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Tital of Thesis

Molecular Detection of Vancomycin and Methihicillin-Resistant Gene in Staphylococcus aureus in Basrah, Southern Iraq

Abstract of Thesis

Summary

During the period (October 2017-March 2018), about of 245 tested samples (animal: cow's milk, buffalo's milk, cow's cheese, buffalo's cheese, human: nasal swab, sputum swap, wound
swap and urine) were collected from different regions in Basrah province. 100 (40.81%) were found to be infected with S. aureus. The highest rate of S. aureus isolates was observed in
human, sputum swab 24/32 (75%), wound 3/10 (30%), urine 10/38 (26.32%), nasal swab 9/30 (23.33%), and in animal, buffalo's cheese 15/30 (50%), buffalo's milk 15/37 (40.54%), cow's
milk 14/38 (36.8%), and cow's cheese 10/30 (33.33%) of S. aureus. Antibiotic susceptibility test of 14 different antibiotics was done by disc diffusion method against 50 S. aureus.
Ampicillin, Methicillin and Oxacillin, Amoxillin (100% resistant), Teicoplanin (30% resistant), Erythromycin (26% resistant), Kanamycin (22% resistant), Vancomycin (20% resistant),
Chloramphenicol and Gentamycin (8% resistant) for each, while, Clindamycin, Tetracycline, Linezolid (100% sensitive) for each. 30 isolates were subjected for Minimum Inhibitory
Concentration (MIC) towards vancomycin, fife isolates were VRSA, 3 of them were with concentration of 512 mg/l. 100 samples were tested for 16s rRNA by PCR, 54 from different
animal sources and 46 from humans. 49 animals and 37 human samples were demonstrated distinct bands with approximately 228bp corresponding for S. aureus species, while 22 and 24
isolates from animals and human respectively were demonstrated distinct bands with approximately 310bp corresponding Methicillin-Resistant S. aureus (MRSA) by mecA gene. Three
isolates from human were demonstrated distinct bands with approximately 314bp corresponding Vancomycin-Resistant S. aureus (VRSA) by vanA gene. Two isolates from human samples
were carried mecA and vanA genes together, these isolates were from sputum and nose, while no isolate from animal samples was harbored vanA gene. Three samples that were randomly
selected from 16s rRNA gene for sequencing were identified with GeneBank accession number (LN929743), (MK503460) and (LC462148), while 6 samples from mecA gene were
corresponding for methicillin resistance with those recorded in GeneBank in accession number (EF596937.1), (EU790490), (KY856919), (KC243783.1), (HQ686324.1) and
(GU301104.1). Multiple Sequence alignment between the isolates showed that presence of several mutations in different types. Phylogenetic tree were separated the isolates into groups
which concluded that the isolates could be mostly new strains.







