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ABSTRACT

During the period from September 2015 to December 2015 and then
from April 2017 to September 2017 a total of three hundred and twenty
three different samples were collected from hospitals (Al-Salam
Education Hospital / Mosul, Al-Zahrawi Education Hospital / Mosul,
Emergency Hospital / Dukok, Vin Hospital / Duhok) addition to some
national laboratories for patients of both sexes and included specimens
(Urine, Blood, Wounds, Burns, High Vaginal Swab, Throat infection,
Nose infection, C.S.F. and Sputum). The investigation and diagnosis of
gram positive and negative bacteria were carried out using
microbiological methods. The samples were divided according to the
sources of isolation to 180 Urine, 3 Blood, 50 Wounds, 20 Burns, 10
High Vaginal Swab, 7 Throat, 9 Nose, 13 Cerebrospinal Fluid and 40

Sputum.

The results indicated that 73 isolates of gram positive and negative
bacteria, where 25 isolates of gram positive bacteria and 48 of gram
negative bacteria. Identification of isolates using microscopical,
biochemical tests and ApiE-20 indicate 8 isolates of Enterococcus
faecalis (10.96 %), 17 isolates of Staphylococcus aureus (23.28 %), 13
isolates of Klebsiella  pneumoniae (17.81 %), 12 isolates of
Acinetobacter  baumannii (16.44 %), 11 isolates of Pseudomonas
aeruginosa (15.07 %) and 12 isolates of Enterobacter cloacae (16.44
%).

The sensitivity test was performed for 43 isolates against different
types of antibiotics using Vitek2 System. Most isolates were resistant to
several antimicrobial agents, on the basis of the results of resistance and
sensitivity of antibiotics. Some of the 24 bacterial species were selected

for the purpose of studying their genetic pattern. Plasmid DNA was
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extracted for these selected species. This plasmid DNA extracted in the
PCR technique was used to investigate 3 genes coded to resistance of
antibiotics using a primer for genes (aac(3)-ll, drf and blacmy.2). The
results of electrophoresis in the agaros gel showed the variation of

bacterial strains of each species in containing these genes.

Only one strain of E. faecalis was a possess on the aac(3)-Il, while
the second strain did not contain any gene. Gene blacuy-> and drf were
not present in all isolates of Staph aureus, whereas the aac(3)-Il gene was
present in all strains of this species. The result of the analysis showed
that the four strains of Kleb. pneumoniae were free of the blacuy.> gene,
while only one strain had a drf gene and three of the four strains
contained aac(3)-Il gene. All four strains of the 4. baumannii were
genome blacuy-> and three of these strains were carrying drf gene. Two
of these strains were carrying gene aac(3)-Il. Two of the five strains of
Pseud. aeruginosa were found to be carrying blacuy.> gene and all the
selected strains free from drf gene, while only two isolates contained
aac(3)-1l gene. All the E. cloacae strains did not contain the drf gene as

the results showed that two of the four strains contained aac(3)-1/ gene.

Finally nucleotide sequencing of 16 genes were compared to the
data of National Center for Biotechnology Information (NCBI) Using a
program Basic Local Alignment Search Tool (BLAST). From the data
used it was found a mutations of the type of Transvertion and Transition

in this genes.



