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Summary  

During the period from January to March, 2013; a total of 288 clinical 

specimens were collected from wounds (65), burns (59) and urine (78) 

for inpatientsin Al-DiwaniyaTeaching Hospital, in addition 86 food 

samples(milk 30, cheese 30 and meet 26) were obtained from 

localmarkets. 

Seventy two staphylococcal isolates were identified by conventional 

tests, then confirmed by HiCrom agar and VITEK-2compact system. 

Results revealed thatthe predominant species was S.aureus, 52(72.2%). 

The pattern of antibiotic susceptibility of S. aureus  isolates to  antibiotic 

Methicillin  was determined using disc diffusionmethod; the results 

revealed that 22(32.3%)ofS. aureuswere methicillin resistant (MRSA) 

which distributed as 4 (18.9%) from burns; 5 (22.7%); from urine; 10 

(45.5%) from wounds; and foods 3 (13.6%). 

The extracted DNA of MRSA isolates were subjected to multiplex 

Polymerase chain reaction (PCR) technique to amplify with primers of 

coagulase 1(Coa1)and Toxic Shock Syndrome Toxin (TSST) encoding 

genes, the results showed that 17 (77.3%)gave to amplicon size 561 base 

pair(bp)and 7(31.8%) gave to amplicon size 387bp;respectively. 

The detection of staphylococcal enterotoxigenicity according to three 

classicalenterotoxins genes which are SEA, SEB andSEC was performed 

simultaneouslyusingmonoplex PCR assay. A 15 (68.2%) of MRSA  isolates 

found to be enterotoxigenic, eight (36.4%)  isolates  were carried more 

than one enterotoxin gene. 
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The SEAgene was the most frequent enterotoxin coding gene among the 

otherstested genes; SEAaccomplished 63.3% of the detected enterotoxin 

genes followed by the SECgene, which constituted 40.9%, and then the 

SEBcoding gene by (31.8%).The results obtained by this study showed 

that 7 (31.8%)  of MRSAisolates harboured only one enterotoxin coding 

gene, while 2 (9.1%) of the isolatespossessed two toxin genes, and 6 

(27.3%)isolates of MRSA containedthree genecodingSEA, SEBand 

SECgenes. 

      In addition to that, the PCR was used for detection of Coa-2gene 

polymorphism.Results revealed that the amplification of the Coa-2 gene 

from 15 MRSA isolates produced nine different groups(CG1-CG9). Four 

isolates showed only one amplicon, 11 isolates showed more than one 

amplicon,while the most prevalent Coa2 type was CG3 (26.7%) the result 

amplicon, size of CG3 were (400-1200)bp.In conclusion, the 

Coaamplification has been considered as a simple and accurate method 

for typing of S. aureus. 
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