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Dear Editor-in-Chief

Today, Acinetobacter baumannii is one of the most
important pathogens in the development of hos-
pital infections. This organism is responsible for
creating 2 to 10% of all infections created by
Gram-negative organisms in intensive care unit
(ICU) (1). During the last decade, the prevalence
of hospital-acquired infections due to this bacte-
rium has increased significantly, especially in pa-
tients admitted to ICU, burn, and surgery wards.
Patients admitted to these wards are exposed to
organisms such as Acnetobacter owing to the com-
plexity of their care and their particular conditions,
as well as the use of various medical equipment
during treatment.

A. banmannii through the equipment related to the
respiratory system and the infected catheters
causes a wide range of infections, including urinary
tract infections, pneumonia, and secondary men-
ingitis, and blood infections (2).

Following the prevalence and recurrence of A.
bumannii-associated infections that occur in differ-
ent wards of the hospital, such as the ICU, and
because the source of the outbreak can be from

different regions and places, therefore, finding the
sources of the infection by different methods in-
cluding molecular methods are very important.
Identification of different types of organisms
within a species is called typing (3). Typing of bac-
terial isolates is an important process in the diag-
nosis, treatment and epidemiological researches.
The RAPD method is widely used to study the ge-
netic structure of the population, mutation, ge-
netic mapping, and phylogenetic analysis of spe-
cies diversity (4).The purpose of this study was
typing of A. baumanni isolates by RAPD-PCR
method.

This study cartied out on YA A. baumannii isolates
recovered from patients admitted in the Surgical
Ward, Hamadan. Detection of isolates was pet-
formed using phenotypic methods and final ap-
proval fulfilled by tracking 6laOXA-51 gene by
PCR technique (4).

Data analysis showed that according RAPD-PCR,
5 clusters were obtained (Fig. 1).
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Fig. 1: RAPD-PCR electrophoresis results of 4. baumannii. Left to the right. Wells 1, 3, 4, 6, 7 and 8:
Are positive for Acnetobacter isolates, well 2. DNA Ladder 100bp, and well 5: DNA Ladder 50bp

In a study conducted in Russia, there were two
main genetic groups of the A. banmannii isolates
that activated for several years in the hospital en-
vironments in different cities of Russia and circu-
lated among hospitals. In addition, their dendro-
gram reflected the genetic relationship among the
isolates studied. Based on the analysis of the
RAPD profile cluster, 130 isolates of A. baunmanni
contained two clusters with the names A and B
with homology of more than 90% (5).

The present study showed the RAPD-PCR tech-
nique as a useful tool for evaluating genetic varia-
tion among .A. baumannii strains. According to the
results, A. baumannii isolates rotate among hospi-
tals of Hamadan University of Medical Sciences,
and there was no specific pattern for distributing
isolates from one ward to another.
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