =l PR ES
BEIRIE 4(1290) 115(2442) 0459 0.157~1338  0.144
LB 7(22.58)  91(19.32) 1220 0.509~2914  0.657
P 11 (3548) 187(39.70)  0.835 0.391~1.783  0.642
MRS 5(16.13) 65 (13.80) 1201 0445~3240  0.717
JH- Witz 0 38 (8.07) 0.000 - 0.100
EEE N 5L TS 1(3.23) 30 (6.37) 0490 0.065~3.717  0.481
el 2 (645) 10 (2.12) 3.179 0.666~15.188  0.126
e BH ZE 1 i e 5(16.13) 30 (6.37) 2827 1013~7.887  0.039%
KB TEIRIE 0 4 (0.85) 0.000 - 0.606
FEIE 4(1290)  56(11.89) 1098 0370~3254  0.866
RS 3(9.68) 4 (0.85) 12.509 2.669~58.627 0.000%*
T B s 2 (645) 26 (5.52) 1.180 0266~5219  0.827
T B 0 8 (1.70) 0.000 - 0.464
HEELIR 0 15 (3.18) 0.000 - 0.999
ZHiEZEH MRSA 2 (6.45) 24 (5.10) 1284 0289~5703  0.742
wTEEE T MRSA (ARX{ERT) 2 (645) 24 (5.10) 5345 1.032~27.655 0.046*
BT BT SR RRERE) 17 (54.84) 261 (5541) 0977 0470~0950  0.950
— RGP ER 0 21 (4.46) 0.000 - 0.998
RENE 0 7 (1.49) 0.000 - 0.999
HRL R IR 0 30 (6.37) 0.000 - 0.147
EEE 9(29.03) 140(29.72) 0967 0434~2.153 0935
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PR 8(2581) 140(29.72)  0.822 0.359~1.883  0.643

BT (MR/ERE) 1(3.23) 16 (3.40) 0948 0.122~7391 0959

= 2 (645) 4 (0.85) 8.052 1416~45.797 0.005%*

A LIM%E (Port-A) 0 21 (4.46) 0.000 - 0.230

Hes e 2 (6.45) 14 (2.97) 2251 0488~10380 0.285
HAh b X1

— RN AR

I 17 (54.84) 256 (5435)  1.000 - -

<7k 6(19.35) 82 (1741) 1.102  0420~2.887  0.844

>7 K 8(2581) 133(2824) 0906 0.380~2.154  0.823
AR A e S e R R

Eiia 26 (83.87) 344 (73.04)  1.000 - -

HAth B 2(645) 101 (2144) 0262 0.061~1.123  0.071

S. aureus 2(645) 101 (2144) 1527 0433~5381 0510

#F : MRSA = methicillin resistant Staphylococcus aureus; OR = odds ratio; CI = confidence interval;
*p value < 0.05 ; **p value < 0.005 ; ***p value < 0.0005

R’ BB A SARMRSA SEEE RS B EREF 2R %
AlEbgRF(%) MERKT(%)  #83H(%)  Odds Ratio/ 95% CI  p value

(n=407) (n=95) (n=502)
S. aureus 50 (12.28) 11 (11.57) 61 (12.15) 1.403 (0.704~2.793) 0.336
MRSA 24 (5.98) 7 (7.36) 31 (6.17) 1.020 (0.428~2.432) 0.964
¥ 81.1% HEMEF > 189% & & F Z HHRAME :

BB BEERH SR E TR
E SA WM R MRSA A5 > B &%
B F 8 SA (p: 0.336, OR: 1.403, 95%
CL: 0.704~2.793) % MRSA (p: 1.020,
OR: 1.020, 95% CI: 0.428~2.432) ¥ 4&
Bt LBEFZE (p>005 BrE
M F 5 SA B MRSA & 41 > fi
BEZMM -

— » MRSA B FEYFHEREMEEA

HrEE R 107 5 10 HE 1/ CER

A% F MRSA H 31 % B
# 31 t%k MRSA B thETHEH,A
Wat (B—) ERTEWEREB
7%k = °PFGE z A £t A -
EFH=HEITERNHNRS A type C
(35.5%) * H R % type D (19.4%) K
type BM (16.1%) ° 31 #k MRSA # -
4 ¥ &G E Y R HA-MRSA E ik -
A Al %1 % PEGE A/ST 239/SCCmec
IIA % 3 t PFGE F/ST 5/SCCmec
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EBER A MRSA S B 161 L St E
PFGE AT ML
E o, o= oo MLET  Pulsslype SCC 5PA
[ | 183828 45 EMT W el
B 15880 BMT W
[ ] 167138 AMT
H B IBEEE 45 BME wtypatis  EVOET
HE B BEn 167112 45 M1 v £0E
" [ ] I2EATE AKZ W
[1 [ ] || HEITE S AK W 115
L [ ] [ ] 16-7-132 AK3 W
I H B BB 16.6-062 1 I
- H B BB 167134 Fa I
H B BB THT 8 F I oo
[ ] S a8 A v H
[ | ZH4s Aot v
HEEEEN M43 M &5 A e
H BEBER 1654207 c2 W
| ] | 1664208 50 c2 W b7
H BBR T30 cz2 W
H BE 20624 (o] W
H BBR 174270 caa w
H BEER 178257 c1s W
. .. 155032 59 ca v ST
| H BN 1RE Az Ce v
B BBR 2372 e W
1 — H BEBR 715381 0 v
B 16663 70 W
| H BEE B o [+7] T
[ H EENE o4 v
| - H BEENE = o v
— H BEBE = IE wT
I - -- - IASE S furd wT
L H BEER BN 50 red v T
E— 31 #% MRSA Btk PFGE ZRE R Bk 5 HERG

' IREXEHERBE XD E (Pulsed-field gel electrophoresis, PFGE) ; Z2)81 R 1E 5

(Antimicrobial susceptibility tests, AST) ; ZUERFFIFHE (Multi Locus Sequence
Typing, MLST) ; PVL, Pantone-Valentine leucocidin ; SCCmec, staphylococcal
cassette chromosome mec » 31 # MRSA BE#% Vancomycin * Teicoplanin *
Linezolid 2z AST #&RI9B8R » M penicilin Z AST #ER%E 30 HBNZE  § 1 %5
SR 5 SXT 2 AST #ERAIRZ » MEBIEHE 1 ¥ 30 B - AST HBRERS
X BEEREARNE  RERRAREK - MERWESBE ciprofloxacin (CIP),
trimethoprim-sulfamethoxazole (STX), penicillin (P) , fusidic acid (FA), clindamycin
(CC), erythromycin (E) @ LiliiER 2z AST IERME— - B PVL #EHRZ5 » EBEHR
KRB BHES PVLERA -

;A 17 k& E672& % 71y CA-MRSA 45 (clonal complex 45) * A G &M E
Btk > 4 4#& 11 % PFGE C/ST 59/ MEFHBTAWER  HERE—FH
SCCmec IV K 6 % PFGE D/ST 59/ = o

SCCmec IV or V; 4% 5 H 8k 3 &% 31 % MRSA z PFGE A # 1)

ST 508 81 7 #% % ST 45 | B £ F # HERBETSARTAEITHN
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K= 31 % MRSA 23 BA#Hh
PFGE HURE/84TH total (%) A AK C D F BM
(n=31)
AT =7  7(226) 1(14.3) 1(143) 4(57.1) 1(143) 0 0

BRERET (n=24) 24(774) 0 2(83) 2(83) 7(292) 5(20.8) 3(12.5) 5(20.8)

HEET 31 (100) 1

3 11 6 3 5

(RZ)  BRETHAWRET A 24
A(774%) BEBRETFINE 7 A
(22.6%) ° H fa b B F Z 48 5] 9 DA type
CHTAQ92%) #%% *type D K
type BM & % 5 A (20.8%) * type F
3 A (12.5%) * type AQ K type AK |
£H2 AN B83%) c BRMETFzA
Bl F H % type C H 4 A (57.1%) %3
% > Wi type A ~ type AK K type D |
51 A (143%) °

31 % MRSA B &% %
vancomycin  linezolid - teicoplanin %
YAk R A o HP ciprofloxacin

trimethoprim-sulfamethoxazoe (TMP-

SMX) ~ penicillin ~ fusidic acid »
clindamycin » erythromycin X
doxycycline % ¥l 4& % &K 1 4 4
% 80.7% ~ 96.8% ~ 3.2% ~ 96.8% ~
32.3% ~ 25.8% K 93.6% > MRSA #
HZEMBRBEABER  TwAR
RRETFHRERFZLEEZLE

>0.05) BB RN E N AREFHE
MRSA H ffﬁiz%%]ﬁm&‘rﬁii%ﬁ%%z

GiE:% 30k

= RiERFHBEAERXEE MRSA
R Z HERAE -
F St HR IR A ZE R EKE

F"MA 31 #% MRSA SEEREMET A B A/ 22U R

Antibiotics EEREK T n=7 (%) BEREET n =24 (%) p value
Vancomycin 7 (100%) 24 (100%) -
Teicoplanin 7 (100%) 24 (100%) -
Linezolid 7 (100%) 24 (100%) -
Oxacillin 0 0 -
Ciprofloxacin 7 (100%) 18 (75%) 0.141
TMP-SMX 7 (100%) 23 (95.8%) 0.583
Penicillin 1 (14.3%) 0 0.06
Fusidic acid 7 (100%) 23 (95.8%) 0.583
Clinidamycin 2 (28.6%) 8 (33.3%) 0.813
Erythromycin 0 8 (33.3%) 0.076
Doxycycline 7 (100%) 22 (91.7%) 043
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208 fERER A MRSA £JpE

Tt Gk—) - B 8F 502 AW - #®
WEERREE 1~3 KF 321 A (p=
0.586) * 4~7 KH 65 A (p = 0.443) >
>8 KA 116 A (p =0.395) > BT
W K88 MRSA & %8 2
M4 H A B o T 31 4 MRSA #& A
o EH—BIRAKRE A MRSA 2
ERBEEMBRE  ERREA 23
K ARANITHR R E MRSA » 4
MERKERFNSLZBEEZ2E p>
0.05) °

I &

AMAERREITFHEESE
MEfE R A MRSA EE%E £ 4
6.17% > ¥ 2000 S & X B & 9. 4
HE22ERFRAEIT MRSA &8
%E$%3&%%ﬁ%#%w@%m

B 2007 FEBEZFOHE 2
@Hésﬁ B R EEAT MRSA &
JEREEHRERN 73% LB
AHIK23] THREAMANHE A2
MERRKA > FELER 0 RE 60
BRUALZEEIMNKRE - HRTE
B MRSA B %W £ ANRAHRH
SHEARFEERAEBENHAR
BRZH - MERRARERB AL
ERRkBEE AL HERS CA-
MRSA REHHFFEHF RN 4 AR
FERBBREN  FRAHRNZERE
(p<001) [14] - RFEHER KA BB
MRSA BHE X e G RLEKRE - 2
—SHHERE T (BENER R

H B L Bl

ANBEEH ~ EHYRE MRSA ~ E#
B %) AT BR
B RELE M ERE T ML R4
FTEEEEMM (p=0964) - HIE
£ FE  0~18 B MRSA EEHHE
RAEHERE (11.8%) > H KA AKX 60
A (52%) HEHTAZZHEEEZR
(p <0.05) » HILF £ E % A MRSA
BERTAERMERH ZHAMMN - #
2005 4 X B WA A 4 RAABA[6] ©

4h > Lo WT et. al (2010) &
Chua K et. al (2011) 1 HZE K & #
@ L& MRSA &% E HH WH
KEER > L MRSA B % K £ F 4
A%k %E - CA-MRSA X HA-MRSA &
A& BT AR - &k CA-MRSA H
HLEFREBERER - WAL ER
8857 31 % MRSA W 54.8% # ST 59
linage * X P H &= EW clones
(PFGE C/SCCmec 1V/PVL-negative,
PFGE D/SCCmec IV/PVL-positive,
PFGE D/SCCmec VT/PVL-positive) °
%4 # CA-MRSA B #k[10-11] ° &
ARAEHSKERR (K= -B—)
HEH o EEARETFHRAF > CA
MRSA 15 71.4% - i HA-MRSA 2|1k
28.6% > #;7 CA-MRSA B k1t A HF
HHEERHA MRSA BEBHE £ T
A HA-MRSA H # °

BEARBT A 31 ) MRSA A >
18/ — 1 % &£ MRSA z %% WA
MR % Rk TE 1B MRSA % H# &
Tl MSSA FHE A S HEE WK E
(OR: 4.08, 95% CI: 2.10~7 44) % 4 1%
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RIEES ~ BT

B R A22] 0 A% MRSA HH K
ABBEEERENGEAE > BATHE
REEREHmAERCEDN - Plin - 4
HEREEA G F BB 4 B A
MBHINK  BERERGEEE - F
WoE EHRFERATFERDE B
W Az R % o Bk B0y R E A
R EPITER BB SRR
b HBATER ELHE > THZRBEAK
MRSA WREFE - FHEEREF R
% B E & 3% mupirocin 28 R4 T
% 4% chlorhexidine 4 7 1 1 KA &
%(8,16] c BB EMF R RIZMILAE F
ERN G M ENENR - 2 MRSA
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Nasal Methicillin-resistant Staphylococcus
aureus Carriage among Hospitalized
Patients in a Regional Hospital: One

Time Point Prevalence, Molecular
Characteristics, and Risk Factors

Yuan-Hsin Chu', Fang-Ching Liu’, Yi-Ching Huang’, Ya-Chi Huang',
Hsiao-Fang Cheng', and Yuen-Chun Hsu'

'Department of infection control, “Division of Infectious Disease, JEN-AI Hospital, Dali, Taichung, Taiwan

Methicillin-resistant Staphylococcus aureus (MRSA) is the primary pathogen
that caused infections over the last decade. The infections were increasingly
serious not only in healthcare-associated (HA-MRSA) but also in community-
associated MRSA (CA-MRSA). Both HA-MRSA and CA-MRSA were likely
to cause infections, such as in the skin, wounds, pneumonia, bacteremia, and
endocarditis. Studies have revealed that their molecular biological characteristics
were substantially different. A cross-sectional study conducted during May 18-
22,2012, collected 502 samples with nasal swab among hospitalized patients in a
regional hospital. The carriage rate of S. aureus and MRSA was 12.15% and 6.17%,
respectively. The five MRSA isolates showed different molecular profiles in pulsed-
field gel electrophoresis: type A, 19.35%; type C, 35.48%; type D, 19.35%; type
F, 9.68%; and type BM, 16.13%. Most of the MRSA isolates were sequence type
(ST) 59 and ST 239. ST 59 is part of CA-MRSA and ST 239 is part of HA-MRSA.
Statistical analysis was performed using the chi-square test and multivariate logistic
regression. The results showed that the highest rate of MRSA nasal colonization
developed at age 0-18 years old (11.8%), which showed the correlation between
MRSA carriage rate and age. No significant differences were observed between
MRSA carriage rate and risk factors such as antibiotic usage, catheter intubation,
previous clinical MRSA isolates, chronic diseases, and previous hospitalization (p =
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0.964). In addition, four of the 31 MRSAs were the common HA-MRSA in Taiwan,
which included PFGE A/ST 239/SCCmec IIIA and PFGE F/ST 5/SCCmec II. The
last ST 508 and ST 45 were newly emerging isolates in the recent years in Taiwan,
which belong to the same gene group. The conclusion should be confirmed with
further observation and research.

Key words: Methicillin-resistant Staphylococcus aureus, molecular epidemiology,
infection
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