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BB » dsb T RERZ P IR A iR Ac-Ab complex B it & B RIFH B4 RESAKRHG
o RARABBRBZEABETIITREEHERRRAETERAEHOIITAR - At
FREGEAMREETHAY  ABREABREARBNFAERFRETAN » ALt
FHORMRER 7 @ T AE FLAc-Ab complex [T A fz A& ¢ #4 4 Fampicillin ~ cephalothin
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proteinase K ( 20 mg/ml ) * {BEENIA400 1 1Fl
k% EE 2 56 CHY 1% SeaKem® Gold agarose/1%
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» R EE R {EMueller-Hinton agar 158 FEA 5
1 > F47 ARG Fampicillin (AM) ~ cephalothin
CF) -~ gentamicin (GM) ~ amikacin
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AM CF GM AN SXT

CAZ FLX CRO IPM CIP FEP

X =4
TERRAE1E% 00 00 571 673 49.0

(N=49)

65.3 2.0 4.3 93.9 61.2 59.2

ampicillin(AM) ~ cephalothin(CF) ~ gentamicin(GM) * amikacin(AN) ~ trimethoprim-sulfamethoxazole(SXT) ~
ceftazidime(CAZ) ~ ceftriaxone(CRO) ~ imipenem(IPM) ~ flomoxef(FLX) ~ ciprofloxacin(CIP) ~ cefepime(FEP)

it — 5 B B oy BT S 5 B % 56 3 3 5% TR AR A A R
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et ) WEEIRFFIF20064E10 H22H - IR
NEthAHHIE > PEBRE BRI - BRIt 29t
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4. fFx —EBDNAK B (deletion of a DNA
fragment) © 4% > PFGEZ BUVE IR BLRA THA
B RS SR PURE P E #EHI (The criteria for
C1LEILE R
PFGERU BBl EE 7€ 55 K 1% (outbreak strain) &
PFGE M 7l 5¢ 2= #H [R5 - HIl A 5E B I 72 5
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e EEE PR (isolate is possibly part of the
outbreak) : 4.% BLIE Pk 2 PFGER! 7l Bl 5 5%
WATE M (outbreak strain) ZPFGEMYFIFHZ

interpreting PFGE patterns )
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A Molecular Epidemiological Analysis
on the Nosocomical Bacteremia Strain
Acinetobacter Calcoaceticus-Acinetobacter
Baurmannii Complex in A Medical Center

Ming-Yieh Peng'?, Ming-Chin Chan', and Feng-Yee Chang®

'Infection Control Office,
“Division of Infectious Diseases, Tri-Service General Hospital

Acinetobacter calcoaceticus-Acinetobacter baumannii complex (Ac-Ab complex) is a gram-negative bacilli
that causes increasing numbers of infections; in recent years it has become an important nosocomial pathogen.
Its intrinsic multi-drug resistance makes enables the fast development of resistance against other antibiotics.
Therefore, it has gradually become the main strain for nosocomial infections. In order to understand the
molecular epidemiology of Ac-Ab complex strain that causes nosocomial bacteremia infection in the selected
hospital, an Ac-Ab complex nosocomial haemapoetic infection database was established; the database may
be used as reference in investigating the epidemic outbreaks or group infections of Ac-Ab complex. Increased
studies on Ac-Ab complex epidemiology will help prevent the prevelanc of Ac-Ab complex. Based on the
nosocomial definition of CDC (USA), nosocomial Ac-Ab complex hemapoetic infection strains were collected
during the period of 2005-2006 for pulsed-field gel electrophoresis analyses(PFGE). Data showed that the 49 Ac-
Ab complex strains collected that can cause nosocomial bacteremia infection are different in PFGE patterns, and
no significant correlation was detected among them, suggesting that the Ac-Ab complex bacteremia found in the
medical center did not result in clustered infection and there was no dominant strain. It is believed that the cause
was related to the execution of infection control policies and the antibiotic controll. The hand washing facilities
in the hospital were convenient and sufficient in quantity; additionally, the continuous education and assessment
for infection control were also related to the infection events. On the aspect of antibiotics susceptibility tests,
it was found that Ac-Ab complex collected from nosocomial bacteremia infection was resistant to ampicillin,
cephalothin, ceftriaxone, and flomoxef; however, the bacterial resistance to ceftazidime, cefepime, gentamicin,
amikacin, ciprofloxacin and trimethoprim-sulfamethoxazole was greater than 40%. Regarding the last-resort
treatment of nosocomial Ac-Ab complex infection, imipenem, the resistance found was 6.1%.(J Intern Med
Taiwan 2008; 19: 516-522)



