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Background and Aim : Antibiotic resistance of bacteria and nosocomial infections is on the rise, 
thus the discovery of alternative therapeutic agents is urgently needed. Honey possesses 
therapeutic potential, including wound healing properties and antimicrobial activity. Although the 
antimicrobial activity of honey has been effectively established against an extensive spectrum of 
microorganisms, it differs depending on the type of honey. To date, no extensive studies of the 
antibacterial properties of SSH on MRSA, Escherichia coli and Pseudomonas aeruginos have been 
conducted. The objectives of this study were to conduct such studies and to compare the 
antibacterial activity of SSH with that of Natural honey. 

Methods : Using a broth dilution method, the antibacterial activity of SSH against five strains of 
MRSA, Escherichia coli and Pseudomonas aeruginos was determined; Natural honey was used as 
the control. Different concentrations of honey [̸-̷̹̼́ (w/v)] were tested against each type of 
microorganism. Briefly, two-fold dilutions of honey solutions were tested to determine the 
minimum inhibitory concentration (MIC) against each type of microorganism, followed by more 
assays within a narrower dilution range to obtain more precise MIC values. MICs were determined 
by both visual inspection and spectrophotometric assay at ̷̹̽ nm. Minimum bactericidal 
concentration (MBC) also was determined by culturing on count agar plates. 

Results : By visual inspection, the MICs of SSH ranged from ̾/̼́ to ̹̼́ compared to Natural 
honey (̾/̼-̷̹́). Spectrophotometric readings of at least ̼̀́ inhibition yielded MIC values 
ranging between ̸̻́ and ̹̼́ for both types of honey. The lowest MBC for SSH was ̷̹́, 
whereas that for Natural honey was ̸̷́ for the microorganisms tested. The lowest MIC value 
(̾/̼́) for both types of honey was against Pseudomonas aeruginos. SSH had a lower MIC (̸̷́) 
against MRSA isolates compared to Natural honey (̸̸/̹̼́). 



Conclusion : SSH exhibited variable activities against different microorganisms, but they were 
within the same range as those for Natural honey. This result suggests that SSH could potentially 
be used as an alternative therapeutic agent against certain microorganisms, particularly MRSA and 
Pseudomonas aeruginosa. 
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Background and Aim : Information about the molecular structure of MRSA strains provides 
significant insights into the epidemiology of this important pathogen. We performed the present 
study to investigate the molecular characteristics of MRSA isolates. 

Methods : MRSA isolates were subjected to molecular typing by means of spa typing, multilocus 
sequence typing (MLST), Staphylococcal Cassette Chromosome mec (SCCmec) grouping, and to 
phenotypic antimicrobial susceptibility testing by means of disk diffusion assay. Then the presence 
of pvl genes was evaluated. 

Results : Cluster analysis by eBURSTv̺  showed that MRSA isolates belonged to two major clonal 
complexes (CC); CC̿  (ST̹ ̺̀, ST̼ ̼̿, ST̹ ̺̹̾, ST̸ ̹̻̀) and CC̺ ;̷ (ST̺ ,̷ ST̺ ,̽ ST̸ ̸̺̽) and 
four singletons. Subsequent analysis of MRSA isolates revealed that the most prevalent SCCmec 
type was type III  (̼̼͂̿́) followed by type IV (̺̻͂̀́) and type II  (̹̺͂́). Totally ̸ ̸different 
spa types were discriminated among which types t̷̺̾ and t̷̷̺ were predominant. 

Conclusion : The prevalence of Panton-Valentine leukocidin (PVL)-positive MRSA strains was 
high (̷̹́), which is a matter of great concern, because the PVL is frequently associated with 



severe and recurrent SSTIs. ST̹ ̺̀-III - t̷̺̾ represented the most predominant MRSA clone. The 
presence of Sequence Type (ST) ̺ ̽and ST ̸̸̹ are being reported for the first time in Iran. 
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Background and Aim : Nosocomial infections are a major problem Increasing health and 
hospitals, and with the length of hospital stay and mortality increased risk of infection. 
Identification of agent fungal in the hospital for treatment and infection control is essential. The 
aim of this study was to identify the species of invasive pulmonary fungal infections in hospital 
staining technique, culture and compare them. 

Methods : This cross-sectional study on patients with respiratory failure among patients admitted 
to Hospital. Patients with lung specialist with one or more clinical signs were studied and 
performed bronchoscopic lavage samples were obtained from patients. By three-specific staining, 
Calcoflure White G̪iemsa and Cainyone and culture in sc, scc to detect nosocomial infections 
were compared between these factors. 



Results : Among the ̹ ̽samples induced sputum, ̸̻/̹ and ̼̿/̿ percent men of women.The most 
common nosocomial infections of patients in the internal medicine ward  ̼and separate isolated 
Aspergillus flavus ,̺ Cryptococcus neoformans ( )̸ and Aspergillus fumigatus ( )̸ and oncology 
wards  ̺and separate isolated Pneumocystis jiroveci( )̸, fungi black ( )̸ and Candida species ( )̸ 
and the CCU  ̹people and separate isolated  ̹Aspergillus flavus and Aspergillus fumigatus 
isolated separate ICU  ̸person and ,̸ respectively.Comparison of the results, the domestic sector 
had the highest rate of hospital infections and oncology units, CCU and ICU, respectively, were 
the lowest. The results of the study using spss software version ̸ ̽statistical analysis was 
performed. 

Conclusion : These nosocomial infections can have a negative result and the cause of dangerous 
diseases, and one of the causes of deaths in patients with bacterial infections coexist and eventually 
extend "due to stay in hospital are long and costly. 
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Background and Aim : In recent years, nanosized materials considerably have attracted the 
attention of researchers throughout the world . In modern nano science and technology the 
interaction between inorganic nanoparticles and biological structures are one of the most exciting 
areas of research. It attracts many researchers as bio-method based producing procedures were 
brought forth for discussion. Consequently researchers turn to safe reliable, clean, pro- 



environmental biological method. Use of microorganisms in nano technology is one of the most 
important aspects of the discussion. 

Methods : Local samples of yogurt and milk where perchased from provinces of Mazandaran and 
Ilam. By keeping the samples media and according to some phenotypic features and biochemistry 
experiments, Lactobacilli were recognized.Nano particles were synthesized at room temperature 
in the laboratory ambience by using silver nitrate powder. Spectrophotometery methods, X-ray 
diffraction, Zeta sizer and Scanning Electron Microscopy (SEM) were used to ascertain Ag nano 
particles formation. Species of Pseudomonas aeruginosa , Staphylococcus aureus and E.coli , 
respectively, were used as hospital pathogen, in order to study the pattern of resistance and growth 
in the presence of different concentration of nano silver particles.Disk diffusion and well diffusion 
methods were utilized. The Minimum Inhibitory Concentration (MIC) and Minimum Bactericidal 
Concentration (MBC) were determined. 

Results : In this study, the synthesis of Ag nano particles were assisted by native Lactobacillus of 
Iran derived from some local dairy products which is a low-cost, accessible and non-pathogenic 
method. 

Conclusion : Silver Nano particles were synthesized̸ ̷̷-̻ ̷nm extra cellular spherical, hexagonal 
and rectangular form particles.Comparing the pattern of mentioned bacteria growth, the time of 
logarithmic growth of nano silver particles solution with the concentration of MIC (̸̹̿/̾ mg/l) 
decreased from ̾ ̷to ̼ ̻hours. 
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Background and Aim : Sodium hypochlorite (NaOCl) and chlorhexidine gluconate (CHX) are 
broad-spectrum antimicrobial agents that disrupt the membranes of microbes. Indocyanine green 
(ICG) is a promising photosensitive agent for photodynamic therapy (PDT) of root canal 
infections. Curcumin, a substance in turmeric, may reduce pain and inflammation and also help to 
treat tooth abscess and tooth infection. This in vitro study aimed to analyze the effectiveness 
between NaOCl, ̹ ́CHX, ̷̹͂́ CHX, ICG and Curcumin on Enterococcus faecalis as the most 
common organisms involved root canal infections. 

Methods : The suspension from E. faecalis (ATCC ̸̹̹̹̀) with a final cell concentration of ̸͂ ̼○ 
̸̷̿ CFU/mL was prepared and was instrumented and irrigated with NaOCl, ̹ ́CHX, ̷̹͂́ CHX, 
ICG+Laser diode and Curcumin+Laser diode. After treatment, the microplate contents were 
serially diluted, and cultured to determine the number of colony-forming units. 

Results : Complete inhibition of E. faecalis was observed with NaOCl, ̹ ́CHX and ̷̹͂́ CHX, 
followed by ̷͂ ̻○ ̸̷̿ with ICG+Laser diode and ̷̺͂̾ ○ ̸̷̿ with Curcumin+Laser diode. 

Conclusion : NaOCl, ̹ ́CHX, ̷̹͂́ CHX were useful in removing E. faecalis. ICG and turmeric 
extract have substantial antibacterial activity and hence have potentials to be used as intracanal 
medicaments if  their antibacterial activity could be enhanced. 

Keywords : Sodium hypochlorite, chlorhexidine gluconate, Curcumin, photodynamic therapy, 
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Background and Aim : Uropathogenic Escherichia coli (UPEC) is the most frequent cause of 
urinary tract infection (UTI) in community and hospital settings. Adhesin virulence determinants 
contribute to the pathogenicity of UPEC strain at the site of infection. The most characterized 
bacterial adhesin in UPEC strains are papEF, sfa/foc, afa, and fimH. In this study, Association of 
adhesin virulence determinants in UPEC isolates with clinical manifestation of patients with UTI 
were determined. 

Methods : A total of ̸̼̽ UPEC isolates were screened by PCR for the prevalence of four virulence 
genes encoding type  ̸fimbriae (fimH), pili  associated with pyelonephritis (pap), S and F C̸ 
fimbriae (sfa and foc), and afimbrial adhesins (afa). Moreover, E. coli isolates were classified into 
three groups: ( )̸ isolates associated with acute pyelonephritis (n =̹)̹, ( )̹ isolates associated with 
cystitis (n ≠̷̺), and ( )̺ isolates associated with asymptomatic bacteriuria (ABU) (n=̺)̸. 

Results : The fimH gene was the most common virulence gene and was detected in ̸̷̷́ (̸̼̽) 
of the UTI isolates. The pap gene was present in ̺̼͂̀́ (̼)̽ of isolates and the sfa gene in ̸̹͂̿́ 
(̹)̷ of isolates. The afa gene was shown in ̹̼̀͂́ (̻)̽ of isolates. Association analysis between 
adhesin virulence determinants and clinical manifestation of UTI patients revealed papEF gene 
was significantly more frequent among the pyelonephritis isolates than in cystitis and 
asymptomatic bacteriuria isolates (P= ̷̷̷͂̿). Besides, afa was more frequently associated with 
cystitis than with asymptomatic bacteriuria isolates (P=̷ ̷̸̻͂) although there was no association 
between sfa/foc gene and any type of UTI (P>̷ ̷̼͂). Additionally, pyelonephritis isolates were 
more virulent in comparison to other UPEC isolates (P= ̷̷̺͂). 

Conclusion : Fimbriae-associated adherence is an important factor in the pathogenesis of UTI, 
and the critical role of adhesions in the development of UTI is well known. This observation may 
point to the concordance of the severity of the symptoms with the number of virulence genes. 
Moreover, our finding showed that investigation of the bacterial pathogenicity associated with UTI 
may contribute to a better medical intervention. 

Keywords : UropathogenicEscherichia coli (UPEC), Adhesin virulence determinants, Urinary 
Tract Infection (UTI) 
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Background and Aim : Multiple resistances to antimicrobial drugs arising in Escherichia Coli 
isolates may complicate therapeutic management of urinary tract infection (UTI) by this organism. 
The aim of this study was multidrug resistant urinary tract isolates of Escherichia Coli from 
patients Imam Reza hospital of Kermanshah.. 

Methods : Ecoli isolates (n=̷̷̹)were identified using microbiological and biochemical standard 
tests.Antibiotic resistance pattern against ̸ ̽antibiotic and the detection of ESBL-producing Ecoli 
isolates were done according to clinical and laboratory standard Institute (CLSI)criteria. 

Results : of these isolates ̺̽́ were resistant to three or more agents and considered multidrug 
resistant (MDR).Among MDR isolates ̻̿́ were ESBLproducers.There was a siqnificant 
difference in ESBL , MDR patterns between ESBLproducers and non producer ESBL , Ecoli 
isolates (p < o.̷ )̼. Amomg the multidrug resistant isolates,̀ ̼/̹́,̿̀/̺́,̿̿/̹́,̺̾/̹́,̽̀/̿́ 
were resistant to ampicillin , cefotaxime, , ceftriaxone, trimethoprim sulfamethoxazole,cefepime , 
repectively. Rate of multidrug resistance were demonstrated to be hiqher among females (̸̾́) 
than males (̻̺́), among patients>̼  ̷years of age and among inpatients (̷̽́) that out patients 
(̼̹́). 

Conclusion : The high prevalence of multidrug resistance among UTI patients calls for continuous 
surveillance to assure effective control of this infection. 
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Background and Aim : Nosocomial infections constitute a global health problem, leading to a 
high rate of morbidity and mortality. The choice of antimicrobial treatment for nosocomial 
infections is often empirical and based on the knowledge of local antimicrobial activity patterns of 
the most common bacteria causing such infections. The aim of this study was to determine the 
most prevalent bacterial pathogens causing nosocomial infections and their antimicrobial resistant 
profiles in hospital admitted patients. 

Methods : A total of ̼̺̀ samples were obtained from  ̺hospitals; Milad, Motahary and Loghman 
in Tehran, Iran from November ̷̸̹̻ to April  ̷̸̹̼. Nosocomial infections were defined as a 
culture ïproven infection, which occurred more than ̻ ̿hours after admission. Antimicrobial 
susceptibility testing was performed using disk diffusion method according to Clinical and 
Laboratory Standards Institute (CLSI) guidelines. 

Results : Most prevalent bacterial pathogens causing nosocomial infections were found to be 
Staphylococcus aureus, Pseudomonas aeruginosa, and Acinetobacter baumannii with ̀,̿ ̾ ̼and 
̸̀̿ isolates, respectively. Cefepim and Meropenem were found to be the most effective antibiotics 
for nosocomial infections caused by Staphylococcus aureus with only  ̸resistant isolate. 
Resistance to Gentamicin and Amikacin and susceptibility to Cefepim was the highest compared 
with other antibiotics amongst Pseudomonas aeruginosa isolates which is in consistent with the 
fact that cephalosporins remain useful agents for management of nosocomial infections caused by 
Pseudomonas aeruginosa. Acinetobacter isolates showed lower susceptibility rates to Imipenem 
and Ciprofloxacin than other antibiotics with ̸̿̀ and ̸̿̾ resistant isolates; however ̸̼̼ isolates 
were susceptibile to Co-trimoxazole and Ceftazidime. The high resistant rate amongst 
Acinetobacter baumannii to carbapenems is likely consequence of heavy empirical usage of this 
group of antibiotics. 

Conclusion : The high prevalence of antimicrobial resistance in the hospitals highlights the need 
for further infection control programs. Future regional epidemiological data on antimicrobial 
resistance patterns will  be required to implement strict national antibiotic policies to restrict the 
spread of these resistance bugs. 

Keywords : Nosocomial infection, Antimicrobial resistance, Staphylococcus aureus, 
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Background and Aim : The studies of WHO in various parts of the world indicates that within  ̼
to ̹ ̼percent of the hospitalized patients get hospital infection, whereas in the ICU departments of 
the modern countries the rate of getting infection is ̹̼́ and the rate is up to ̷̼́ in the developing 
countries. The appearance of hospital infection can increase two times the risk of death. Since such 
a study on the rate of hospitalized patients getting infected hasnôt yet been carried out this study 
on the exploration of the rate and the types of hospital infection in the trauma ICU departments of 
kermani hospitals was carried out. 

Methods : This research is a kind of descriptive ,analytical and temporal study that was carried 
out on all of the hospitalized patients in the trauma ICU departments of Kermani hospitals during 
the first half of ̸̺̺̀.The criterion of entering the population of the study was getting hospitalized 
for at least ̾ ̹hours at trauma departments, also the criterion of excluding the study was existence 
of symptoms of infection or having the diseases that cause getting infected, at the beginning of 
entering the department. To collect data two questionnaires namely .̸The questionnaire of 
demographic features .̹The questionnaire of exploration of hospital infections was used. 

Results : After collecting the information using SPSS software the version ̹ ̷and descriptive 
statistics the data was analyzed. The results indicated that the largest rate, ̹̽̀͂ and the biggest part 
of the bacteria factor was caused by Asintobacterin respiratoryinfection. Studying the blood 
infection status of the patients the biggest bacteria factor was Kalbsilaand it was observed in ̼̽͂́ 
of the patients whereas, in the study of urinate infection the largest factor of causing infection was 
Asinobacter that was detected in ̸̻͂́ of the patients. 

Conclusion : Studying the hospitalized patients at trauma ICU department the Kermani hospitals 
it was observed that most of the patients got respiratory infection that was caused by Asinobacter 
that was in correlation with the results of a similar study conducted in an ICU department of a 



Korean hospital conducted by Yong that the largest infection proportion appeared in the special 
respiratory departments. Since the most of the ICU patients use the Ventilator set the prediction of 
such a results isnôt difficult. With regard of infection rate exerting more care and caution to avoid 
appearance of infection in ICU departments seems necessary. Key words: rate of appearance, 
hospital infection, ICU departments. 

Keywords : rate of appearance, hospital infection, ICU departments 
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Background and Aim : The use of a hand sanitizer including an antiseptic is the most important 
way to prevent transmission of infections. Antiseptics including chlorhexidine are more effective 
than plain soap. In this study a new formulation of the chlorhexidine ̷̼͂ % foam were developed 
and its antibacterial effects were evaluated. 

Methods : Different formulations including PEG̻ ̷̷, Nanoxynol̀  and Glycerol were used to 
formulate chlorhexidine ̷̼͂́ foam. The best formulation was selected by the foam volume, 
quality and resistance time. The foam MIC and MBC against Staphylococcus aureus ATCC ̹̼̹̹̺, 
Escherichia coli ATCC ̹̼̹̹̀, Salmonella typhi ATCC ̸̷̻̹̿, Enterecoccus feacalis ATCC 
̸̹̹̹̀ and Pseudomona aeruginosa ATCC ̹̼̺̾̿ were determined according to CLSI 
microdilution method. The bacrtericidal effect were evaluated by surveillance after ̺,̷ ̽,̷ ̸̷̹, 
̸̷̿, ̷̷̺ seconds. 

Results : The optimum formulation consists of Polyethylene glycol ̹̼͂́, Nanoxynol  ̹̀,́ Coco 
diethanolamide ̺,́ glycerol ̺ ́and Chlorhexidine ̷̼͂ % confirmed the British Pharmacopeia 



criteria. The foam showed the good antibacterial effect against all evaluated bacteria with best 
effect against S.A with the MIC and MBC value equal to ̷̷̷̷̸͂̀́/ ̷̷̷̷̺͂̀́ respectively. MIC 
and MBC for E.coli. S.thyphimurium, E.fe, P.au were ̷̷̷̸̼͂́/ ̷̷̷̸̺͂́, ̷̷̷̷̺͂̀́/ ̷̷̷̷͂̾̿́, 
̷̷̷̷̺͂̀́/ ̷̷̷̷͂̾̿́, ̷̷̷̸̼͂́/ ̷̷̷̸̺͂́ respectively. While no micro organism were recovered 
after ̺ ̷seconds of contact according to Russell, H.A., in Principles and Practice of Disinfection. 

Conclusion : The formulated foam showed proper pharmaceutical specification with good 
antibacterial effect against selected organisms so it could be used as an antiseptic in absence of 
water. 
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Background and Aim : Polysaccharide vaccines are effective in individuals from about two Years 
of age but, as they elicit T-cell independent immunity, they are not effective in younger children. 
In contrast, polysaccharide-protein conjugates have been shown to be highly immunogenic in 
infants and induce T-cell dependent immunity.In fact (N.M.A-CPS) elicit T-cell independent 
immunity, this means that in immune response memory cells donôt exist so booster dose doesnôt 
have any effect in arising of immune level and antibody titer so is not effective in children younger 
than two years old and in infants . and for destroying this problem some proteins are used as a 
carrier to conjugate with this polysaccharide in order to activate humeral and cellular immune 
response and In this study rHbsAg protein was used as a carrier.In fact (N.M.A-CPS) elicit T-cell 
independent immunity, this means that in immune response memory cells donôt exist so booster 
dose doesnôt have any effect in arising of immune level and antibody titer so is not effective in 
children younger than two years old and in infants . and for destroying this problem some proteins 



are used as a carrier to conjugate with this polysaccharide in order to activate humeral and cellular 
immune response and In this study rHbsAg protein was used as a carrier. 

Methods : In this study the Neisseria meningitidis type A capsular polysaccharide (N.M.A-CPS) 
was attached to Recombinant Hepatitis B antigen (rHbsAg) covalently. Neisseria meningitidis type 
A (CSBPI, G-̹̻̺) was cultivated in ̻ ̷L of modified Frantz medium in bioreactor, and by adding 
cetavlon to liquid culture the polysaccharide was precipitated, and then purified by cold phenol 
extraction, alcohol fractionation and ultracentrifuge differentiation method. HbsAg protein was 
provided by Pasteur institute of Iran. N.M.A-CPS was conjugated to rHbsAg protein by using of 
ADH as a spacer, and EDAC as a linker. Immunization was done, choosing  ̹groups of rabbits. 
Pure N.M.A-CPS and conjugate were injected to groups  ̸and ,̹ with a ̸-̼days interval, 
intramuscularly. The bleeding was performed at days ,̷ ̸,̼ ̺,̷ ̻ ̼and titers of sera were measured 
by Serum Bactericidal Assay. 

Results : Polysaccharide bactericidal titer on day ̸-̼̺ ̷and ̻ ̼was almost identical and there was 
no increase in titer. But in the first injection of the conjugate the titer was much more (about twice 
of purified polysaccharide), and in the second injection even was arisen up to number ̸/̻̽. 

Conclusion : Results display that conjugate cause more immunity than pure N.M.A-CPS, and can 
stimulate cellôs immunity. So rHbsAg can act as an acceptable protein carrier and conjugate of 
N.M.A-CPS-HbsAg can be a candidate for bivalent immunogen. 

Keywords : Neisseria meningitidis type A, conjugate N.M.A-CPS-HbsAg, Hepatitis B antigen, 
Serum Bactericidal Assay. 
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Background and Aim : In this study, capability of constructed vector containing two 
mycobacterial immunodaminant antigens (Mtb̺C̹-HBHA), in producing new chimeric protein 
on the in vitro condition was examined. 

Methods : In present study Huh̾ ̼͂ cells was transfected with Mtb̺C̹-HBHA ïpCDNA̸̺͂+ 
recombinant vector by using the calcium phosphate method and expression of chimeric protein 
was assessed by RT-PCR and western blot methods. 

Results : Recombinant vector introduce to Huh̾ ̼͂ cell and generation of recombinant Mtb̺C̹- 
HBHA protein was evaluated by RT-PCR western blot methods. Results of RT-PCR western blot 
showed expression of genes of interest in this cell line. 

Conclusion : this study indicated, the constructed vector can produce two highly immunogenic 
antigens that fusion of them together makes chimeric antigen with new traits. Other attempts are 
needed to evaluate specific properties of this new antigen such as molecular conformation 
modelling and immunologic characteristics in future studies 
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Background and Aim : Despite many efforts tuberculosis still remains a great obstacle. Infection 
of one third of world's population and poor efficacy of BCG vaccine make necessary to prepare a 
new and more reliable TB vaccine. DNA vaccine is a promising approach that open new field in 
generation effective tuberculosis vaccine. The aim of this study was to evaluate capable of a novel 
DNA vaccine encoding Mtb̺C̹-HBHA in inducing specific immune responses against M. 
tuberculosis 

Methods : In this study a plasmid DNA vaccine expressing M̺C̹-HBHA fusion protein was 
constructed and ability of it in protein expression was examined by RT-PCR and western blot 
method. Female BALB/C mice were vaccinated with ̸̷ɛ̷g of purified recombinant vector in 
order to examine immunogenicity and protective efficacy of a new DNA vaccine in mice and then 
a number of cytokine including IFN-ɔ, IL-̸,̹ IL- ,̻ IL-̸ ̷and TGF-ɓ were assessed. 

Results : This study showed that constructed DNA vaccine express efficiently the fusion protein 
of Mtb̺C̹ and HBHA in vitro condition and can induce high levels of specific cytokines in the 
mice. All  cytokines compared with the control group were increased, and statistically the 
differences were significant (P᾽̷͂ ̷̼). IFN-ɔ production in the group that received vaccine plus 
BCG compared with those who received only vaccine and BCG increased and there were 
significant differences in the level P᾽̷̷̷̸͂ 

Conclusion : The inefficiency of BCG vaccine in the control of disease highlights the necessity 
for the design and development of new vaccines. Mtb̺C̹ is a component of Culture filtrate 
proteins (CFP) of M. tuberculosis and has a serine protease activity. HBHA is an essential 
virulence factor required for the infection of lung epithelial cells and extrapulmonary 
dissemination of mycobacterium. Experimental evaluations have already shown that these proteins 
are strong activator of T-cell proliferation and IFN-ɔ production. In this study immunogenicity of 
this new chimeric DNA vaccine alone and in combination with BCG was confirm. Using this DNA 
vaccine after BCG vaccination leads to production higher amount of IFN-ɔ that can be consider as 
a booster vaccine. 
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Background and Aim : Urinary tract infections (UTIs) caused by Uropathogenic Escherichia coli 
(UPEC) are considered to be the most common bacterial infection. Toxins play an important role 
in a variety of UPEC mediated diseases and UTI symptoms. Three toxins associated with UPEC 
isolates are Ŭ-hemolysin (hlyA), cytotoxic necrotizing factor type  ̸(cnf̸ ) and cytolethal 
distending toxin (cdtB). 

Methods : A total of ̸̼̽ UPEC isolates from patients with different clinical types of UTI were 
studied. Patients were hospitalized or visited the emergence room of Tehran hospitals between 
March ̷̸̹̺ and February ̷̸̹̻. The presence of  ̺genes encoding toxins (hlyA, cnf̸  and cdtB) 
assessed by use of Polymerase Chain Reaction (PCR) method. 

Results : All  isolates were collected from ̸̷̺, ̹ ̹and ̺ ̸patients with cystitis, pyelonephritis and 
asymptomatic bacteriuria (ABU), respectively. The frequency of hlyA and cnf̸  genes were ̻  ̿
(̷̺͂̿́) and ̼ ̾(̺̼̽͂́), although cdtB was not detected among the isolates. In general, 
pyelonephritis isolates were more virulent than cystitis and ABU isolates. Moreover, hlyA was 
significantly more frequent among the pyelonephritis isolates than in cystitis and ABU isolates 
(P= ̷̷̸̺͂). 

Conclusion : Our results in accordance with other studies indicated that UPEC isolated from 
patients with pyelonephritis and cystitis cases were more associated with toxin activities when 
compared to asymptomatic bacteriuria cases (P=̷ ̷̹͂). In addition, in agreement with the other 
studies, some urovirulence markers such as hlyA were closely associated with a specific 
anatomical site of infection. Generally, investigation of the bacterial pathogenicity associated with 
UTI may contribute to a better medical intervention. 

Keywords : Toxins, UropathogenicEscherichia coli (UPEC), Cystitis, Pyelonephritis, 
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Background and Aim : Helicobacter pylori is a Gram-negative bacterium that is associated with 
atrophic gastritis, peptic ulcer, and gastric cancer. Several studies have detected this bacterium in 
the oral cavity, suggesting it as a potential reservoir. The aim of this study was to investigate the 
presence of H. pylori and its virulence genotypes in the dental plaques of patients with chronic 
periodontitis in an Iranian population. 

Methods : A hundred individuals were divided in  ̹groups: ̼ ̷patients with chronic periodontitis 
(case group), and ̼ ̷subjects in non-periodontitis (control group). Supragingival and subgingival 
plaque samples were collected from the individuals using wood wedges and sterile paper points, 
respectively and prepared for PCR analysis. 

Results : Totally, H. pylori DNA was detected in  ̼out of ̸̷̷ (̼)́ dental plaques. Of  ̼dental 
plaques positive for H. pylori, cagA gene was detected in  ̻specimens,  ̺in periodontitis group 
and one in non-periodontitis group. The H. pylori vacA s̸ m  ̸genotype was predominantly 
detected in ̹/̼ samples. The babA̹  gene was detected in all (̼/̼) H. pylori-positive dental plaques. 
There was no significant correlation between the presence of H. pylori genotypes from dental 
plaques and chronic periodontitis (P > ̷̷̼͂). 

Conclusion : Our results revealed that the rate of H. pylori is very low in the dental plaques of 
Iranian patients with chronic periodontitis. Our results also showed that the majority of H. pylori 
strains from oral cavity were highly virulent based on the main clinically virulence factors they 
carried. 
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Background and Aim : Klebsiella pneumoniae is one of Klebsiella species. K.pneumoniae is one 
of the most important bacteria causing nosocomial infections, which threatens public health and 
leads to increased hospital costs and mortality rate. The purpose of this study was to determine of 
antibiotic resistance pattern of K.pneumoniae in nosocomial infections. 

Methods : This study was performed on ̼ ̸samples of K.pneumoniae isolates from ̷̷̼ patients 
in three units of the hospital in nine months. Antibiotic resistance of K.pneumoniae to ̸ ̿
antibiotics was performed by Kirby Bauer disk diffusion method. 

Results : The frequency of K.pneumonia among ̷̷̼ samples was determined ̼ ̸cases (̸̷̷̹͂́). 
The most number of K.pneumoniae were isolated from the infectious (̷̻̹̀͂́), surgery (̺̼̹͂̀), 
and CCU (̸̼͂̽̀) units, respectively. The frequency of K.pneumoniae based on the source of 
infection for urine was ̹ ̹cases (̸̻̺̻͂́), sputum ̸ ̾(̺̺̺̺͂́), stool  ̽(̸̸͂̾̾́), wound  ̻
(̻̾͂̿́), blood  ̹(̺̹͂̀́), and cerebrospinal fluid  ̷(̷)́. K.pneumoniae resistance to antibiotics 
included: ceftriaxone (̸̻̹̀͂́), ciprofloxacin (̷̷̹̀͂́), ofloxacin (̹̿̽͂̾́), cefotaxime 
(̻̺̾̿͂́), nalidixic acid (̼̹̿͂̿́), nitrofurantoin (̼̽͂̿̽́), aztreonam (̷̼̻͂̀́), 
ampicillin/sulbactam (̷̼͂̀̿́), ticarcillin (̷̻̼͂̀́), cefepime (̸̻̺̻͂́), colistin (̸̻̺̻͂́), 
gentamicin (̸̸̻͂̿́), azithromycin (̸̸̻͂̿́), polymyxin B (̺̹̹̀͂́), piperacillin/tazobactam 
(̸̸̀͂̽́), amikacin (̸̼͂̽̀́), imipenem (̼͂̿̿́) and meropenem (̺̹͂̀%). 



Conclusion : Meropenem and imipenem with lowest resistance were the most effective antibiotics 
against K.pneumoniae. Ceftriaxone, and ciprofloxacin antibiotic have the lowest effect on the 
treatment of K.pneumoniae infections. 
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Background and Aim : Leptospira is belonged to phylum spirochaetes, which caused 
leptospirosis disease. Leptospirosis is a zoonotic disease with highly variable symptoms. The 
purpose of the study was the determination of the serological incidence of Leptospira serovars 
among rice farmers in Veysian, Lorestan province. 

Methods : ̷̷̹ rice farmers of Veysian were sampled clinically in ̷̸̹̻. Blood samples were 
transfered to the laboratory for detection of antibody. After serum separation, the sera were 
transferred to -̷̹Á C until test time. The samples were examined by the Microscopic Agglutination 
Test (MAT) method. Antigens tested include: L.australis, L.grippotyphosa, L.hardjo, 
L.icterohaemorrhagiae, L.canicola, and L.Pomona. The final dilution of leptospiral infection was 
determined by ̸:̷̷̹, ̸:̷̷̻ and ̸:̷̷̿ dilutions. 



Results : ̽ ̷samples (̷̺́) were positive among ̷̷̹ serum samples in ̸:̸̷ ̷dilution. Two 
serovars were reacted positive by MAT results among six antigens. Samples were positive reacted 
by ̺ ̿(̺̺̺̽͂́) L. grippotyphosa and ̹ ̹(̺̽͂̽̾́) L.canicola antigens. The infection rate was 
̺̀́ for males and ̸̹́ for females. The highest and the lowest frequency of positive samples 
were related to above ̼ ̷years and ̹-̸̺ ̷year groups, respectively. P value according to gender 
was ̷̷̻͂. 

Conclusion : Leptospirosis disease is common among rice farmers, and to prevent the spread of 
this disease, health and safty should be developed. There is a significant correlation between 
leptospiral infection and gender based on statistical analysis. 
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Background and Aim : One of the most common diseases in the world is urinary tract infection 
(UTI). The main agents causing these infections are bacteria. The purposes of this study were the 
determination of uropathogens causes UTIs, Serotyping, and antibiotic susceptibility the most 
common bacteria. 

Methods : The study was performed on ̷̷̺ urine samples collected from patients referred to 
Koohdasht imam Khomeini hospital in Lorestan province in ̷̸̹̺. After samples culture and the 
determination of uropathogens, antibiotic susceptibility test was performed by Kirby-Bauer disk 



diffusion method. Serotyping was performed for the most common uropathogens by polyvalent 
and monovalent antisera. 

Results : Of the ̷̷̺ samples, ̽ ̸samples (̷̹̺̺͂́) were positive. Among these, ̻ ̀samples 
(̷̺̺̿͂́) were related to Gram-negative and ̸ ̹(̸̀͂̽̾́) for gram-positive bacteria. The rate of 
UTI in females (̸̺̿͂̽́) was more than males (̸̺̽͂̀́). E.coli with ̺̻ positive samples 
(̼̼̻͂̾́), Proteus species with  ̾cases (̸̸̻͂̾́), Staphylococcus epidermidis with  ̾cases 
(̸̸̻͂̾́), Citrobacter species with  ̼cases (̷̹̿͂́), Staphylococcus aureus with  ̼cases (̷̹̿͂́), 
and Klebsiella species with  ̺cases (̻̹͂̀́) were the most common bacteria causing UTI, 
Respectively. The most resistance was to trimethoprim/sulfamethoxazole and the lowest to 
ampicillin, ciprofloxacin, and nitrofurantoin. Common uropathogen was Escherichia coli and 
common serotypes were O̸̻̹:K̿ ̽and O̹:̼K̸̸ respectively. 

Conclusion : The treatment of UTIs and resistance control in bacteria should be done based on 
common strains and choosing an effective antibiotic. 
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Background and Aim : Methicillin-resistant Staphylococcus aureus (MRSA) continues to be a 
major cause of nosocomial infections. Methicillin resistance in S. aureus is caused by acquisition 
of mecA gene located on a mobile genetic element (MGE) called the staphylococcal cassette 
chromosome (SCC). MRSA isolates known as their antibiotic resistance nature and antimicrobial 
resistance is generally considered as a selective factor for clinical outcome of MRSA. But, 
adherence ability via biofilm produced by S. aureus made situation far worse and may led to more 
treatment failure of MRSA infections and establish persistent infections among hospitalized 
patients. The aims of the present study were to evaluate the presence of predominant SCCmec type 
and the prevalence of biofilm producing MRSA isolated from clinical specimens. 

Methods : This cross-sectional study was performed on a total of ̸̻̽ MRSA isolates obtained 
from clinical specimens during ̷̸̹̹-̷̸̹̺ from two major hospitals of Shiraz, South-west Iran. 
Biofilm producing isolates were detected using Congo red agar (CRA) method. Bacterial DNA 
was extracted using the small-scale phenol-chloroform extraction method and used as PCR 
templates for the assigned current SCCmec types. 

Results : The results of CRA plates showed that of MRSA isolates, ̾ ̾(̼̹͂̾́) produced black 
colonies and subsequently were considered as biofilm producing isolates. Assigned SCCmec types 
by PCR revealed SCCmec type I which was the predominant type with ̿ ̽samples (̼̿͂̀́), 
followed by SCCmec types II, III,  and IV, ̹ ̀(̸̀͂̀́), ̸ ̽(̸̸̷͂́) and ̸ ̹(̹̿͂́), respectively. 
SCCmec type IV isolates were prevalent biofilm producing isolates (̸̀͂̾́) and followed by 
SCCmec type III,  I and II  with ̼%̷, ̻̿͂̿́ and ̻̻͂̿́, respectively. 

Conclusion : The frequency of isolates containing type I in the current study can indicate an 
emergence of this SCCmec type in the studied medical centers. Also, high rate of biofilm formation 
among SCCmec type IV isolates suggest their potential role for establishing a persistent infection 
in the hospital settings. 
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Background and Aim : Urinary tract infection is one of the most common infections diseases 
which physician encounter it, typically. iroN is one of the most important resonator genes of this 
disease which has role as encoding protein of siderphore receptor in the outer membrane that plays 
a role in the absorption of iroN siderphore. The aim of this study is to evaluate the prevalence of 
iroN gene to provide a way to manage deal with bacteria carrying the gene. 

Methods : ̀ ̼samples were taken from patients in Haft-e-Tir hospital of Doroud and after testing 
microbial and biochemical tests are ̼ ̷standard isolated E.Coli was detected which ̺ ̻samples 
were female(̽ ̿́) of the males and ̸ ̽about against with(̺̹́) respectively. DNA extraction was 
done using Gram-Negative bacteria kit. Amplicon size was ̽̽b̿p. 

Results : Of the ̼ ̷isolated E.Coli bacteria, ̸ ̻isolates (̹̿́) had iroN gene.  ̻isolates in men 
(̿)́ and ̸ ̷isolates in women (̷̹́) carrying the gene. 

Conclusion : The prevalence of gene was high. Several reports shown that, there is an anti-product 
antibody coded by iroN gene that is the reason for existence of antigenic protein. It is essential that 
vaccines to be made of iroN, based on protein or native(endemic) gene. 
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Background and Aim : Enterococci are gram positive cocci that can survive in the gastrointestinal 
tract, the oral cavity and the vagina and have a significant role in food and clinical 
microbiology.The aim of this present study was to evaluate the antimicrobial activity in 
Entrococcal isolates obtained from human normal flora in vitro. 

Methods : A total of ̀ ̸Enterococcal isolates obtained from fecal samples, were collected from 
̺ ̹healthy volunteers. Briefly,each sample were serially diluted in phosphate buffered saline 
(PBS) and were plated in M-Enterococcus agar and incubated at ̺̾ÁC overnight. Twenty four 
colony were randomly picked and were identified by PCR using species-specific primer.The most 
strains belonged to the species Enterococcus faecium.The antagonistic activity was tested against 
some of intestinal pathogen such as Salmonella typhi, Escherichia coli,Shigella felexeneri,ETEC, 
EPEC and EAEC. 

Results : Varying levels of antimicrobial effect was seen to various pathogens. Most of the isolates 
showed antagonistic effects against Salmonella typhi (̷̻͂̽́),Shigella felexeneri 
(̹̺͂̾́),Escherichia coli (̻̼͂́),ETEC (̺̹͂́),EPEC (̻̺͂̀́) and EAEC (̸̼̽͂́). 

Conclusion : This data suggested that the human flora have potential antibacterial effect against 
gastrointestinal pathogen Salmonellatyphi,Shigella felexeneri and EAEC. 
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Background and Aim : Hospital-acquired infections (HAI)  or nosocomial infections are diseases 
that due to increasing resistance to common drugs many efforts have been made to treat and control 
them; for this purpose, nowadays medicinal plants have been considered. Hence, in the present 
study essential oils of local Mentha pulegium and Glycyrrhiza glabra in Ardabil, Iran, were 
selected to investigate the antimicrobial effects of them on Staphylococcus aureus ATCC ̸̸̺̻ 
and Pseudomonas aeruginosa ATCC ̹̼̾̿, as two common agents of nosocomial infections; to 
provide the solution with the lowest side effects to control or treat 

Methods : BHI broth and Blood agar mediums were used to recovery and purity of the bacteria. 
The chemical composition of the Hydro-distilled essential oils were analyzed by GC and GC/MS 
system and the antimicrobial activities were tested using well-diffusion assay and MIC and MBC 
values were estimated according to the Micro-dilution method. 

Results : The analysis of M. pulegium oil showed the presence of ̹ ̹compounds, mostly Cineol 
(̸̼͂̀̿́), Menthoforan (̸̸̹̻͂́) and Pulegone (̸̺͂̾̾́) and G. glabra oil contained ̸ ̷
compounds, mainly Geranylhexanolate (̷̺̻̹͂́), Isofenchon (̸̻͂̿̀́), ɔ-terpinene (̸̸̹͂̀́) and 
Estragole (̸̷̻̼͂́). The effects of essential oils on staphylococcus were more than pseudomonas 
remarkably; maybe because of the type of cell wall, gram-positive or negative. 

Conclusion : According to the results, essential oils especially, M. pulegium are able to replace 
by chemical preservatives in food and drugs industries as well as they also can be investigated on 
other pathogens to find useful solutions to overcome them 

Keywords : Essential oil, Mentha pulegium, Glycyrrhiza glabra, Staphylococcus aureus, 
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Background and Aim : S.aureus is one of the important etiology of contagious infections in 
community and hospital with capability to create various antibiotic resistance. Infections caused 
by this bacterium are treated mainly with methicillin or aminoglycosides that increase resistance 
pattern all over the world. This study was conducted to track the antibiotic resistance pattern and 
develop multiplex PCR assay for detection of S.aureus resistance genes in burn patients in Esfahan 
hospitals. 

Methods : ̸̷̻ S.aureus isolates were obtained from burn samples, based on standard 
bacteriological procedure detected from burn patients hospitalized in burn center of Esfahan. 
Antibiotic resistance pattern was determined using dick diffusion method. Multiplex-PCR was 
carried out for detection of mecA, tetK, ermA, ermC, tetM, aacA-D, linA and msrA. 

Results : Antibiotic resistance pattern with disk diffusion method show high resistance to 
penicillin (̺̀͂̾́), methicillin (̷̻̀͂́), ciprofloxacin (̾̽͂̀́), and low resistance was for 
treatment with vancomycin (̺̿͂́) and nitrofurantoin (̸̼͂́). Molecular investigation show this 
frequency for genes: mecA (̸̺̀͂́), tetK (̹̻̺͂́), ermA (̸̺̺͂́), ermC (̹̹̀͂́), tetM (̻̼̹͂́), 
aacA-D (̸̼̾͂́), linA (̸̀͂̿́) and msrA (̸̹̺͂́) 

Conclusion : This study show high antibiotic resistance rates especially methicillin resistance in 
S.aureus isolated from burn patients. It is recommended to limit  antibiotic uses without 
prescription or in unnecessary cases uses. 

Keywords : S.aureus , Antibiotic resistance, burn patients, Esfahan hospitals 
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Background and Aim : Coagulase negative and methicillin resistant Staphylococci specifically 
Staphylococcus epidermidis is one of the important causes of nosocomial infections. In addition, 
most of these isolates show multi-resistance to a number of other antibiotics including ɓ-lactams. 
In this study, methicillin resistance pattern was compared with the presence of methicillin 
resistance gene (mecA gene) among the isolates that detected from urinary tract infections in 
hospitalized patients in Esfahan hospitals. 

Methods : ̸̷̿ clinical isolates collected from  ̺hospitals in Esfahan that tested for antibiotic 
susceptibility using disc diffusion and minimal inhibitory concentrations (MIC) which measured. 
For meticillin resistance using the broth micro dilution assay. Presence of the mecA gene in the 
clinical isolates was detected using specific primers and PCR. 

Results : Antibiotic resistance pattern show that the highest resistance was in treatment with 
methicillin (̼̺̽͂́), penicillin (̸̻̽͂́) and erythromycin (̻̿͂̀́), there were no resistance for 
vancomycin and linezolid. PCR method show ̺̾̀͂́ frequency for mecA in detected isolates. 

Conclusion : This study show high antibiotic resistance rates especially methicillin resistance in 
S.epidermidis isolated from urinary tract infection from patients in Esfahan hospitals. It is 
recommended to limit  antibiotic uses without prescription or in unnecessary cases uses. 
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Background and Aim : Staphylococcus aureus is one of the most important causes of skin 
infections.The resistance of this bacterium to antibiotics is increasing every day,thus the present 
study was to find new antimicrobial drugs healing effects can be necessary.Studies have shown 



that the ethanolic and aqueous extracts of Aloe vera and Myrtus communis can prevent the growth 
of S.aureus.In this study ,the effects of Aloe vera and Myrtus communis investigated against skin 
infection due S.aureus in animal model. 

Methods : First the ethanolic and aqueous extracts of Aloe vera ,Mayrtus communis were 
prepared.Determination the MIC and MBC by broth macrodilution method was performed. Then 
the synergistic effects of extracts were done ,and the extracts ointment formulatied with eucerin. 
The produced ointment evaluated for condition of wound healing in animal model that infected 
with S.aureus,daily. 

Results : The result showed that the group treated with ethanolic and aqueous extract of Myrtus 
communis had the greatest impact on wound healing, and ethanolic and aqueous extract of Aloe 
vera play important role in wound healing .Also MIC and MBC result showed that the 
antimicrobial effects of ethanolic extract myrtus communis much more of the antimicrobial effect 
of the aqueous extract.and ethanolic extract of Aloe vera in the range of ̸:̹ to ̸:̻ dilution showed 
inhibition zone.Also two extract Aloe vera and Myrtus communis extracts shown synergistic 
effect. 

Conclusion : The result showed that the Myrtus communis and Aloe vera extracts can be used in 
healin skin infection caused by s.aureus 

Keywords : Staphylococcus aureus,Aloe vera,Myrtus communis,skin infection,Wound 
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Background and Aim : The skin infected wound caused by staphylococcus aureus are very 
epidemic in society ,and these kind wound rate treatment in effective to alleviate the patient ,a 



sorrow.Also ,because of the resistance of the bacteria ,applying the herbal drugs with less 
complication to treat the wound has attracted researchers attenation ,on other hand ,evidence show 
that utilizing the Althaea officinalis and Chamaemelum nobile to treat the skin wound is very 
effective .In this study , the effect of ethanolic and aqueous extracts of Althaea officinalis and 
Chamaemelum nobile investigated skin infection due s.aureus in animal model . 

Methods : First the ethanolic and aqueous extracts of Althaea officinalis and Chamaemelum 
nobile ,were prepared.Determination the MIC and MBC by broth macrodilution method was 
performed. Then the synergistic effects of the extracts were done .BALBlc mice ( _̽  ̿weeks) was 
used in this investigation ,then a wound with c̺m length was made on the dorsal skin and was 
treated by eucerin and water extracts , ucerin and alcoholic extracts obtained from Althaea 
officinalis and Chamaemelum nobile ,for ̸ ̸days. 

Results : The result showed that the gorup treated with ethanolic and aqueous extracts of Althaea 
officinalis ,had the greatest impact on wound healing , and its effects better than Chamaemelum 
nobile ,reported.Also MIC and MBC result showed that the antimicrobial effects of ethanolic 
extract Chamaemelum nobile much more than the antimicrobial effect of the aqueous extract .And 
ethanolic extract Althaea officinalis in the range of ̸:̹ to ̸:̻ and ̸:̿ dilution showed inhibition 
zone,and also two extracts Althaea officinals and Chamaemelum nobile extracts shown synergistic 
effect. 

Conclusion : The result showed that the extracts of Althaea officinalis and Chamaemelum nobile 
can be used in healing skin infection caused by s.aureus. 
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Background and Aim : Background: Staphylococcus aureus (S.aureus) is an important cause of 
nosocomial and community acquired infections. Resistance to methicillin caused by MRSA strains 
in hospital setting and in the community is a serious threat to patients. The aim of this study was 
to assess the prevalence of community-acquired methicillin-resistant S.aureus (CA-MRSA) 
isolates and antibiotic resistance pattern of S.aureus isolated from Community Acquired in 
Luqman hospital of Tehran. 

Methods : Methods: The study was conducted from july ̷̸̹̻ to july ̷̸̹̼. Community-acquired 
methicillin-resistant S. aureus (CA-MRSA) isolates collected from outpatients and inpatients 
samples were isolated in less than ̻ ̿hours. Antibiotic resistance pattern of CA-MRSA and CA- 
MSSA strains was performed by disk diffusion method. The presence of the mecA gene was 
confirmed by the polymerase chain reaction (PCR). 

Results : Results: The prevalence of community-acquired Staphylococcus aureus ̹/̷̻́ (̷̹̽/̺̿) 
and the prevalence of CA-MRSA ̀/̹̿́ (̺̿/̹̻) were observed. The antibiotic susceptibility 
testing of CA-MSSA isolates showed that the highest sensitivity regarding to antibiotics was for 
gentamicin(̸ ̷̷́) r̪ifampin (̀̿́), trimethoprim-sulfamethoxazole (̀̽́), linezolid (̹̀́) , and 
the lowest sensitivity to antibiotics were respectively against erythromycin (̽̽́), clindamycin 
(̾̿́), tetracycline (̷̿́). The antibiotic susceptibility testing of CA-MRSA isolates showed that 
the highest sensitivity regarding to antibiotics was for linezolid (̸̷̷́), trimethoprim- 
sulfamethoxazole (̾̀́), gentamicin and rifampin (̻̼́) and the lowest sensitivity to antibiotics 
were against tetracycline (̺̺́), erythromycin c̪lindamycin and ciprofloxacin (̺̾́). 

Conclusion : Conclusion: The results indicate that CA-MRSA infections have been increasing in 
this hospital and CA-MRSA isolates were more resistant to most tested antibiotic than CA-MSSA. 
Resistance to tetracycline, erythromycin and clindamycin were also high among CA-MRSA 
ioslates. 
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Background and Aim : Many efforts have been made in developing vaccine against Helycobacter 
pylori during the last years. There is no vaccine available against H. pylori yet. H. pylori FlaA is 
the major immunogenic protein and structural subunit of the flagellar filament, and NapA is the 
virulence factor stimulating human neutrophils. Both NapA and FlaA proteins are able to highly 
induce immune responses against H. pylori. In this regard, we report a new procedure based on 
construction and expression of Nap-FlaA fusion protein of H. pylori as a promising prospect. 

Methods : The napA and flaA genes of H. pylori ATCC ̹̼̽̽̀ were amplified by PCR. The 
amplified fragments were cloned into pET̺ a̹(+) vector after the enzymatic digestion. The 
expression vector pET̺ a̹(+) was transformed into E. coli BL̹ ̸(DE )̺ by cold calcium chloride 
shock method. The recombinant plasmid was verified by PCR, enzymatic digestion and 
sequencing methods. The recombinant fusion protein was expressed in E. coli cells by induction 
with IPTG and was revealed by SDS-PAGE. The recombinant protein was purified using Ni-NTA 
agarose column and finally, was confirmed by Western blot analysis. 

Results : PCR amplification of napA and flaA genes resulted in amplicons of ̻̼b̷p and ̸̷̼̺ bp, 
respectively. PCR and enzymatic digestion methods confirmed the process of cloning. The 
recombinant fusion protein with ̷̽̽ amino acids was expressed in E. coli cells with significant 
yield. SDS-PAGE revealed ̾-̷kDa protein band on polyacrylamide gel and Western blot 
confirmed the fusion protein using polyclonal rabbit antibodies. 

Conclusion : In this study, we successfully established a recombinant prokaryotic expression 
system for H. pylori NapA-FlaA fusion protein. Both antigens has been suggested as potential 
candidate, alone or in a combination for H. pylori vaccine. Our study is a new procedure in H. 
pylori vaccine investigation which has been not reported up to now. Further studies are required 
to assay immunogenicity in animal models. 
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Background and Aim : Vibrio cholerae is an infectious agent called cholera. This bacterium has 
different serogroups but O  ̸and O ̸̺̀ are responsible the most cholerae pandemics cases 
worldwide. For typing there are different molecular techniques such ribotyping, PCR-RFLP, RS- 
PCR (ribosomal gene spacer-PCR) and ERIC-PCR (Enterobacterial repetitive intergenic 
consensus PCR). Aim of this study was to compare RS- and ERIC-PCR patterns in V. cholerae 
strains isolated from Iran during ̷̸̹̹ to ̷̸̹̺. 

Methods : From total of send specimens to laboratory, ̹ ̷V. cholerae strains were isolated using 
biochemical and molecular tests. After extraction of DNA by boiling method, the ERIC-PCR and 
RS-PCR were carried out with specific primers. 

Results : Comparison of isolates with ERIC-PCR assay indicated that  ̻strains have homogenous 
banding profiles from ̹̼b̷p to ̸̷̷̷bp. . ̸̷̷́ and ̹̾͂̾́ strains from ̷̸̹̺ and ̷̸̹̹ outbreaks 
respectively showed equally a common ERIC-PCR fingerprint type. Our results in RS-PCR 
method also uniformly determined a single fingerprint type consisting of  ̺bands ranged from 
̷̼b̷p to ̸̷̷̷bp for ̸̷̷́ of isolates. 

Conclusion : This study showed that the clonality of isolates from ̷̸̹̹ and ̷̸̹̺ outbreaks in 
Iran and emphasizes on the primary application of the ERIC-PCR to differentiate between V. 
cholerae isolates and helps for epidemiological investigations and source tracking evaluations. 
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Background and Aim : Vibrio cholerae is a gram negative bacterium and causes a severe watery 
diarrhea called cholera. There are different molecular techniques such as ribotyping, PCR-RFLP 
and ERIC-PCR for typing and detecting of genetic diversity of bacteria. In ribotyping method used 
from specific probes and enzymes that has high sensitivity and specificity. The aim of study was 
to determine molecular typing and genomic variation of V. cholerae strains isolated from patients 
in Iran. 

Methods : This study carried out on ̹ ̷clinical strains were isolated from ̷̸̹̹ to ̷̸̹̺ and 
confirmed with biochemical and molecular tests. Specific probes were designed on ̸S̽-̹S̺ rRNA 
spacer region. Digested whole-cell DNA with bglI restriction enzyme and was electrophoresed on 
̸ ́agarose gel. Then created fragments were transferred to nylon membranes. Finally, 
hybridization process with the probes was performed in proper conditions. 

Results : Our findings showed a single dominant ribotype among ̾̾͂̾́ of isolates obtained from 
̷̸̹̺ outbreak. The remaining isolates (̹̹̹͂́) showed a single common type . from ̷̸̹̹ 
outbreak isolates showed  ̻different patterns and ̹̾͂̾́ uniformly showed a common ribotype 
identical to ̷̸̹̺ dominant type. 

Conclusion : Our results provided that most strains have a single source clonality of isolates from 
̷̸̹̹ and ̷̸̹̺ outbreaks and can monitor the evolutionary genetic diversity in V. cholerae 
epidemic isolates. Finally, we suggest that this method is able to detect new genotypes of bacteria 
in source tracking purposes. 
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Background and Aim : Klebsiella pneumoniae is one of the most important factors causing 
hospital infections. Since extended spectrum cephalosporins are often used to treat these 
infections, resistance to antimicrobial agents has increased. ɓ-lactamases are able to hydrolyse the 
ɓ-lactam ring of many antibiotics and inactive them. The genes that encoded extended-spectrum 
ɓ-lactamases are usually located on the plasmid and they are able to transfer to other bacteria. The 
aim of this study was to determine phenotypic and molecular characterization of extended- 
spectrum ɓ-Lactamase produced by Klebsiella pneumoniae strains isolated from urine samples 
collected from Shahid Sadoughi university hospitals. 

Methods : In this descriptive-sectional study, from December ̷̸̹̺ to August ̷̸̹̻, ̽ ̼isolates of 
Klebsiella pneumoniae were collected from hospitalized patients with urinary tract infections and 
identified by biochemical tests. Antimicrobial susceptibility test was evaluated by standard disk 
diffusion method (Kirby-Bauer) that has been recommended by the CLSI. MIC of ceftazidime was 
determined by E.test method. The confirmatory combination disk test was used to characterize the 
presence of ESBLs. Detection of blaTEM, blaSHV and blaCTX-M were analyzed by multiplex 
PCR and DNA sequencing. 

Results : the highest rate of resistance was belonged to amoxicillin (̸̷̷́) and cefotaxime 
(̹̻͂̽́) respectively and the lowest rate of resistance was for meropenem (̸̺͂́) and ertapenem 
(̸̺͂́). ̸ ̻(̸̹̼͂́) isolates were identified as ESBL producers. blaTEM, blaSHV and blaCTX-M 
were detected in ̸ ̸(̸̽͂̀́), ̸ ̻(̸̹̼͂́), ̸ ̻(̸̹̼͂́) isolates, respectively. 



Conclusion : The results of this study show the high prevalence of antibiotic resistance and ESBLs 
production. So it is necessary for screening of ESBLs in clinical samples by laboratory. 
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Background and Aim : Klebsiella pneumoniae is an opportunistic pathogen that causes urinary 
tract Infection (UTI), intra-abdominal infection and pneumonia in patients with weakened immune 
systems or underlying diseases. Several studies have shown that the indiscriminate and irregular 
use of antibiotics can cause antibiotic resistance. Antimicrobial resistance has been introduced as 
one of the most important global health risks by the World Health Organization (WHO). Due to 
the increasing resistance of pathogens to antibiotics, antibiotic resistance patterns of Klebsiella 
pneumoniae strains isolated from urine samples have been investigated. 

Methods : In this descriptive-sectional study, ̸̷̺ isolates of Klebsiella pneumoniae were 
collected from hospitalized patients with urinary tract infections and identified by biochemical 
tests. Antimicrobial susceptibility test was evaluated by standard disk diffusion method (Kirby- 
Bauer) that has been recommended by the CLSI. 

Results : From ̸̷̺ strains of Klebsiella pneumoniae, ̾ ̹strains (̼̼̻͂́) were isolated from from 
female patients. The results showed that the highest rate of resistance was belonged to amoxicillin 
(̸̷̷́) and cefotaxime (̸̻̼͂́) respectively and the lowest rate of resistance was for meropenem 
(̺͂̿́) and ertapenem (̺͂̿́). 



Conclusion : The results of this study and other similar studies show that resistance to different 
antibiotics have been acquired, so it is recommended that antimicrobial susceptibility tests should 
be performed before treatment and the results are reported to the clinicians and infection control 
committees. 
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Background and Aim : Acinetobacter baumannii is opportunistic, gram negative, aerobic and 
nonfermentative coccobacilli. It is difficult  to control and eradicate these bacteria, because of 
increased resistance to last-line antibiotic therapy and high peripheral resistance. The purpose of 
this study was to determine the prevalence of integron and its relationship with the antibiotic 
resistance in A. baumannii. 

Methods : ̸̷̼ isolates of A. baumannii were gathered since ̷̸̹̺-̷̸̹̻ from hospitals of 
Qom,Iran. After phenotypic identification of strains, they were confirmed with amplification of 
the blaOXA-̼ ̸gene by PCR. Antibiotic susceptibility pattern of isolates was determined by disk 
diffusion method performed according to the Clinical and Laboratory Standards Institute. The 
presence of class  ̸integron were analyzed using the PCR method. 

Results : The most antibiotic resistance pattern was observed to Ticarcillin- clavulanic acid 
(̸̷̷́), Cefotaxime (̀̿/̸́), Piperacillin (̀̾/̹́), Ceftriaxone (̀̾/̹́), Trimethoprim- 
Sulfamethoxazole (̼̀/̺́), Ceftazidime(̀ ̻/̻́), Piperacillin- tazobactam (̻̀/̻́), Amikacin 
(̺̀/̼́), Ciprofloxacin (̺̀/̼́), Cefepime (̺̀/̼́), Ampicillin -sulbactam (̹̀́), Levofloxacin 
(̸̀/̽́), Imipenem (̿̀/̀́), Meropenem (̿̀/̿́), Tetracycline (̿̾/̀́), Gentamicin (̸̿/̻́), 



Doxycycline (̸̿/̻́) and Tobramycin (̻̾/̹́). Prevalence of integron class  ̸were ̸̽/̀́ 
respectively. 

Conclusion : In this study, a very high resistance to different classes of antibiotic and high 
prevalence of class  ̸integron was detected in A. baumannii. Statistical analysis showed 
association of class  ̸integron with drug resistant in this bacterium. 
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Background and Aim : ϝжмϝК м ϥϷгтϽт Нтϼ ̪ имϜϿт БЯϠ̪ РϽЋϦ ϟувϜϽтϾϝт ͫнͭнϠϝЃуЮ ϝЃузϦнϠϝͮϦϽϠнвϝзт  
ϸϼ ЄϹк ϟЃϦϽт ϟувϜϽж ϸϼ ϼϜ ϿϷв иϝт ЙТнзϦ м ϥзУЃт иϝт ЙТнзϦ ϜϸϼϜϽт̪ иϝт ЙТнзϦ бзжͪуϦ̪ ϞϝͮϦϽугт̪ иϝт ЙТнзϦ  

ИмϝгЮ ϞϼϝϠϼ ϸϼ ϼϜ ϞϜыут бЦϜнгϦ ϞϝͮϦϽт ϝуж ̪ ϟтнϧуͭ ϑзϧт ϼнук ϟт бЊϽТ ϝТϾϝуІ ϞϹзϠъ .ͬжϸ бт ϝуϮϜϸ ϼϜ ϟувϜϽЃϦϝж  
ϝуж ϸϼ .ϝЃϦ евмϹк ϝуϮϜϸ ϞϝͮϦϽт ϝуж ϜϾ дϝЇт иϝт ЙТнзϦ ϸϽвϝж ϸϼ ϼϜ ϝЂϝЃт бЇͭыϦ м ϸϜϹк еІϝж ϴмϸ ϜϾ буͭϼнϡт Ќϸ  

иϝт Ѐнук РϼϜмϝзт Хв Ѕкϼ иϝт ϟувϜϽЃϦϝж ϜϾ ϬϸϝІϹк Ϟнвϝзт ϝЃузϦнϠϝͮϦϼ ϟтнϧуͮт ϑзϧт бЦϜнгϦ ы͵нт ϞϼϽЃт ϜϾ ͞Ђ бАыЛк  
ͪж ϞϜ ЁУϦϜϿтϹув ϟк бЦϜнв  TEM ͯϼнк ϟϦϜыͮϦϝвϜϿкϝт ͯϼнк ϜϾ  A Єϸ ϸϜϹк ФϼϜϼ ϞϼϽЃт амϼϸ . 

Methods : бкϽвϝк ϜϾ Хв Ѕкϼ иϝт ϟувϜϽЃϦϝж бϷϧЯТ иϝт ϟϷІ ϜϾ ϝЃузϦнϠϝͮϦϽϠнвϝзт Ϟыузт Ϭϸϝук ̸̷̼ бАыЛк ϝуж ϸϼ  
ϼнІ ϞϜ ϑзкϜ ͯнзк м ϭзЂ Сжнϧу͠т ϼнІ ϞϜ иϜ Ϭϸϝук ЅжϝЂϝут ϜϾ ͞Ђ .ͯϼϹтϸ ϬϸϝЂϜϿт ̸̺̺̀ аϝк бкϼ ϤϜ ̸̺̹̀  PCR ϞϜ 

ͪж ϜϾ ϝЃϧТϜϹк oxa-̼ ̸ ϸϼ иϜ Ϭϸϝук ϟтнϧуͮт ϑзϧт ϱЂϝЃуϦ ы͵нт .Єϸ ϝзϮϝв ϝЃϦ ϝͮϦϽϠнвϝзт ϝЃузϦнϠ ͯнзк ϝϷϧЊϝЋт ͬк  
ϼнІ ϐϿвϝуЇ͵ϝлт иϝт ϝЃϦϝжϸϜϼϸ БϡЦ м ϹуУтмͪж ϹуЃͭ ϼнІ ϟк ϟтнϧуͮт ϑзϧт бϷϧЯТ ͻ ϼϹк ̸̿ϞϼϝϠϼ  CLSI ϞϼϽЃт амϼϸ  

ͪж ЅтнК ϟКϸ ͻ аϽϳЯк ϸϼ м ͯϽУϦ ФϼϜϼ  TEM ϼнІ ϟк  PCR ͯϽУϦ ФϼϜϼ ϞϼϽЃт амϼϸ иϜ Ϭϸϝук ϥвϝгт ϼнт Ϟϼ . 

Results : ϥуͭϜϽЃуЯуж ϟк %̸̷̷ ͬк ϸϜϸ еІϝж ЄϹк ϬϸϜ Ϟнвϝзт ϝЃузϦнϠϝͮϦϼ иϝт Ѐнук ϟтнϧуͭ ϑзϧт бЦϜнгϦ ы͵нт ϞϼϽЃт  
бϦн͟Ͻув ϤϽт ϟк %̼̺̀͂ ЁУϦϽтϝͮЂнж̪ ϟк %̹̀̾͂ ͞у͟ϼϝЃуЯуж̪ ϟк %̹̀̾͂ ЁТнϦϝͮЃув̪ ϟк %̸̀̿͂ ϝЃтϸ̪ ͫъмызуͭ  ï 



 ЀнЯТϝгϦнͮЂϜϾнЮ̪̻̻̀͂% ϑгуͭϝЃуж̪ ϟк %̺̼̀͂ ϤϜϾнϠϝͮϦϝв̪ ï ͞у͟ϼϝЃуЯуж ϟк %̻̻̀͂ ЁУϦϜϿтϹув̪ ϟк̺̼̀͂ % 
̸̀͂̽ ЀнЯϠϝͮϦϝв̪-ЁуЯуж ϑг͠т ϟк %̹̀ЁУ͠ув̪ ϟк %̺̼̀͂Ёу͟ϼнУЮнͮЂϝЃуж̪% ͞зв̪ ϝугт ϟк %̿̀͂̀ ЬмнУЮнͮЂϝЃуж̪ ϟк  

ϤнϠϼϝвϝуЃуж ϟк %̻̹̾͂ м ЀϝуͮЯуж ϸϝͮЃт ϟк %̸̻̿͂ ϭзϦϝвϝуЃуж̪ ϟк %̸̻̿͂ ϥϦϼϝЂϝуͮЯуж̪ ϟк %̿̾͂̀ аϼн͠зв̪ ϟк %̿̀͂̿  
ͪж РϼϜмϝзт ϞϼϽЃт .Ϟмϸ бЦϜнв  Tem Ϟмϸ ͪж ϝуж мϝϮϸ %(̸̷̹͂̀) Ѐнук ̹̺ϥКϸϜϸ ϝЃузϦнϠϝͮϦϽϠнвϝзт Ϭϸϝук ̸̷̼ бтϝж ϸϼ . 

Conclusion : ͪж ϜϾ дϝЇт ϟтнϧуͭ ϑзϧт бЦϜнгϦ ϝТϾϝуІ  Tem бЇͭыϦ жϸϤмϝ бт ϝЃузϦнϠϝͮϦϽϠнвϝзт иϝт Ѐнук ϟуж ϸϼ  
ϜϾ ϭЮнͺтϽт м ϑгтϾ анУЧуϦ ϸϽвϝж ϝзϧ϶ϝϠ ϟжϝϠϼϝуж Ϲкϸ ϝТϾϝуІ Ϥмϝжϸ бт ϼϜ ϞϝͮϦϽт ϝуж ϜϾ дϝЇт иϝт ЙТнзϦ ϸϼ ϸϽвϝзт  

ϽЂϸ бт еДϼ ϟк ЌϼмϽт бϷϧЯТ ϟтнϧуͭ ϑзϧт ϟк бЦϜнв иϝт Ѐнук ϝзϧІϜϼ . 

Keywords : ͪж ϝЃузϦнϠϝͮϦϽϠнвϝзт̪ Tem тнϧуͮтϟ ϑзϧт бЦϜнгϦ ̪  
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Background and Aim : Hospital-acquired infections (HAIs) are major concerns in the 
management of hospitalized patients in developing and developed countries. Four important 
groups of HAIs are including pneumonia, urinary tract , blood stream and surgical site infections. 
The aim of this study was to investigate the prevalence and types of hospital-acquired infections 
in a selected hospital in southern Iran . 

Methods : This study was done between march ̷̸̹̻ and February ̷̸̹̼ on ̹̺̿ patient(̸ ̻̼ 
female& ̀ ̺male )who got HAIs according to the criteria of nosocomial infection surveillance and 



hospitalized in different wards of Khalij fars Hospital in bandarAbbas, Iran. Data were collected 
by questionnaire adapted from Iranian minisstry of health and were analyzed by statistical 
methods. 

Results : The overall prevalence of HAI in all wards of khalij fars hospital was ̸̻͂́. The most 
common organisms were Klebsiella pneumonia and Staphylococcus aureus that isolated from 
blood, endotracheal tube and surgical site . The most aggressive action was surgical procedures 
and vein catheter. Surgical site infections was the most common HAIs(̸̻̺͂́) , followed by 
pneumonia(̹ ̸̼͂́). ̿̽͂̽́ of diagnosis were clinical and ̸̺̻͂́ were laboratory based. 

Conclusion : The results show that prevalence of HAI in the evaluated hospital is lower than the 
actual prevalence of this infection. Therefore, it is important to improve the hospital infection 
control systems and communicate with patients after discharge to announce possible HAI. 
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Background and Aim : The hospital aquired infections are in the category of major medical 
problems leading to different health risks and mortality. The purpose of this study was to evaluate 
incidence of hospital aquired infections in Ardabil city. 

Methods : In a cross-sectional study all the patients admitted to five hospitals of Ardabil city were 
evaluated for hospital aquired infections based on the standard criteria ̷̸̹̻. Isolation and 
identification of bacteria were performed according to standard methods in medical diagnostic 
laboratories 



Results : The incidence of nosocomial infections among hospitalized patients in all wards was 
̺̻̼͂́ with the highest and the lowest rates belonging to Imam-Khomeini (̸̽͂̽́) and Tamine- 
Ejtemai (̸͂̀̿́) hospitals, respectively. The highest prevalence of infection was observed in ICU 
(̺̹̼͂̀́) followed by NICU (̸̺̻̿͂́) and CCU (̺̼̽͂́) wards (P value <̷̷̼͂). The most 
common microorganism causing the infections was E.coli (̾͂̾̀́), followed by Acinetobacter 
(̹̺̽͂́) and gram-negative bacilli (̻̺͂̾́). Of ̸̹̺̽ nosocomial infections occurred, ̸̽͂̾̽́ and 
̺̹̺̿͂́ were diagnosed based on the clinical presentations and positive results of cultures in vitro, 
respectively. Incidence of death in patients with nosocomial infection was ̼ ̺patients (̸̷̀ cases 
registered). 

Conclusion : According to the results obtained, we could determine associated factors of hospital 
aquired infections to control the infection. Improving the managing methods and sterilizing the 
units with a high prevalence can be a way to reduce infection and consequently decrease the 
number of deaths caused by it 
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Background and Aim : Methicillin-resistant Staphylococcus aureus (MRSA) has traditionally 
been related with infections in in hospitals. The hospital epidemiology of methicillin-resistant 
Staphylococcus aureus (MRSA) has changed in the past few years due to the infiltration of 
community-associated MRSA (CA-MRSA) strains into health care settings, there have been 
numerous reports illustrating nosocomial outbreaks caused by strains harboring SCCmec type IV, 
which was originally identified in CA-MRSA strains. 



Methods : A total of ̼ ̿nasal specimens were collected from health care workers (HCW) of two 
university-affiliated hospitals in Zanjan, Iran. Species identification was confirmed by detection 
the species specific primers for Sa̻ ̻̹ and femA genes. Multiplex PCR assays were used for the 
determination of staphylococcal cassette chromosome mec(SCCmec) types in MRSA strains. 

Results : SCCmec typing of HA-MRSA isolates revealed that ̸ ̿(̺ ̸%) strains carried SCCmec 
type V, which is mainly carried by CA-MRSA isolates and ̸ ̾(̹̺̀͂ %) SCCmec type IVa,  ̸(̸/̾ 
%) SCCmec type IVb,  ̹(̺/̻ %) SCCmec type IVc, ̸ ̸(̸ ̀%) SCCmec type IVd , our study 
demonstrated that ̺o̿f ̼ ̿strains (̼̽/̼ %) isolated from and healthcare-associated cases carried 
either SCCmec type IV or SCCmec type V elements. this indicates that HA-MRSA and CA-MRSA 
isolates might not be distinguished merely by identifying their SCCmec genotypes. 

Conclusion : In this study upward trend in emergence of CA-MRSA strains in hospitals has been 
observed. Introduction of CA-MRSA strains in health care settings has become a threat to public 
health. In order to prevent transmission of these CA-MRSA strains, rapid and accurate monitoring 
techniques should be used in both community and clinical settings. 
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Background and Aim : Several virulence factors have been described in pathogenesis of 
Staphylococcus aureus strains. Staphylococcal Enterotoxins(SEs) that is one of the most factors, 
are belonging to important members of bacterial superantigens. Superantigens are defined by their 



ability to stimulate cytokine release from both T cells and macrophages. ̸ ̺different SEs are 
known that their function is not only as gastrointestinal toxins but also as superantigens.The aim 
of this study was to evaluate the prevalence of SEs genes in isolates from patients in Ahwaz 
hospitals. 

Methods : This study was performed on ̸̷̹̿ clinical samples from patients who were referred to 
the four hospitals in Ahwaz. Samples were collected from urine, blood, skin chips and sputum of 
patients. Staphylococcus aureus isolates were identified by routine bacteriological methods. 
Genomic DNA was extracted by Phenol-chloroform method. The sets of enterotoxin genes(sea- 
sei) were amplified by multiplex PCR. PCR products were analyzed by electrophoresis. 

Results : In this study ̸̹̺ Staphylococcus aureus were isolated from urine , blood , skin chips and 
spatum samples. ̿(̺̀̀́) strains had enterotoxin gene. The frequency of sea (̸̾́), seg (̸̼́), 
sec (̽)́, sed and seh (̼͂̽́), seb (̸̼͂́) and sei (̼̀͂́) were reported. There was no see gene 
among isolates. The study of genes simultaneously showed that the frequency of two genes and 
three genes were ̷̹́ and ̸̾́ . 

Conclusion : Given the importance of nosocomial Staphylococcus aureus infections and the role 
of SEs as superantigen in the development of various diseases, study of these genes in clinical 
specimen is necessary. 

Keywords : Staphylococcal enterotoxins, Ahwaz hospitals, Multiplex PCR. 
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Background and Aim : Vibrio cholerae is an infectious agent called cholera. This bacterium has 
different serogroups but O  ̸and O ̸̺̀ are responsible the most cholerae pandemics cases 
worldwide. For typing there are different molecular techniques such ribotyping, PCR-RFLP, RS- 
PCR (ribosomal gene spacer-PCR) and ERIC-PCR (Enterobacterial repetitive intergenic 
consensus PCR). Aim of this study was to compare RS- and ERIC-PCR patterns in V. cholerae 
strains isolated from Iran during ̷̸̹̹ to ̷̸̹̺. 

Methods : From total of send specimens to laboratory, ̹ ̷V. cholerae strains were isolated using 
biochemical and molecular tests. After extraction of DNA by boiling method, the ERIC-PCR and 
RS-PCR were carried out with specific primers. 

Results : Comparison of isolates with ERIC-PCR assay indicated that  ̻strains have homogenous 
banding profiles from ̹̼b̷p to ̸̷̷̷bp. . ̸̷̷́ and ̹̾͂̾́ strains from ̷̸̹̺ and ̷̸̹̹ outbreaks 
respectively showed equally a common ERIC-PCR fingerprint type. Our results in RS-PCR 
method also uniformly determined a single fingerprint type consisting of  ̺bands ranged from 
̷̼b̷p to ̸̷̷̷bp for ̸̷̷́ of isolates. 

Conclusion : This study showed that the clonality of isolates from ̷̸̹̹ and ̷̸̹̺ outbreaks in 
Iran and emphasizes on the primary application of the ERIC-PCR to differentiate between V. 
cholerae isolates and helps for epidemiological investigations and source tracking evaluations. 
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Background and Aim : Vibrio cholerae is an infectious agent called cholera. This bacterium has 
different serogroups but O  ̸and O ̸̺̀ are responsible the most cholerae pandemics cases 
worldwide. For typing there are different molecular techniques such ribotyping, PCR-RFLP, RS- 
PCR (ribosomal gene spacer-PCR) and ERIC-PCR (Enterobacterial repetitive intergenic 
consensus PCR). Aim of this study was to compare RS- and ERIC-PCR patterns in V. cholerae 
strains isolated from Iran during ̷̸̹̹ to ̷̸̹̺. 

Methods : From total of send specimens to laboratory, ̹ ̷V. cholerae strains were isolated using 
biochemical and molecular tests. After extraction of DNA by boiling method, the ERIC-PCR and 
RS-PCR were carried out with specific primers. 

Results : Comparison of isolates with ERIC-PCR assay indicated that  ̻strains have homogenous 
banding profiles from ̹̼b̷p to ̸̷̷̷bp. . ̸̷̷́ and ̹̾͂̾́ strains from ̷̸̹̺ and ̷̸̹̹ outbreaks 
respectively showed equally a common ERIC-PCR fingerprint type. Our results in RS-PCR 
method also uniformly determined a single fingerprint type consisting of  ̺bands ranged from 
̷̼b̷p to ̸̷̷̷bp for ̸̷̷́ of isolates. 

Conclusion : This study showed that the clonality of isolates from ̷̸̹̹ and ̷̸̹̺ outbreaks in 
Iran and emphasizes on the primary application of the ERIC-PCR to differentiate between V. 
cholerae isolates and helps for epidemiological investigations and source tracking evaluations. 

Keywords : Vibrio cholerae ,RS-PCR,ERIC-PCR,typing 

Count: ̻ ̻
Abstract ID: ̷̹̺̀ 
Presentation Type: Oral 

Molecular typing of carbapenemresistantAcenitobacter 

baumanniiisolated from burn patients 

Submission Author:  Farzaneh Khodaei 

Farzaneh Khodaei̸, Bita Bakhshi̹, Abdolaziz Rastegar Lari ,̺ Mohammad Najafi̻ , 
ElnazRastegarLari̼ 

.̸ 
.̹ 
.̺ 
.̻ 

Tabriz University of Medical Sciences, Tabriz, Iran 
.̹ Department of Bacteriology, Faculty of Medical Sciences, Tarbiat Modares University, Tehran, Iran 

Department of Microbiology, Iran University of Medical Sciences, Tehran, Iran 
Department of Biochemistry, Iran University of Medical Sciences, Tehran, Iran 



.̼ Luxembourg University, faculty of science Technology and Communication and Liege University, Faculty 
of Science and Environment. Belgium 

Background and Aim : Acinetobacter baumannii is one the most important opportunistic 
pathogen, especially in immune compromise patients like burns injuries. Emergence of resistance 
to cabapenem as a broad spectrum antibiotic is one of serious therapeutic challenge in this group 
of patients. On the other hand, production of carbapenemase is one of the main carbapenem 
resistant mechanisms in these gram-negative bacteria. So, detection of molecular epidemiology of 
carbapenem resistant A .baumannii can be use full  for determine source of infection that cause by 
A. baumannii. The aim of this study was MLVA  molecular typing in carbapenemases producing 
A. baumannii isolated from burned patients. 

Methods : Forty-three A.baumannii were collected from burned wound infection. Biochemical 
tests and antibiotic susceptibility testing were prepared for confirmed identification and 
carbapenem resistant isolates. oxa-̹,̺ vim, impand kpcgenes were detected and MLVA  typing 
was conducted for molecular epidemiology assay in carbapenemase producer strains. 

Results : In confirmed carbapenem resistant A. baumannii OXA-̹,̺ VIM  and KPC were have 
detected in ̻,̀  ̿and  ̽strains respectively. IMP was not observed in any of them. MLVA  analysis 
showed that  ̼molecular typing in tested isolates. 

Conclusion : our results could indicated only five molecular typing in ̹ ̷carbapenemases 
producing A. baumannii and it can referring to limited clonal spread of these bacteria. 
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Background and Aim : Enterococcus faecalis is a Gram positive spherical bacterium that is 
normal flora of human intestine and can colonize in different organs, including urinary tract and 
oral cavity. This bacterium has been associated with oral mucosal lesions in periodontitis. The aim 
of this study was to investigate the presence of E.faecalis in persistent endodontic infections. 

Methods : Clinical samples were obtained from ̼ ̷root canals of teeth in patients with persistent 
periradicular periodontitis and transported in BHI broth. All  isolates were identified as E.faecalis 
by using conventional and molecular methods. 

Results : Clinical samples were obtained from ̼ ̷root canals of teeth in patients with persistent 
periradicular periodontitis and transported in BHI broth. All  isolates were identified as E.faecalis 
by using conventional and molecular methods. 

Conclusion : The results of this study indicated that E.faecalis is present in persistent/secondary 
infections of dental root canals and PCR is more accurate in detection of it. The findings should 
be considered by dental clinicians in their procedures. 
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Background and Aim : Staphylococcus aureus is an important human pathogen that causes 
various diseases. In spite of of antibiotics therapy and health measurements, staphylococcal 
infections are found among the inpatients, frequently. Nowadays, treatment of created infections 
has been problematic by increasing of methicillin resistant Staphylococcus aureus (MRSA) which 
these strains are usually multidrug resistant. Therefore, surveillance of staphylococcal infections 
should be priority of centers for disease control and prevention. This study aimed to determination 
of antibiotics susceptibility patterns and frequency of MRSA in Imam Khomeini hospital of 
Urmia- Iran. 

Methods : In this descriptive study, ̿ ̀S. aureus isolates obtained from different clinical 
specimens including: wound, sputum, urine, blood and other body fluids. Identification of S. 
aureus was performed using standard microbiological methods such as gram stain, catalase and 
coagulase tests, DNase test and mannitol fermentation. Antibiotics susceptibility pattern of the 
isolates has been determined using disk diffusion method and MRSA screened by ̺ ̷ɛg cefoxitin 
disk as recommended by CLSI (̷̸̹̻). 

Results : Antibiotic susceptibility testing using disk diffusion revealed high resistance to penicillin 
(̸̀̿͂ %), erythromycin (̸̼̿͂ %) and low resistant to teicoplanin (̹̼͂̿ %). Among S. aureus 
isolates ̼ ̀(̺̽̽͂́) have been identified as MRSA. In total, ̿ ̾(̀̿́) strains were beta lactamase 
producer. 

Conclusion : In conclusion, our findings highlight the incremental emergence of MRSAs in our 
clinical setting. Since various prevalence of MRSA is reported from different regions in the world, 
selection of the proper antibiotics for treatment should be based on susceptibility testing in 
microbiology laboratories in each region. Itôs sensible, using appropriate antibiotics can cause 
reduction of resistance among the bacteria. 
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Background and Aim : Diagnosis and typing of Mycobacterium genus provides basic tools for 
investigating the epidemiology and pathogenesis of this group of bacteria. PCR-RFLP analysis is 
an accurate method providing diagnosis and typing of species of Mycobacteria. The present study 
is conducted by the purpose of determining restriction fragment profiles of common types of 
Mycobacteria by PRA method of rpoB gene in this geographical region. 

Methods : ̽ ̷clinical and environmental isolates from February to October, ̷̸̹̺ were collected 
and subcultured and identified by phenotypic methods. A ̷̺̽ bp fragment of the rpoB gene 
amplified by PCR and products were digested by MspI and HaeIII enzymes. Digested fragments 
were analyzed after ̻ ́metaphor agarose gel electrophoresis. 

Results : In the present study, among the NTM isolates, M. fortuitum type I with the frequency of 
̸̸̸̾͂́ was the most prevalent type isolates. Also the PRA patterns of M. tuberculosis complex 
(MspI: ̷̻/̷̽/̷̿/̸̼̾; HeaIII: ̷̹̼/̸̷̷), M.kansasii type I (HeaIII: ̷̀/̷̹̼; MspI: ̷̺/̷̻/̷̽/̸̼̾) 
and M. avium (HeaIII: ̷̹̾; MspI: ̷̻/̷̿/̸̷̼) were identical to the patterns of some reported 
studies but different from others. Also an unrecorded of the PRA pattern of M. 
conceptionense(HeaIII: ̸̷̹/̷̀/̷̿, MspI: ̸̷̹/̸̷̼/̷̿) was found. This study demonstrated the 
high sensitivity (̀̽͂̽̽́) of PRA method typing of Mycobacteria species. 

Conclusion : result of this study represents a wide inter-species diversity between Mycobacteria 
this geographical area and resultof this study represents a wide inter-species diversity between 
Mycobacteria this geographical area and PCRï RFLP Analysis rpoB gene could be a potentially 
useful toolfor investigating the epidemiology mycobacterial species in Iran. 
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Background and Aim : Chlamydia trachomatis and Mycoplasma genitalium are considered 
factors in cervical and ovarian cancer and are associated with flaky cell carcinoma of the 
cervix.C.trachomais, the most common and important cause of PID in the developed world is the 
genital and cervical infectious agent.The aim of this study was prevalence of C.trachomatis and 
M.genitalium in patients with ovarian cancer who referred to Imam Hossein Hospital of Shahid 
Beheshti University of Medical Sciences,Tehran-Iran. 

Methods : After obtaining samples from ovarian cancer tissu DNA was extracted with Kit  
according to manufactorer instructions.To confirm the presence of C.trachomatis , specific primers 
for the MOMP(Major Outer Membrane Protein) genes of C.trachomatis, were designed and used 
Nested PCR method.Sequencing was performed on the PCR and Nested PCR product to confirm 
the presence of C.trachomatis and M.genitalium. 

Results : Out of ̸̹̻ samples of ovarian cancer,̽  ̹(̷̼́) samples were malignant cancer and ̽ ̹
(̷̼́) were benign cancer as control group.From ̽ ̼malignant samples ̸(̻̹̹̼͂́) were 
Chlamydia trachomatis positive.None of the tissue samples of benign cancer of ovary were 



positive for Chlamydia trachomatis. Notably,none of the ̸̹̻ ovarian samples were positive in the 
M.genitalium standard PCR assay. 

Conclusion : C.trachomatis infection may play a relative role in the pathogenesis of ovarian 
carcinomas or it could facilitate its progression. 
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Background and Aim : Today, many classes of synthetic antibacterial drugs are used in medicine 
to treat infections. However, these antibacterial therapies are showing diminishing effectiveness 
because of the emergence of drug-resistant strains. Hence, using effective natural antibacterial 
agents with fewer side effects is a promising approach to combat bacterial infection and diseases 
in medicine, agriculture and related fields. 

Methods : In this study, the volatile constituents from the aerial parts of Lallemantia royleana 
Benth. have been measured by gas chromatography and gas chromatography-mass spectrometry. 
The antibacterial activity was determined by both the disk diffusion method and the microbroth 
dilution method. 

Results : Thirty-seven compounds were identified and the main constituents were trans-pinocarvyl 
acetate (̷̹̽͂́), pinocarvone (̷̷̹͂́), ɓ-pinene (̸̼͂́), (E)-ɓ-ocimene (̸̻͂́), terpinolene 
(̸̸͂́), linalool (̺̻͂́), trans- pinocarveol (̸͂̽́), -̺thujen- -̹one (̸̼͂́), myrtenal (̸̼͂́), 
verbenone (̸̾͂́), trans-carveol (̼̺͂́), cis-carveol (̺̼͂́), pulegone (̻̻͂́), carvacrol (̸͂̽́), 
dihydrocarvyl acetate (̹̼͂́) and ɓ-cubebene (̸̹͂́). Antibacterial screening of L. royleana 
essential oil showed that all assayed concentrations significantly inhibited the growth of 



Staphylococcus aureus, Bacillus subtilis, Klebsiella pneumoniae and Pseudomonas aeruginosa at 
P < ̷̷̼͂. MIC for S. aureus, B. subtilis and K. pneumoniae were ̼͂̽, ̻͂̿ and ̺̼͂ ɛg/mL, 
respectively; L. royleana oil was inactive against P. aeruginosa in this study. 

Conclusion : Therefore, L. royleana essential oil has antibacterial activity, corroborating the 
traditional therapeutic uses of this plant, and can be used in the therapy of infectious diseases as 
well as an antimicrobial additive in foods. 
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Background and Aim : Background: Leptospirosis is a zoonotic disease of global importance. 
The infection is caused by various serovars of Leptospira interrogans sensulato. The leptospira 
genus comprises approximately ̹ ̷species and more than ̷̷̺ serovars. Although the squirrels and 
hamsters are known to be one of the reservoirs and transmission sources of leptospirosis, but the 
status of their infection in them remains unknown in Iran, so the present survey was conducted to 
evaluate the seroprevalence of leptospiral infection in the squirrels and hamsters of Ahvaz district. 



Methods : Material and methods: Blood samples were taken from ̺ ̼squirrels and ̺ ̼hamsters (a 
total of ̾ ̷samples). Sera were screened for antibodies against serovars of Canicola, 
Icterohaemorrhagiae, Grippotyphosa, Ballum, Hardjo, Pomona, Australis and Tarassovi using the 
microscopic agglutination test (MAT). 

Results : - Findings: From a total of ̺ ̼the studied squirrels,  ̺samples (̼̿͂̾́) were serologically 
positive for the serovars of L. Grippotyphosa (̹͂̿̽́), Pomona (̹͂̿̽́) and complex of Hardjo+ 
Canicola+ Grippotyphosa and Pomona (̹͂̿̽́). The positive titers were detected between ̸:̸̷̷ 
to ̸:̷̷̻ dilutions. Seroprevalence did not show a significant difference for age, sex and 
environment in the studied squirrel (p>̷̷̼͂). From a total of ̺ ̼hamsters,  ̽samples (̸̸̻̾͂́) 
were serologically positive. The positive titers had ̸:̸̷̷ dilutions. The predominant titers were 
directed against serovars of Grippotyphosa (̸̼͂̾́), Icterohaemorrhagiae+Pomona (̹͂̿̽́), 
Pomona (̹͂̿̽́), Icterohaemorrhagiae (̹͂̿̽́) and Canicola (̹͂̿̽́). The prevalence was 
significantly higher in adult hamsters above  ̸years (̷̻́) compared with hamsters less than  ̸
years (̷)́ (P<̷ ̷̼͂). Prevalence was higher in the hamsters that were maintained outdoors 
compared with indoors (P<̷ ̷̼͂). The seroprevalence was more in male hamsters (̹̺̼̺͂́) than 
females (̸̸̸̸͂́), but statistical analysis was not show a significant difference (p>̷̷̼͂). 

Conclusion : - Conclusion: This survey indicated that serovars of L. Grippotyphosa (  ̼cases) and 
Pomona (  ̻cases) were predominant in the squirrels and hamsters of this area and can be a source 
of infection for other animals. The obtained results provide useful information on the epidemiology 
of leptospirosis in the squirrels and hamsters of Ahvaz district. 
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Background and Aim : Uropathogenic Escherichia coli (UPEC) strains are the most common 
bacteria that cause urinary tract infections. UPEC strains differ primarily by the presence of various 
virulence factors, often encoded on pathogenicity islands (PAIs). Escherichia coli strain J̀  ̽was 
isolated from a human pyelonephritis patient. The Escherichia coli J̀  ̽pathogenicity islands 
encodes several well-characterized factors involved in extraintestinal disease, including two types 
of P fimbriae (Pap and Prs), hemolysin, and the cytotoxic necrotizing factor  ̸(CNF- )̸ toxin. 

Methods : ̼ ̷Escherichia coli isolates obtained from the stools of ̼ ̷healthy objects and ̸̷̼ 
uropathogenic Escherichia coli (UPEC) from patients with urinary tract infection and admitted to 
hospitals of Zanjan city. Identification of bacterial isolates was done on the basis of their cultural 
and biochemical characteristics. Bacterial DNA was extracted and then, The PCR assay used for 
amplification and detection of PAIs markers. 

Results : The frequency of the PAI IJ̀ ̽and PAI IIJ̀ ̽marker in uropathogenic and commensal 
Escherichia coli isolates was ̸̽͂̽̾́ versus ̹ ́and ̸̹́ versus  ̹respectively. Overall,  ̸(̹)́ 
of the ̼ ̷commensal isolates selected for this study, and ̸ ̺(̿͂̽̾́) of the ̸̷̼ UPEC isolates, 
carried PAI IJ̀ ̽and PAI IIJ̀ ̽markers. The frequency of PAI IJ̀ ̽in the patient and control 
groups was ̷͂̾́ and ̹ ́respectively. PAI IIJ̀ ̽was detected only in the uropathogenic group 
(̿)́ and was not detected in any of the commensal group isolates. 

Conclusion : Based on our finding, it was suggested that PAI IJ̀ ̽and PAI IIJ̀ ̽might not be 
important in the pathogenesis of UPEC strains, and just may increase the severity of UTIs in 
presence of different PAIs and virulence factors. The classic comparisons between commensal and 
extra-intestinal Escherichia coli populations, based on a study of O serogroups and virulence 
factors, have shown that the virulence potential of Escherichia coli isolates from the stools of 
healthy individuals is lower than that of isolates producing urinary tract infection Thus, it is not 
clear whether all Escherichia coli in the intestinal tract of healthy individuals at a specific time 
should be considered commensal. 
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Background and Aim : Many medicinal plants are considered as important natural remedies for 
the treatment of various diseases. Staphylococcus aureus is a highly variable pathogen with 
considerable impact on human health. It is responsible for a wide range of hospital and 
community-acquired infections globally, from skin infections and food poisoning to 
life-threatening conditions such as toxic-shock syndrome, endocarditis, pneumonia, bacteremia, 
and osteomyelitis. The excessive and repeated use of antibiotics in medicine has led to the 
development of antibiotic-resistant microbial strains, including S. aureus whose emergence of 
antibiotic-resistant strains has reduced the number of antibiotics available to treat clinical 
infections caused by this bacterium. The main aim of the present study was to carry out in vitro 
tests on antimicrobial activities of methanolic extract of Xanthium strumarium L. leaves were 
evaluated on methicillin-susceptible and methicillin-resistant Staphylococcus aureus (MRSA) spp. 

Methods : The S. aureus strains used in this study were clinical isolates from patients with S. 
aureus infections, obtained from the Microbiological Laboratory of the Central Hospital in Zabol, 
Iran. Antimicrobial tests were carried out by the disc diffusion method. Antimicrobial activity was 
determined by measuring the zone of inhibition (mm) against the test bacterial (MRSA and MSSA) 
strains. 

Results : The results of antibacterial activity of the leaf extract are showed that inhibition zones 
for MSSA (PTCC ̸̸̺̻) bacteria were ̸̸̸̹͂ ± ̷̸̹͂, ̸̷̽͂̿ ± ̷̸̻͂, ̷̹̺͂̽ ± ̷̷̻͂, and ̷̷̹̽͂ ± ̷̷̷͂ 
mm at concentrations of ̼,̷ ̸,̷ ̷̷̹, and ̷̷̺ µL of plant extract, respectively (P < ̷̷̼͂). X. 
strumarium extract affected both methicillin?sensitive Staphylococcus aureus and MRSA, though 
antibacterial activity was more effective on methicillin?susceptible S. aureus spp. Our results 
showed a dose?response correlation between the plant extract concentration and the inhibition of 
bacterial growth. 

Conclusion : The antibacterial activity may be possibly attributed to the presence of phenolic 
acids, flavonoids, tannins and triterpenoids in the methanol extract, as reported in literature. The 
antibacterial activities exhibited by the methanol extract may justify the traditional use of this plant 
as a folk remedy worldwide. 
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Background and Aim : Antibiotic resistance is the main factor that affects the efficacy of current 
therapeutic regimens against H. pylori. While metronidazole has been greatly used as a critical 
component of combination therapies for H. pylori infection, resistance of bacterium to this class 
of antibiotics reduces the efficacy of metronidazole containing eradication regimens and it is 
associated with genetic alterations. The aim of present study was to evaluate the rate of 
metronidazole resistant to H. pylori and more importantly, report the mutated rdxA genes 
alterations in our clinical isolates. 

Methods : We evaluated the frequency of H. pylori resistance to metronidazole among ̻ ̿positive 
isolates of H. pylori using the E test. glmM and rdxA genes used for confirmation of isolates and 
amplification of genes. Eventually, the most resistant isolates were sent to sequencing and other 
processing for detection of rdxA gene alterations. 

Results : Metronidazole resistance was proven in ̹ ̾of ̻ ̿patients. The overall rate of resistance 
to metronidazole was ̼̺̽͂́. In our study, there was a meaningful correlation between resistance 
to metronidazole and sex. The result of six clinical isolates in comparison with ̹̼̽̽̀, J̀  ̀and 
̽À as a sensitive and resistant reference strains revealed twenty two mutations. Missense 
mutation was the only kind of mutation seen in our study. 

Conclusion : Metronidazole is one of the factors frequently contained in regimens to eradicate H. 
pylori. The presence of high rate of Metronidazole resistance affects therapeutic outcomes. A 
noticeable finding in our metronidazole resistant isolates was the detection of W(̷̹̀)R 
substitution, not previously described in the structure of rdxA gene, this assumedly plays a role in 
inducing metronidazole resistance. 
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Background and Aim : Helicobacter pylori, which infects about half the world's population, is 
assumed as an important risk factor in chronic gastritis, peptic ulcer and gastric cancer. Resistance 
to antibiotics is the main reason of failure of H.pylori treatment. Since the antibiotic resistance 
patterns of H. pylori is varied geographically; therefore, the purpose of this study was to investigate 
the prevalence and resistance of H. Pylori to  ̽commonly used antibiotic to treat this infection. 

Methods : The cross-sectional study was conducted on ̸̷̹ patients with upper GI symptoms 
which they had referred to endoscopy department of Imam Khomeini Hospital of Sari city during 
November ̷̸̹̺ to June ̷̸̹̻. Demographic characteristics of patients were recorded prior to 
sampling and the situations of resistance to  ̽commonly used antibiotics in treating of H.pylori 
infection were studied. The obtained data were recorded in Spss ̸ ̽software and descriptive 
statistics (frequency and mean) were applied to analyze data. Also, the chi-square test was used to 
determine significance. 

Results : A number of ̺ ̷isolates were obtained from the culture of gastric biopsy specimens of 
̸̷̹ patients. The resistance level to metronidazole, clarithromycin, tetracycline, amoxicillin and 
levofloxacin was ̺̺̽͂́, ̸̽͂̽́, ̽͂̽́, ̸̷́ and ̺̺͂́, respectively. There was not observed any 
resistance to furazolidone. 

Conclusion : According to antibiotic resistance level of this study. It seem that the antibiotic 
susceptibility tests are always necessary in order to determine the appropriate drug regimen against 
Helicobacter pylori 
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Background and Aim : The aim of this study is to detect the antibiotic resistant pattern of P. 
aeruginosa isolated from various clinical specimens in educational are hospitals of sari city, Iran 

Methods : This study was conducted during October ̷̸̹̺ to September ̷̸̹̻. During this period 
total of ̷̹̹ samples were tested. Out of these ̷̹̹ samples ̿ ̻clinical isolates of P. aeruginosa 
were isolated. 

Results : The specimens (n) P. aeruginosa from Burn injures (̺)̿ ̼̀́ , Wound surgery (̹)̼ ̺̀́, 
Urine (̸)̿ (̹̿́) Ear swab(̺ ̹͂) ̼,́ (Total (̿)̻ . In this study the resistance rates to cefotaxime 
were found to be ̸̷̷́, ceftazidime ̹̀́, gentamicin ̿ ̿%, tobramycin ̿̿́, ceftriaxon ̹̿́ 
piperacillin ̹̿́, amikacin ̻̾́, ciprofloxacin ̽̿́, imipenem ̹̽ánd meropenem ̼̾́. The 
most effective antibiotics against P. aeruginosa were imipenem and meropenem. 

Conclusion : The results indicate that P. aeruginosa isolates in our hospitals have high Resistant 
to cefotaxime, ceftazidime, and gentamicin than other antibiotics. This should be taken into 
consideration when empirical therapy is planned by the clinicians in our hospitals. 
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Background and Aim : Uropathogenic Escherichia coli (UPEC) is one of the most common 
bacteria which can lead to urinary tract infection (UTI). Unfortunately, no human vaccine against 
UTI has yet been developed. Therefore, it is necessary to develop an efficient and safe vaccine 
able to induce mucosal and systemic immune responses. The use of Lactic acid bacteria, as a 
delivery system, is one of the promising methods to induce the immune system. Objectives: The 
aim of this study was the establishment of lactobacillus reuteri harboring the E. coli PapG antigen 
on its surface. 

Methods : : In this study, the PapG coding gene sequence fused to the AcmA gene (Anchor protein 
in Lactobacillus) was synthesized and cloned into the pEX-A vector. The PapG-AcmA fusion gene 
is digested with BamHI and NdeI, and the fusion gene was sub-cloned into the pET̹ a̸ expression 
vector at the digestion sites. Subsequently, the recombinant plasmids (pET̹ a̸-PapG.AcmA and 
pET̹ a̸-PapG) were transformed into the E. coli Origami strain by using the calcium chloride 
method and the fusion protein was expressed under  ̸mM IPTG induction. The expression of the 
fusion protein was confirmed by SDS-PAGE gel electrophoresis and western blotting. Purification 
of the PapG and PapG-AcmA proteins was carried out using the Ni-NTA column, and its surface 
adsorption was performed on Lactobacillus. Finally, surface localization of the fusion protein was 
verified by ELISA. 

Results : : The results showed that the PapG.AcmA fusion was successfully sub-cloned in pET̹ a̸ 
expression vector. The expression of PapG and PapG.AcmA proteins in the E. coli origami strain 
indicated a protein band in SDS-PAGE, confirmed by western blotting. In addition, the fusion 
protein was displayed on the surface of Lactobacillus reuteri. 

Conclusion : In conclusion, we have developed the PapG.AcmA protein on the surface of the 
Lactobacillus. This is the first report of the successful application of Lactic acid bacteria displaying 
the PapG.AcmA fusion protein. It will  be of interest to determine the Immune responses against 
PapG protein in the near future using surface display strategy. 

Keywords : PapG; Lactobacillus reuteri; Surface display system; EPEC, UTI 
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Background and Aim : Introduction: enterococci are important in endocarditis and urinary tract 
infections. Because of the ability to acquire resistance to antimicrobial agents, which makes it 
difficult  to treat them. This study was aimed to determine the antimicrobial susceptibility of strains 
resistant to vancomycin and identification of resistance genes vanA and vanB Enterococcus strains 
isolated in hospitals Hospital Kord was conducted in ̸̺̺̀. 

Methods : In ̸̷̼ isolates of Enterococcus isolates from hospitals with different biochemical 
methods were identified to genus and species composition, antibiogram tests were conducted for 
these strains. The minimum inhibitory concentration in broth micro dilution method was finally 
vanA gene and VanB strains were identified among these strains. 

Results : Based on the results of the antibiogram strain VanA phenotype strains were VanB 
phenotype. All  of the isolates were resistant to ciprofloxacin. VanA gene and VanB phenotype 
vanA and ,̹ respectively, in all ̸ ̷isolates that were vanB strain phenotype identified. In the  ̹
strains of ̸ ̷strains that were VanA phenotype-vanA and VanB by PCR. 

Conclusion : Enterococcus species diversity in teaching hospitals of strains of E. faecium and E. 
faecalis is limited.to shahre Kord. Resistance to erythromycin and tetracycline antibiotics highest 
and lowest resistance to the antibiotics vancomycin and gentamicin were observed. 
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Background and Aim : MicroRNAs are small noncoding RNA molecules (approximately ̹  ̹
nucleotides) that control the expression of more than one-third of all human genes. Expression 
levels of microRNAs are altered in pathophysiological conditions e.g. infection disease. So, 
microRNAs can be important part of the host response to pathogens. On the other hand, pathogens 
alter the microRNAs expression profile of host cell in their pathogenesis pathway, in order to avoid 
of host defense systems. Helicobacter pylori (H. pylori) is an important pathogen of human gastric 
mucosa. This infection is associated to some gastrointestinal disorders, including chronic gastritis, 
peptic ulceration, gastric mucosa-associated lymphoid tissue lymphoma, gastric cancer and 
intestinal metaplasia. World Health Organization describes this pathogen as a group  ̸carcinogen. 
CagA (cytotoxin-associated gene A) is one of the important virulence factors of H. pylori that 
plays essential roles in pathogenesis of this infection. During H. pylori pathogenesis, the 
expression profile of many microRNAs are changed. Some of microRNAs are the same 
microRNAs that are changed in gastric cancer. MiR-̸̻a̽ and miR-̸̼  ̼are upregulated in H. 
pylori infection. These microRNAs manipulate the proinflammatory innate and adaptive immune 
responses. MiR-̻̻̀ is downregulated in the presence of H. pylori and help to cell cycle 
progression and proliferation of host cell. Apoptosis inhibition and promoting the cell survival is 
an important step in pathogenesis of H. pylori. H. pylori suppress the apoptosis of host cell by 
down regulation of miR-̸̷̸, miR-̻̻̀, miR-̺̼̾, miR-̸̹̿, miR̸̻̼, miR-̸̸̻ and upregulation 
of miR-̹ ̸and miR-̸̼̼. Also, downregulation of miR-̻̻̀ by H. pylori infection resulted in 
increasing of proliferation of host cells. These alterations in microRNAs expression profile are 
attributed to H. pylori virulence factors, especially CagA. MiR-̸̻a̽, miR-̸̼̼ are upreguated in 
a CagA-independent and an NF-əB-dependent manner, but after H. pylori infection, MiR-̸̻a̽ 
attenuates the activity of NF-əB in order to reduction of inflammatory response. In conclusion, 
microRNAs are new candidates for identification of pathogenesis pathway of H. pylori. 
Determination of microRNAs profile and their roles in H. pylori pathogenesis can help researchers 
to identify new markers or targets in treatment of H. pylori related diseases. 

Methods : . 

Results : . 



Conclusion : . 
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Background and Aim : Urinary tract infection (UTI) is one of the most complications in human 
caused by uropathogenic Escherichia coli (UPEC). Since there is no effective vaccine against UTI, 
research in this area can contribute greatly to control and prevention of the disease. Targeting vital 
molecules playing important roles in the adhesion process of UPEC may be resulted in the 
development of an effective vaccine. The aim of the present study was to express and purify the 
PapG protein as a vaccine candidate for the further study. 

Methods : . The pEXA/PapG vector was first digested with NdeI/EcoRI enzymes, and the gene 
segment was sub-cloned into the similarly digested expression vector pET̹ a̸. Subsequently, the 
pET̹ a̸-PapG vector was transformed into the E. coli strain Origami using a calcium chloride 
method, and the PapG was expressed under the  ̸mM IPTG induction. Protein expression was 
detected by SDS-PAGE gel electrophoresis and western blot analysis of the protein using an anti- 
His antibody, confirming the PapG protein at the ̹ ̻KD band. Protein purification was carried out 
using Ni-NTA column. After the protein assay with the Bradford method, the endotoxin level was 
detected by LAL  test. Experimental mice (n≠)̿ were divided into three groups. The groups  ̸to 
 ̺were immunized three times with  ̹weeks interval with the PapG protein with Freund adjuvant, 

alum adjuvanted protein and PBS, as a control. Two weeks after the last injection, lymphocyte 
proliferation was conducted using the Brdu/ELISA based method. The secretion of IL-  ̻and IFN- 
ɔ cytokines was quantified by the commercial ELISA kit. In addition, the total antibody, IgG  ̸and 
IgG a̹ subtypes were assayed using the ELISA method. 



Results : . The results indicated that the recombinant protein PapG was expressed in E.coli strain 
origami. In the experimental mice, immunoassay results showed that PapG, as a vaccine candidate, 
significantly increase lymphocyte proliferation when compared to the control group. The cytokine 
assay showed that PapG induced a strong Th  ̸pattern as well as humoral immune responses with 
induced IgG  ̸and IgG a̹ classes. 

Conclusion : Although PapG, as a vaccine candidate, strongly induced cellular and humoral 
immune responses, more studies and experimental bacterial challenges remained to be clarified. 

Keywords : Uropathogenic E.coli, PapG, expression, immunization, immune responses 
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Background and Aim : this study aimed to determine the relation between the genes jhp̷̸̀̾, 
jhp̷̸̀̿, cag A, the ABO blood types and some environmental factors with peptic ulcer. 

Methods : In our study ̷̷̼ stomach biopsies samples from digestive track were checked by rapid 
urease (RUT) and ̸s̽ rDNA PCR test for helicobacter pylori infection followed by histological 
and microscopic examinations. Real time PCR was used to assess gene expression and were 
checked by ̸s̽rRNA. 

Results : The dup A and cag A genes also were evaluated by PCR. Dup A gene showed no 
significant relation with peptic ulcer. Cag A genotype showed strong association with peptic ulcer 
P<̷ ̷̼͂. ABO blood group also showed no association with helicobacter pylori infection. There is 
significant relation between tobacco P<̷ ̷̼͂, tranquilizers P<̷ ̷̼͂, meteorism P<̷ ̷̼͂ with peptic 
ulcer. We detected both dupA and cagA genes in ̹ ̽out of ̸̷̾ helicobacter pylori possetive 



samples, ̹ ̷from PUD patients and  ̽from NUDs. The expression of these two genes in PUD 
patients was more than NUDs. 

Conclusion : There is no significant relation between blood group(ABO 
&RH),jhp̷̸̀̾&jhp̷̸̀̿&cagA gene and duodenal ulcer.According to high genetic diversity 
among helicobacter pylori lineage in different populations,much more investigations are necessary 
to define the relation between genes and digestive disease. 

Keywords : H.Pylori, jhp̷̸̀̾&jhp̷̸̀̿ genes, ice A gene, peptic ulcer 

Count: ̽ ̸
Abstract ID: ̸̸̷̺ 
Presentation Type: Oral 

Isolation of Lactobacillus sp. with  preventive properties in IBD mouse 

model from feaces of healthy Iranian  individuals. 

Submission Author:  Mahdi Rohani 

Mahdi Rohani̸, Nasrin Noohi̹ , Malihe Talebi̺ , Mohammad Reza Pourshafie̻ 

.̸ 
.̹ 
.̺ 
.̻ 

Pasteur Institute of Iran 
Pasteur Institute of Iran 
Iran University of Medical Sciences 
Pasteur Institute of Iran 

Background and Aim : Lactic acid bacteria (LAB) have been considered as probiotic organisms 
due to their potential human health properties. This study was conducted in order to evaluate 
potentially probiotic properties of Lactobacillus species isolated from fecal samples of ̼ ̺healthy 
human in Iran. 

Methods : The probiotic isolates were screened and their properties including resistance to 
gastrointestinal condition, adherence to Caco-  ̹cells, antibiotic resistance, inhibition of 
proliferation of Caco-  ̹cells determined. Finally, anti-inflammatory effects of isolates were 
determined in in vitro and in vivo models. 

Results : Of the ̷̻̾ isolated LAB, ̹̹́ were acid and bile resistant and ̿ ̿(̿̽́) isolates 
belonged to Lactobacillus sp. The isolates were typed using Phene Plate (Ph-P) and RAPD-PCR. 
Among the ̿ ̿isolates, one L. brevis (̷̼́), one L. rhamnosus (̾͂̾́) and two L. plantarum (̻͂̿́) 
had significant probiotic properties. 



Conclusion : These results suggest that our Lactobacillus strains with probiotic potential may be 
useful for prevention or treatment of diarrhea and IBD; however, before incorporation of these 
probiotic candidates in food and pharmaceutical industry, other in vitro and in vivo assays are 
necessary for a further characterization of these probiotic candidates. 
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Background and Aim : Surveillance of device-associated infections (DAIs) in intensive-care 
units(ICUs) is substantial in planning healthcare strategies. This study was conducted to determine 
the DAIs' burden and antimicrobial resistance-pattern of ICU patients. 

Methods : Three common DAIs _ central line-associated bloodstream infection (CLABSI), 
ventilator-associated pneumonia (VAP), and catheter-associated urinary tract infection (CAUTI) 
_ were assessed prospectively during  ̹months in the ̸ ̼ICUs of four teaching hospitals in Tehran- 
Iran according to CDC case definitions for surveillance of DAIs. 



Results : The incidence-density of CLABSI, VAP, and CAUTI were ̸̷̷̹͂, ̸̷̹͂̿, and ̻̹̾͂ per 
̸̷̷̷ device-days respectively. The most organisms were Acinetobacter(̺ ̺̼͂́), 
Klebsiella(̸ ̷̀͂́),Ecoli(̸ ̸͂̾́),Pseudomonas(̸̷͂̽́),S.aureus(̾ ̺͂́),and 
Enterococcus(̽ ͂̾́). ESBL+-Enterobacteriaceae was ̽-̷̷̿́. Carbapenem-resistance was ̻̻͂̿́ 
for Klebsiella but ̼͂̀́ for Ecoli. Acinetobacter resistance to ampicillin/sulbactam and 
carbapenem was ̾-̷̷̿́. About half of Pseudomonas isolates were resistant to 
piperacillin/tazobactam and carbapenem. Methicillin-resistant S.aureus(MRSA) was ̻̿͂̽́ and 
Vancomycin-resistant Enterococcus(VRE) was ̺̺̿͂́. 

Conclusion : This study documents high incidence of DAIs and resistant organisms in our ICUs; 
preventive measures are necessary to decrease the rates. 

Keywords : Surveillance, Device-associated infection, Antimicrobial resistance, Ventilator- 
associated pneumonia, Catheter-associated urinary tract infection, Central line-associated 
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Background and Aim : Urinary tract infection is one of the most common bacterial infections in 
outpatient settings. Increased antimicrobial resistance of uropathogens is a matter of global public 
health concern. Treatment of CA-UTI depends on both prevalence and antimicrobial resistance of 



causative bacteria at specific geographical areas. The aim of this study was to compare the 
prevalence of uropathogens and their antimicrobial resistance in Community-Acquired Urinary 
Tract Infection (CA-UTI) admitted to Labafinejd hospital in Tehran, Iran. 

Methods : This survey was carried during a six month period on patients with urinary tract 
infection at Labafinejad hospital and Pediatric Infectious Research Center of Shahid Beheshti 
University in ̷̸̹̻. A total number of ̹̾u̼rine samples were sent to laboratory of microbiology 
and identified by bacterial standard methods. Antimicrobial resistance tests were done by disk 
diffusion agar according to criteria recommended by the National Committee for Clinical 
Laboratory Standards (CLSI ̷̸̹̻). 

Results : Of the ̹̼̾ bacterial isolates the most frequent isolates were Escherichia coli (̾̽́), 
enterococci (̸̼͂̽́), Klebsiella pneumonia (̼)́, Citrobacter spp. (̸̻͂́), proteus mirabilis 
(̸̷͂̀́), Enterobacter spp. (̷̺͂́), and Edwardsiella spp (̷̺͂́). The results indicated that among 
Enterobacteriaceae, E.coli isolates resistant to most antibiotics, Nalidixic acid (̾̽́) and the least 
resistance to Meropenem (̻͂̾́). Of Gram-positive cocci, ̿̽  ́of enterococci were Tetracycline 
resistance and ̸̷̷́ sensitive to Ampicilin and Penicilin 

Conclusion : The findings of this study reveal that E. coli is the predominant pathogen of this 
infection. According to the continuous changing in bacterial isolated from patients with UTI and 
antibiotic resistance patterns, it is recommended that bacterial resistance patterns in populations 
are evaluated in any region annually. 
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Background and Aim : Detection and identification of bacterial pathogens are necessary in 
administration of appropriate therapy regimens. Also, monitoring of bacterial pathogens in food, 
water or air, can prevent infection diseases. There are some rapid detection methods for bacterial 
pathogens, including nucleic acid-based, biosensor-based and immunological-based methods. 
Although nucleic acid-based method is more versatile and sensitive but there are advantages by 
using of immunological-based methods as simplicity, quickness and cost-effectiveness. The 
antigen-antibody specific interaction is a principle of all immunological-based methods. ScFv 
molecules are monovalent antibodies about ̹-̼̺k̷Da in size. They consist of variable regions of 
heavy (VH) and light (VL)  chains, which are joined together by a flexible peptide linker. The 
advantages of scFv molecules over full  monoclonal antibodies are higher affinity and avidity, 
better tissue penetration, distribution and bioactivities. Also, scFvs can be produced in large 
quantities in bacterial, yeast, plant and insect expression systems with low cost. ScFvs against 
Bacillus anthracis spore, staphylococcal enterotoxin B (SEB) and Cry C̸ toxin of Bacillus 
thuringiensis have shown good detectable activity. The monomeric forms of scFv can be dimerized 
or trimerized to diabodies or triabodies, which will  increase the avidity. Also, bispecific diabody 
constructs that bind to different antigens, simultaneously, can be achieved by genetically 
manipulating and engineering of scFvs. Small size of scFvs facilitates the conjugation of them 
with therapeutic and labeling agents including; chemical drugs, nanoparticles and quantum dots. 
ScFvs molecules binding bacterial antigens were isolated from post immunization and single-pot 
libraries (naïve and synthetic) using a phage or ribosome display methods of selection. Phage 
display is a molecular technique by which antibodies; especially scFvs are expressed at the surface 
of phage particles. Special scFvs can be achieved by screening of phage libraries using an affinity 
selection (or bio-panning) process against desired antigen. In ribosome display, antibody-mRNA- 
ribosome (AMR) complexes are used for selection of specific scFvs in a cell-free system. In 
conclusion scFv antibodies are good choice in immunological-based detection methods because 
of their particular advantages. 

Methods : . 

Results : . 

Conclusion : . 
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Background and Aim : Health-care association infection that occur after ̻ ̿to ̾ ̹hours of 
hospitalization. Hospital acquire infections are important from different aspects such as spread of 
antimicrobial resistance. Hand hygiene is easy to do and it's one of the most effective ways to 
prevent nosocomial infections. It is shown that hand hygiene at the  ̼moments could reduce 
nosocomial infections by ̷́̿. 

Methods : M̼AY  is named world hand hygiene day. In this study, in the world hand hygiene day 
questionnaires were designed according to international standards (WHO). We distributed in the 
eleven hospital wards of Ghaem of Hospital Mashhad, among the ̾ ̽personels in order to 
measurement their knowledge and attitude. The questionnaires contained age, sex, department, 
level of education and ̹ ̽questions about knowledge and attitude. Next collected the 
questionnaires, evaluate responses, data were analyzed with the software SPSS̹ .̸ 

Results : Sixty two females and ̸ ̻males were participants in this project. The mean age of 
participates were ̺y̺ears (̹-̸̼ ̷years). Fifty five nurses, ̸ ̹nurse aids,  ̹medical doctors,  ̺
Medical students and  ̻auxiliaries. Surgery, pediatrics, internal medicine, obstetrics, internal 
emergency, CCU, ICU, PICU, surgery ICU, open heart surgery ICU and emergency were wars 
which was studied. Among these ̸ ̸wards, most participants were the internal medicine (̸  ̀
persons) then open heart surgery ICU (̸ ̺persons). There was no significant relationship between 
sex and score (P=̷ ̸̹͂̽) Also, no significant relationship observed between age and the final score 
(P=̷ ͂̀̿) while there was a significant relationship between the working ward with the final grade 
(P=̷ ̷̺̼͂). The score for correct answers was significantly different to the nurses and aid nurses 
(P=̷ ̷̺̼͂). In this study, correlation between age and the final score was reversely (-̷̷̺͂̽). 

Conclusion : Considering that ̷̾́ get minimum expected level, thus more training to health care 
providers and continuous education programs are necessary to improve patient health and 
reduction the cost of hospitalization. On the other hand it is better that educational class should be 
practical because behavioral change among heath care worker about hand hygiene is the leading 
measure for preventing the spread of antimicrobial resistance and reducing healthcare-associated 
infections. 
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Background and Aim : Shiga toxin-producing Escherichia coli (STEC) is the major cause of 
diarrhea and hemolytic uremic syndrome in children worldwide. 

Methods : The occurrence, genotypic characteristics and relatedness of STEC isolated from ̹̺̼ 
fecal samples of diarrheic children (n = ̾)̼, sheep (n = ̿)̷, and cattle (n = ̿)̷ were compared. 

Results : STEC was found in ̻,́ ̸̹̽͂́, and ̸̿͂̾́ of diarrheic children, sheep and cattle, 
respectively. Three of the four STEC isolates from diarrheic children yielded the stx̸ /ehly profile. 
The predominant virulence profile of sheep isolates was stx̸ /ehly (̼̹̿͂́), but cattle isolates were 
heterogeneous. Genetic relatedness and diversity of ̺ ̽selected isolates were analyzed by 
enterobacterial repetitive consensus sequences fingerprinting (ERIC) and phylogrouping. In total, 
̸ ̀ERIC- types were observed in humans (n = )̹, sheep (n = )̼, and cattle (n = ̸)̹ isolates. The 
majority of the sheep STEC were assigned into B  ̸phylogroup (̺̺̿͂́), but cattle isolates 
belonged to different phylogroups with B  ̸predominance. Three human STEC isolates had the 
major characteristics of sheep isolates but revealed distinct fingerprint 

Conclusion : These findings indicate that cattle can potentially carry a diverse group of STEC 
strains comparing to sheep. 
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Background and Aim : Urinary tract infection (UTI) is a common bacterial infection and 
uropathogenic Escherichia coli  (UPEC) strains are responsible for more than ̷̿́ of UTIs. UPEC 
strains with specific virulence factors, able to overcome the defenses of the host and cause disease. 
The purpose of this study is evaluation of bacterial resistance to commonly used antibiotics and 
prevalence of some virulence genes among uropathogenic E. coli. 

Methods : during  ̼months a total of ̸̷̼ UPEC strains were collected from patients with UTI 
referred to Imam Khomeini Hospital in Boroujerd. Antimicrobial susceptibility test was performed 
against ampicillin (̸µ̷g), ampicillin/sulbuctam (̸̷/̸̷µg), cefuroxime (̺µ̷g), cefazidime 
(̺µ̷g), cefotaxime (̺µ̷g), cefotaxime/clavulanic acid (̷̺/̸̷µg), nitrofurantoin (̷̺µ̷g), 
gentamycin (̸µ̷g), amikacin (̺µ̷g), nalidixic acid (̺µ̷g), ciprofloxacin ( µ̼g), norfloxacin 
(̸µ̷g), trimethoprim/sulfametoxazol (̹µ̼g) for all isolates, according to Clinical and Laboratory 
Standards Institute (CLSI) guidelines. Then prevalence of fimH, afaC, hlyCA and cnf-  ̸genes was 
examined for all isolates by PCR. 

Results : The most antimicrobial resistance was against ampicillin= ̸̹̾ (̻̿͂̾́), nalidixic acid= 
̸̷̸ (̽̾/̺́) and trimethoprim/sulfametoxazol= ̀ ̿(̼̽/̺́) and the most effective antibiotics 
were nitrofurantoin and amikacin. Prevalence of fimH , afaC, hlyCA and cnf-  ̸genes was ̷̿/̾́, 
̻/̾́, ̸̽/̾́ and ̸̽/̾́ respectively. 

Conclusion : Our study showed that investigation of the bacterial virulence factors and 
antimicrobial resistance patterns may contribute to a better medical intervention; and allows the 
clinician to anticipate the evolution of infection in the host. 
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Background and Aim : Urinary tract infection (UTI) is one of the most common bacterial 
infections in outpatient settings. Recently, Enterococcus species is considered as the second most 
common cause of UTI. The aim of this study was to examine genotype diversity of Enterococcus 
faecalis isolates from urine and fecal samples of patients with community acquired-UTI. 

Methods : During August ̷̸̹̻ to April  ̷̸̹̼, a total of ̸̻̻ urine and fecal samples (̷̼́ women, 
̷̼Ḿen) were obtained from outpatients suffering from Enterococcal UTI in Labafinejad and 
Milad hospitals. For bacteriological study, samples were cultured in Enterococcosel and Blood 
agar media. Conventional biochemical tests and species specific PCR were performed for detection 
of the bacterial isolates. Furthermore, potential virulence genes of E. faecalis were screened among 
the characterized strains. 

Results : A total of ̽ ̺E. faecalis isolates were obtained from ̾ ̹infected urine and feces samples 
with Enterococci ̷̺́ different genotypes were detected among these isolates. Similarity of these 
genotypes between the urine and fecal isolates in each patient was observed among ̹ ̾(̻̹͂̿́) 
patients which esp+, efba+, asa+, ace+, cyl+, gel+ genotype was common in the infected patients. 



Conclusion : Detection of E. faecalis isolates with similar genotypic patterns from urine and stool 
samples of the studied patients proposed involvement of uropathogenic E. faecalis in the infection 
of these patients. Colonization of the gastrointestinal tract with different strains of E. faecalis or 
contamination was possibly responsible for UTI in patients who presented distinct bacterial 
genotypes. Further study is needed to determine clonal relatedness of these strains using molecular 
fingerprinting methods. 
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Background and Aim : Listeria monocytogenes is a facultative, gram-positive bacterium which 
is found in soil, water, decaying vegetables, raw milk and contaminated dairy. Listeria 
monocytogenes causes listeriosis. This bacteria indiuce the flu like disease or self-limited enteritis, 
but it leads to serious disease in elderly, new- borns, pregnant women and immunocompromised 
persons. Listeria monocytogenes is a factors of miscarriage and stillbirth. The aim of the present 
study is to comparison of PCR and culture methods based on biochemical test to distinguishe 
Listeria monocytogenes. 

Methods : In this study ̷̷̹ vaginal samples obtained of pregnant women. In the beginning, all 
the samples were cultured in BHI broth medium, Bacteria which were grown in BHI broth used to 
PCR and biochemical test. Bacteria were cultured on listeria selective agar, SIM agar , bile esculin 
agar and then other biochemical test such as hemolysis, catalase and oxidase performed. 

Results : ̷̼ specimen of the ̷̷̹ collected samples from pregnant women were grown on BHI 
broth. Biochemical test reveal that ̹ ̹samples were listeria monocytogenes,̸  ̽samples were 
negative and ̸ ̹specimen were suspicious. According to PCR reaction, ̺ ̼samples were 
recognized positive PCR and ̸ ̼samples were negative. 



Conclusion : Comparison between the results of culture and PCR in this study shows that the 
method of PCR more accurate, precision and speciality alongside the culture method have no 
superiority and can not prioritize any method from the other. It is recommended to use both of the 
method in recognizing Listeria monocytogenes simultaneously. 
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Background and Aim : Background and Aim: Healthcare-associated Infections infections have 
increasingly resulted in death and the patients should bear high treatment costs. The purpose of 
this research was the evaluation of Healthcare-associated Infections in patients admitted to Ardabil 
hospital in Ardabil, Iran, during ̷̸̹̻. 

Methods : Methods: This was a descriptive study, conducted prospectively during ̸ ̹months from 
May ̷̸̹̻ to May ̷̸̹̼ in Alavi hospital in Ardabil, Iran. From ̸̹̺̼̀ patients hospitalized in 
Alavi hospital ̸̾̀ patient has urinary tract infection (UTI), ̸ ̺patient has Surgical site infections 
(SSI), ̽ ̼patient has Blood Stream Infections(BSI) and ̸̷̼ patient has pneumonia infection (pneu) 
that were included in this study. The patientsô age, gender, site of infection, ward of hospitalization 
and type of infection were collected. The results were analyzed by Excel and SPSS ̸̷̽͂. 

Results : Results: The results of the present study showed that the incidence of infections was low 
(i.e., < ̺̹͂̀́). The incidence rates of infections were ̺̹̼͂̀́ in the intensive care unit (ICU), 



̸̺̻̿͂́ in the neonatal intensive-care unit (NICU), ̷̹̻͂́ in the coronary care unit (CCU) and 
̺̻̺͂́ in the Maternity ward. Regarding the etiology of infection, Escherichia coli was found in 
̸̼̹̺͂́, coagulase-positive Staphylococci in ̸̹̾͂́, Acinetobacter in ̺̽͂̽́ and Klebsiella in 
̹̻͂̀́ of the cases. In our hospital, E. coli was the most frequent pathogen. 

Conclusion : Conclusions: In this study, Healthcare-associated Infections such as UTI, BSI, SSI 
and pneumonia had a lower frequency in comparison with the national rates. According to 
researches, hospitals have been able to reduce these infections by establishing strategies and 
getting the risks under control. 
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Background and Aim : Cerumen (or earwax) impaction is usually asymptomatic, although in 
some cases, it leads to symptoms such as hearing loss and discomfort in the ear. Various 
approaches with different side-effects have been applied for the removal of earwax buildup. In this 
study, we aimed to evaluate the prevalence of external otitis after suction clearance. We also 
investigated the prevention of possible infections. 

Methods : This clinical trial (IRCT:̹ ̷̸̸̷̸̷̻̹̾̽̿N )̸ was conducted on ̸̻̿ patients, diagnosed 
with cerumen impaction, referring to the Ear, Nose and Throat Clinic of Ayatollah Ruhani Hospital 
in Babol city, Iran. Patients were examined at the time of admission and earwax was removed, 



using microscope-guided suction clearance. The patients were randomly divided in two groups. 
The first group (̿ ̾patients) received no special treatments and the second group (̀ ̾patients) 
underwent a prophylactic treatment, which consisted of acidifying the ear with ̹ ́Boericke 
alcohol and application of miconazole ointment by a swab. Two weeks after the treatment, the 
patients were re-examined in terms of infections. Also, part of the earwax was cultured in an 
appropriate medium, and the type or species of microorganisms was determined via conventional 
techniques. 

Results : External otitis was reported in none of the patients in the two groups. The most common 
bacteria in the cerumen samples were Bacillus (̸̼̀͂̿́) and coagulase-negative Staphylococcus 
(̸̼̹̹͂́), respectively. Also, the most common cultivated fungi in cerumen samples were 
Aspergillus niger (̸̹̹͂́) and Penicillium (̸̷̺̻͂́), respectively. 

Conclusion : The results showed that the use of Boericke alcohol and miconazole ointment does 
not lead to any side-effects for the patients. Therefore, this preventive method is recommended to 
general practitioners with less experience in differentiating pure cerumen from cerumen with 
fungal infections 
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Background and Aim : The increasing emergence of multidrug resistance among Klebsiella 
pneumoniae nosocomial isolates has limited the therapeutic options in treatment of infections 
caused by these bacteria. The drug resistance among Klebsiella species is increasing day by day; 
therefore, antibiotic senility test is necessary before prescribing antibiotics. 



Methods : : This study was carried out on ̀ ̻Klebsiella pneumoniae strains isolated from the 
patients hospital in Ilam, Esfahan, Dezful and Boroujerd. The antibiotic resistance profile was 
determined based on resistance using disk diffusion method according to clinical and laboratory 
standards institute (CLSI) guidelines. The presence of qnrB and qnrS gene was finally determined 
using PCR reaction. 

Results : : Among ̀ ̻K. pneumoniae isolates, Altogether, the percentage rates of resistance were 
as follows: Ceftriaxone (̻̼͂̾́) Gentamicin (̺̹̾͂́), Nalidixic acid (̹̀͂̿́), Norfloxacin 
(̹̿͂̾́) Ceftazidime, Ciprofloxacin and Ofloxacin (̹̾͂̽́), Amikacin (̸̸͂̾́) and Meropenem 
(̼̺͂́). The most antibiotic resistance ability belonged to Gentamicin and Nalidixic acid while the 
lowest antibiotic resistance were seen in the case of treatment with Imipenem and Meropenem. Of 
these, ̻̹̺͂́ carried qnrB gene ̹̽b̻p and ̼̿̽͂́ carried qnrS genes ̻̹b̿p. 

Conclusion : The prevalence of antibiotic resistance genes identified in this study highlights the 
need for more infection control measures including antibacterial management and identification 
of resistant isolates. 
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Background and Aim : Infection is a major cause of morbidity and mortality in intensive care 
units (ICUs) worldwide. ESBL-producing Escherichia coli (E.coli) which is resistant to ɓ-lactam 
antibiotics are now an increasing problem in ICUs worldwide. The prevalence of ESBL genotypes 



remains unknown in many regions of Iran. The aim of this study were to evaluate the frequency 
of ESBLs and frequency of blaCTX-M-I , blaTEM and blaSHV genes as a most common 
genotypes among ESBL producing uropathogen E. coli isolated from ICU and susceptibility to 
tested antibiotics. 

Methods : A total of two hundred ten uropathogen E.coli isolates were collected from patients 
admitted in ICUs of twelve different Qazvin, Karaj and Tehran hospitals during one year period. 
All  isolates were screened for ESBL production by Agar Diffusion according to the CLSI 
guideline. ESBL phenotypic confirmatory was performed by the clavulanic acid combined disc on 
Mueller Hinton Agar (MHA) by with and without cloxacillin. PCR and sequencing were 
conducted for detection of ESBL encoding genes. 

Results : Out of ̸̷̹ E.coli isolates, ̸̸̽(̾̽͂̾́) isolates were confirmed as ESBL producer,̸ ̼̾ 
(̼̀̾͂́) of these isolates positive by CLSI recommendation methods used MHA without 
cloxacillin and  ̻(̹̼͂́) of ESBL producing isolates were confirmed only on MHA with 
cloxacillin. All  ESBL producer isolates were high resistant to cephalosporins and monobactams 
(̼̹̽͂- ̸̷̷́) and ̸̸̷(̺̽̿͂́) and ̻̼(̹̿́) of ESBL producer isolates resistant to imipenem and 
cefoxitin respectively. blaCTX-M-I (̼̺̻͂́) [blaCTX-M-̸ ̼(̼̀̽͂́) and blaCTX-M-̸ ̹(̺̼͂́) 
as the first report of Iran] was the most common genotype, and followed by blaTEM-  ̸(̸̽͂̿́) 
gene. Ten percent of isolates contained both blaCTX-M-I and blaTEM-  ̸genes. blaSHV not 
detected in any isolates. 

Conclusion : Some ESBLs producer may not be recognized in routine tests because they have co- 
existence AmpC beta-lactamases and masked the results of confirmatory test that used clavulanic 
acid. Cloxacillin was an effective inhibitor for AmpC beta-lactamases and maybe used in ESBLs 
confirmatory test. The present study shows blaCTX-M-̸ ̼genes as a most common genotypes and 
the emergence of blaCTX-M-̸ ̹for the first time in Iran. 

Keywords : E.coli, Uropathogen, Extend Spectrum ɓ-lactamase (ESBLs), AmpC Beta -lactamases 
, cloxacillin, ICU. 
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Background and Aim : Acinetobacter baumannii is showing high rate of resistance among 
different classes of bacteria due to having most mechanisms of resistance that are found in other 
bacteria so it is as alarming factor in treatment of hospitalized patients . Carbapenems as the last 
line of antibiotics, are the drug of choice for MDR Acinetobacter baumannii ,but resistance to these 
antibiotics with production of carbapenemase that are also known as oxacillinases have an 
increasingly growth. The OXA-like-genes have weak carbapenem hydrolysing activity but when 
an insertion element is located up stream of these genes, can rises the resistance to carbapenems. 
In this study, we determined the presence of IS elements: ISAba̸  and ISAba̹  and we showed the 
frequency of them in A.baumannii were detected in clinical isolates. 

Methods : Clinical isolates were collected from  ̼hospitals in Tehran during the period of ̷̸̹̻ 
to ̷̸̹̼. This non-repetitive isolates belonging to Acinetobacter baumannii strain and presumptive 
identification as A.baumannii was carried out by amplyfing the blaOXA-̼-̸like gene which is 
considered chromosomally intristic to A.baumannii. the existence of blaOXA-̹-̺like gene was 
evaluated by PCR method. the presence of ISAba̸  and ISAba̹  were performed by using PCR 
method. Antibiotic susceptibility testing were evaluated as recommended by the clinical &  
Laboratory standard institute(CLSI). 

Results : All  ̸̷̷́ of isolates were positive for ISAba̸  and Frequency of ISAba̹  was ̹̺̀͂̿́ in 
all clinical isolates. the presence of bla OXA-̼-̸like gene were positive in all clinical isolates that 
confirmed the species.̀ ̷̿͂̀́ of isolates were positive for bla OXA-̹-̺like gene. resistance to all 
classes of antibiotics were used in this study were high that contains : Carbapenems, Tigecycline 
, Minocycline, Cephalosporinôs, Aminoglycosides and Quinolones. 

Conclusion : IS elements play a major role in the mobilization and expression of OXA-type ɓ- 
lactamases That have a global distribution and are associated with blaOXA-̼-̸like and blaOXA- 
̹-̺like gene. Whereas A.baumannii is one of the major nosocomial pathogen because having 
increased antibiotics resistance ,it is very important to focus about spreading of them and specially 
the IS elements as the transferable agent can help them to distribute to another classes of bacteria 
specially in gram negative. furthermore molecular genotyping studies are essential for controlling 
both of inter and intra-hospital infections and implementation the controlling programs are very 
necessary. 
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Background and Aim : Clostridium difficile  is the agent of diarrhea associated with antibiotic 
usage. The most important stage in treatment of diarrhea caused by difficile  is discontinuation of 
causative antibiotics. Unless, due to severe primary infection of patients, prescription of antibiotic 
is not possible. We generally have to use antibiotics which have less chance for diarrhea. In clinical 
labs, determination of Clostridium difficile  sensitivity is not performed routinely. The aim of this 
study is determination of Clostridium difficile  antibiotic sensitivity isolated from infants in Ahvaz. 

Methods : ̸̸̷ stool specimens from infants in Ahvaz was collected and cultured in  ̻anaerobic 
standard methods as: direct culture in CCFA , alcohol shock, thermal shock and enrichment in in 
cooked meet broth. Then, suspicious colonies were approved by biochemical tests. All  of the 
isolates sensitivity was determined by vancomycin, metronidazole, amoxicillin, imipenem, 
penicillin, gentamycin, cefoxitin, tetracycline, ceftriaxone and rifampin disks through disc 
diffusion 

Results : From ̸̸̷ stool samples of infants in Ahvaz, ̹ ̸sample were Clostridium diffi cile 
positive. According to the tests, any isolate resistant to vancomycin and metronidazole was not 
found by disk diffusion. The most resistance was shown to tetracycline and ceftriaxone ( ̸̿́ and 
̸̀́ respectively.) The most sensitivity was shown to amoxicillin  and rifampin antibiotics. (̽̀́ 
and ̸̾́ respectively.) 



Conclusion : : It seems that metronidazole and vancomycin are effective drugs for Clostridium 
difficile  infections improvement. But, due to refraining from antibiotic resistant strains expansion 
and subsequent bacterial infections, it is necessary to supervise bacterial antibiotic resistance 

Keywords : antibiotic, Clostridium difficile, metronidazole, vancomycine 
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Background and Aim : Enterohemorrhagic Escherichia coli (EHEC) strains are important 
zoonotic agents causing severe infections in human like hemolytic uremic syndrome (HUS). Some 
EHEC strains, especially those belonging to seropathotype A may also cause outbreaks with high 
morbidity and mortality. Identification of high-risk EHEC strains is difficult  because of the 
possible emergence of new or hybrid pathovars. Recent findings proposed Z̷̹̀̿ and Z̷̹̀̀ on O 
Island ̼ ̾(OI-̼)̾ as important molecular markers for primary discrimination EHEC clones. The 
aim of this study was to investigate the presence of Z̷̹̀̿ and Z̷̹̀̀ markers among Shiga toxin- 
producing E. coli (STEC) isolates from small ruminants for the first time. 

Methods : A total of ̺ ̿STEC isolates from ̸ ̻sheep and ̹ ̻goats were selected from microbial 
collection. First, they were screened for stx̸ , stx̹ , eaeA, and Ehly genes by multiplex polymerase 
chain reaction. Then, they were subjected to two PCR assays for Z̷̹̀̿ and Z̷̹̀̀ molecular 
markers. 



Results : All  STEC isolates from small ruminants harbored stx̸ , and ̸ ̹isolates (̸̺͂̽́) included 
both stx types (stx̸ /stx̹ ). All  isolates, except three, harbored Ehly gene, but all were negative for 
the eaeA gene. Thirty-four isolates (̼̿̀͂́) were positive for Z̷̹̀̀ marker, but all were negative 
for the other OI-̼ ̾genetic marker (Z̷̹̀̿). 

Conclusion : Overall, stx̸  was the most prevalent Shiga toxin type in small ruminants. Although 
all strains in the current study lacked the locus of enterocyte effacement (eaeA), the presence of 
Z̷̹̀̀ molecular marker may indicate the possible existence of EHEC clones of potential risk for 
humans. 
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Background and Aim : Pseudomonas aeruginosa is an opportunistic pathogen with numerous 
virulence factors and is one of the most etiological agents in nosocomial infections. The emergence 
of multidrug resistant P. aeruginosa has become a serious public health threat worldwide. The aim 
of this study was to determine the frequency of pilA  and pilB genes in multi drug resistant 
P.aeruginosa strains isolated from clinical samples. 

Methods : In this cross-sectional study, ̀ ̺isolates of P. aeruginosa collected from different 
clinical samples in Zanjan in ̸̺̺̀-̻̀. After identification of isolates by biochemical tests, 
antibiotic susbtibility test (Kirby-Bauer) was performed according to CLSI guideline. Then, total 
DNA extracted and PCR was done to detection of pilA  and pilB genes. 



Results : P.aeruginosa isolates exhibited high-level resistance to erythromycin and Cefoxitin 
(̼̀͂̽́). Amikacin showed the highest activity against isolates with ̺̹̾͂́ susceptibility. Eighty 
eight (̻̀͂̽́) isolates were multidrug resistant (MDR). The frequency of pilA  and pilB genes 
among MDR isolates was ̹̻͂̾́ and ̸̹̾͂́, respectively. 

Conclusion : According to our results, the frequency of type IV Pilin gene was the relatively low 
in multi-drug resistant P. aeruginosa strains and The frequency of pilA  gene was greater than pilB 
in among MDR isolates . The frequency of pilA  gene was greater than pilB in among MDR isolates 
. Since pilA in a variety of manufacturing processes and the formation of biofilm bacteria 
especially involved they represent the high prevalence rate of the disease by this microorganism 
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Background and Aim : Listeria monocytogenes is a pathogen that causes L.monocytogenes. can 
bring meningitis, septicemia and abortion in humans. These microorganisms can be transmitted 
through food. Rapid and accurate detection plays an important role in the prevention of infections. 
The aim of this study is a comparison of the two important target hly-a and ̸S̽rRNA genes in 
early detection of L.monocytogenes in raw milk samples by PCR. 

Methods : ̸̷̷-samples of raw milk are collected and their DNA are extracted by DNG-PLUS 
method, then Both PCR assays optimized by using of targets gene hly-a and ̸S̽rRNA. Limit  of 
detection (LOD) and specificity were evaluated. 



Results : ̹̹̽ and ̸̷̹ bp products of L. monocytogenes have been observed in ̹ ́agarose gel. 
̸ ̺samples out of ̸̷̷ samples have been positive for hly a. In addition, ̸ ̸samples have been 
recognized positive for ̸ ̽SrRNA. LOD was ̸̷̷ genome/reaction. Also specificity was evaluated. 

Conclusion : Results of PCR shows that the hly-a target gene has higher performance in molecular 
diagnosis of L.monocytogenes than ̸S̽rRNA. 
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Background and Aim : The Gram-negative bacterium Pseudomonas aeruginosa is an 
opportunistic pathogen that normally inhabits the soil and surfaces in aqueous environments. Its 
adaptability and high intrinsic antibiotic resistance enable it to survive in a wide range of other 
natural and artificial settings, including surfaces in medical facilities. Serious P. aeruginosa 
infections are often nosocomial, and nearly all are associated with compromised host defenses 
such as in neutropenia, severe burns, or cystic fibrosis. Many virulence genes are located in 
óconservedô regions of the genome and are required for the production of rhamnolipids, 
phenazines, exotoxins, and proteases. Phenazines are redox-active, heterocyclic compounds 
produced by several bacterial species, especially P. aeruginosa. The phenazine operons (phzI and 
phzII) and genes (phzH, phzM and phzS) encode precursor proteins involved in the formation of 
three phenazine compounds passively secreted by P. aeruginosa: pyocyanin, -̸hydroxyphenazine 
and phenazine- -̸carboxamide. The aim of this study was to determine the frequency of phzII and 
phzH genes in multi-drug resistant P.aeruginosa strains isolated from clinical samples. 



Methods : In this cross-sectional study, ̀ ̺isolates of P. aeruginosa collected from different 
clinical samples in Zanjan in ̸̺̺̀-̀.̻ After identification of isolates by biochemical tests, 
antibiotic susbtibility test (Kirby-Bauer) was performed according to CLSI guideline. Then, total 
DNA extracted and PCR was done to detection of phzII and phzH genes. 

Results : P.aeruginosa isolates exhibited high-level resistance to erythromycin and Cefoxitin 
(̼̀͂̽́). Amikacin showed the highest activity against isolates with ̺̹̾͂́ susceptibility. Eighty 
eight (̻̀͂̽́) isolates were multidrug resistant (MDR). The frequency of phzII and phzH genes 
among MDR isolates was ̸̺̀͂́ and ̹̹̾͂́, respectively. 

Conclusion : The pathogenesis of P. aeruginosa is clearly multifactorial as underlined by the large 
number of virulence factors and the broad spectrum of diseases the bacterium causes. Resistance 
to antibiotics exhibited by some strains of pathogenic bacteria especially P. aeruginosa pose a 
serious challenge in combating infectious diseases. According to our results, the frequency of phzII 
gene was high in multi-drug resistant P. aeruginosa strains and this can be an alarm for the 
infections caused by this microorganism. 
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Background and Aim : In recent yearôs emergence of multi drug resistant Klebsiella pneumonia, 
are responsible for many therapeutic problems all over the world. Nowadays carbapenems are 
often considered as the final options for antibiotic treatment of infections caused by most Gram- 
negative bacilli. The aim of this study was the determination of antibiotic resistance pattern (with 
focus on carbapenems) of K. pneumoniae isolates from clinical specimens of in-patients and out- 
patients admitted to Urmia university teaching hospitals. 

Methods : In this descriptive - analytical study ̸̹̿ isolates of K. pneumonia were investigated. 
All  bacterial isolates were identified as K. pneumoniae by using standard microbiological tests. 
Antimicrobial susceptibility testing of confirmed isolates was carried out by disk diffusion method 
proposed by (Kirby-Bauer) against ̸ ̹different antibiotics. The minimum inhibitory concentration 
(MIC) of imipenem for each isolate determined using E-test method. 

Results : ̻ ̺isolates (̹̺͂̽́) were resistant to imipenem and ̻ ̼isolates (̹̻͂̾́) belonged to 
multiple drug resistant (MDR) phenotypes. These isolates demonstrated high resistance to 
imipenem and meropenem. The MIC of imipenem for resistant isolates was Ó̺  ̹µg/ml. 

Conclusion : Considering the high prevalence of resistance to imipenem, especially in Klebsiella 
pneumoniae isolates from patients admitted to ICU wards in present study and various reports 
from other countries, precaution should be taken in the administration of these drugs. Also 
determination of bacterial susceptibility prior to prescription of antimicrobial agents is crucial for 
proper treatment and preventing the dissemination of antimicrobial resistance. 
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Background and Aim : Introduction : Brucellosis is one of the most common disease in humans 
and animals.malta-fever increased in IRAN between ̸̺̿̀ to ̸̺̺̀ .Its clinical symptoms are 
nonspecific ,therefore diagnosis of this disease requires rapid and accurate methods such as PCR 
technique . Purpose : The purpose of this study is a simultaneous detection of Brucella abortus and 
melitensis in serum samples with Douplex PCR technique and comparison of the results with the 
with Rosebangal test. 

Methods : ̸̷̷ serum samples were collected from veterinary station located in 
shahryar.Monoplex-PCR test of Brucella abortuse and melitensis and Duplex-PCR for both agents 
were optimized. Limit  of detection (LOD)and specifity tests were checked.DNA were extract from 
serum samples by DNG-plus technique .PCR product cloned in PTZ̼ R̾ plasmid by T/A cloning 
. 

Results : B.abortuse(̻ ̀b̻p) and B.melitensis (̺̾b̺p) applicants were observed in ̸̼͂́ gel 
Electrophorasis .LOD of Monoplex test for both agents were ̸̷̷ genome per reaction . ̻ ̷out of 
̸̷̷ samples were positive by Rosebangal test that ̺ ̽samples were positive with Duplex-PCR 
which ̺ ̻samples positive for B.abortuse and  ̹samples for B.melitensis ̪̹  ̷samples were 
positive with Douplex PCR from ̽ ̷negative Rosebangal.that of this number ̸̪  ̾samples for 
B.abortuse and  ̺samples for B.melitensis were detected . 

Conclusion : The number of positive samples by Duplex-PCR is more than Rosebangal test s̪o 
we can assert Duplex-PCR for confirmation of Rosebangal results. 
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Background and Aim : Extended spectrum beta-lactamases (ESBLs) are plasmid-mediated,and 
evolving enzymes that was the most important of mutations in blaTEM and blaSHV genes .ESBLs 
illustrate the ability of gram-negative bacteria to exhibit co-resistance to many other classes of 
antibiotics.The aim of this study was to detect TEM and SHV,two members of ɓ- 
lactamases,among clinical isolates of gram negative bacteria. 

Methods : A total of ̷̹̽ clinical isolates of gram negative bacteria such as Acinetobacter, 
Pseudomonas,Escherichia coli, Enterobacter, Klebsiella ,Proteus, Burkholderia ,and Citrobacter 
from  ̻hospitals in Tehran were screened for detection of blaTEM and blaSHV genes by PCR . 

Results : The prevalence of blaTEM and blaSHV were respectively ̷̾́ and ̽̿́. 

Conclusion : ESBLs genes transposable and may be found on plasmids in gram-negative bacteria 
speacially within the family Enterobacteriaceae.Thus there is need for efficient infection-control 
practices ,and intervention strategies to reduce spread of these increasingly resistant genes. 
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Background and Aim : Klebsiella oxytoca are opportunistic pathogens that are incriminated in 
many nosocomial infections. There is an increase in the prevalence of resistance to different classes 
of antibiotics in Klebsiella species. In some isolates resistance is mediated by the production of 
AmpC beta-lactamases. The goal of this study was the survey for AmpC ɓ-lactamase production 
and characterization of antibiotic resistance profile in Iranian (Shiraz) clinical isolates of Klebsiella 
oxytoca. 

Methods : In this cross-sectional study, thirty-five Klebsiella oxytoca strains were isolated from 
patients hospitalized in Shiraz (Iran) hospitals, and subculture was performed on microbiological 
media including MacConkey agar. The isolates were identified based on biochemical tests 
embedded in the API-̹E̷ system. Standard susceptibility testing (disc diffusion) was performed 
according clinical and laboratory standards institute (CLSI, ̷̸̹̻) guidelines. Phenotypic detection 
of AmpC beta-lactamasec was performed by cefepime and cefoxitin disk test. 

Results : Total ̺ ̼Klebsiella oxytoca isolates were examined that among them  ̻(̸̸̻͂́) isolates 
were AmpC beta-lactamase producing. Among examined antimicrobials, imipenem (̸̷̷́) and 
colistin (̸̷̷́) were most effective drugs against isolates. Respectively, ̿̿͂̽́, ̿̿͂̽́, ̼̿͂̾́ 
and ̼̿͂̾́ isolates were resistant to amikacin, cefoxitin, ciprofloxacin and cefepime. Strains 
showed the most frequent resistance to ceftazidime (̷̹́). All  AmpC beta-lactamase positive 
isolates were sensitive to amikacin, imipenem and colistin. 

Conclusion : Results showed unfortunately third-gerneration cephalosprins are not effective 
against ̷̹́ of infections caused by Klebsiella oxytoca. Resistance to two major classes of 
antibiotics (aminoglycosides and beta-lactams) is increasing among strains and treatment of 
infections causing by this isolates are major problem in future. 

Keywords : Blood, Bacterial infection, Klebsiella oxytoca, Antibiotic resistance, AmpC beta- 
lactamase. 
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Background and Aim : nowadays, the demands for antibacterial fabrics has increased. Using 
synthetic non bio-degrable chemical compounds for these approaches cause environmental and 
health concerns. Alum is used as an astringent and antisepsis in traditional medicine of Zabol city, 
Sistan and Baluchistan province of Iran, and also as a flocculent for water purification among other 
things in crystal form. The purpose of this study is to evaluate the antibacterial effect of the Alum 
considering in the traditional medicine on Escherichia coli isolated from water source of Zabol. 

Methods : using microtitre plate method, different dilutions of alum (̷̹̼͂, ̷̼͂,  ̸and ̹)́ were 
added to ̸̷̿ CFU of Escherichia coli. The Optical Density were recorded for  ̻hours. The data 
were analyzed by SPSS. 

Results : The results revealed the effectiveness of alum in the growth of the tested bacterium. The 
alum were found to be potent against Escherichia coli at a concentration as low as ̹.́ 

Conclusion : A wide variety of natural products has been under scrutiny for their clinical potential, 
both in terms of prevention and treatment. Strong antibacterial activity of alum compared with 
control was shown against Escherichia coli. According to the results, alum can be used as an 
inhibitor of bacterial growth. 
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Background and Aim : Nontypeable Haemophilus influenzae is a major cause of localized 
respiratory tract disease, including otitis media, sinusitis, conjunctivitis, bronchitis and pneumonia, 



and strains of bacteria are very various. For prevention of infection or immunomodulation of 
chronically infected individuals for appropriate humoral and cellular immune mechanisms, we 
need to know available strains in different regions. 

Methods : Bacterial strains and growth. NTHi isolates were grown overnight on ̾ ́chocolate 
agar plates at ̺̾ÁC in ̼ ́CO̹ . DNA amplification. Oligonucleotide primers were designed on 
the basis of the sequence of the hmw̸ A gene Restriction fragment length analysis. Nucleotide 
sequencing. A PCR product of each restriction fragment pattern (rfp) were chosen randomly and 
were sequenced. 

Results : We observed three different patterns with RFLP of products PCR by Taq̸  restriction 
enzyme. We observed by CLC Main Workbench  ̼software that Sample numbers ,̸  ̹and  ̺were 
similar to strains of nontypeable Haemophilus influenzae with GenBank accession numbers (Gan) 
, AỲ̸̻̼̼̾, U̷̼̿̿̾ and AỲ̻̼̼̻̾, respectively. 

Conclusion : We observed that hmw A̸ gene of Nontypeable Haemophilus influenzae in Iran are 
similar to strains of NTHi with GenBank accession numbers, AỲ̸̻̼̼̾, U̷̼̿̿̾ and AỲ̻̼̼̻̾, 
and we found that the restriction fragment pattern  ̺(rfp )̺ that is similar to GenBank accession 
number U̷̼̿̿̾ isnôt indeed in throat isolates but is present in some otitis isolates and rfp  ̸that is 
similar to GenBank accession number AỲ̸̻̼̼̾ is present in pleural fluid, throat, conjunctiva 
and otitis isolates. Based on these observations it is hypothesized that some strains of nontypeable 
Haemophilus influenzae are more willing to specific areas of the body and then infect the area. 
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Background and Aim : Background: Burns and subsequent consequences are a global problem. 
Burn wound infection is one of the most common causes of death in burn injuries. Further, burn 
patients are at high risk for nosocomial infection. Thus, infection control in burn patients especially 
in the first  ̼days after hospitalization is important. Infection control during this time period can 
prevent morbidity and mortality in these patients. Appropriate and accurate antibiotic prescription 
can be considered an important factor in increasing the awareness of patients about proper 
antibiotic use. Aim: The aim of this study was to determine relationship between antibiotics 
prescribed and the results of antibiotic susceptibility testing in microbial laboratory in teaching 
burn hospital in Tehran, Iran. 

Methods : In this cross sectional study, we consider Pseudomonas aeruginosa, Acinetobacter 
baumannii and Staphylococcus aureus as most important cause of nosocomial infection especially 
in burn patients. ̼̹̼ strains of Pseudomonas aeruginosa, Acinetobacter baumannii and 
Staphylococcus aureus were isolated from ̺̺̼ hospitalized burn patients. Identification of the 
strains was performed by biochemistry and microbiological tests. Antibiotic susceptibility tests 
were performed according to CLSI guide line for each bacteria genus. The records were audited 
to find the antibiotic used. 

Results : The results indicated that P. aeruginosa is the most prevalent Gram negative bacteria. 
The results of this study showed some antibiotics prescribed like, imipenem, amikacin, 
ciprofoloxacin and cefepime regardless of the antibiotics susceptibility responds in the lab. 

Conclusion : Infection control is very important in burn care units, because burn wound infection 
is one of the main causes of morbidity and mortality among burn patients. Thus, the appropriate 
prescription of antibiotics can be helpful, but unreasonable prescription can have detrimental 
consequences, including greater expenses to patients and community alike. 
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Background and Aim : Staphylococcus aureus is one of the most isolated bacterial pathogens in 
humans, while it is the causative agent of a wide panel of infections ranging from superficial 
lesions to life-threatening septicemia. Over the past decades it has remained among the top six 
clinically important pathogens. the treatment of infections caused by these bacteria is difficult. 
Even so treatment with newer antibiotics has failed. The aim of this study is to investigate the 
effect of methanolic extract of artemisa on this isolated 

Methods : Staphylococcus aureus isolation were identified by biochemical test such as DNase and 
Mannitol salt agar, coagulase according to finegold . The sensitivity of isolates to cefoxitin and 
oxacilin were evaluated through disk diffusion,Then using polymerase chain reaction (PCR), the 
isolates were Tested for the presence of mecA gene.and extracts susceptibility tests were 
performed by Disc Diffusion and broth microdilution methods by CLSI ̷̸̹̺. ̸g̷r of dried 
artemisa plant was soaked in ̸̷̷ ml methanol (̀̽́, v/v), for a period of ̻ ̿hours without heating. 
Extracts were first filtered through Whatman NO  ̸filter paper to clarify and then through a ̷̻̼͂ 
µm membrane filter. The filtrate was evaporated under reduced pressure in a vacuum evaporator 
and stored at ǘ̻. 

Results : All  of the isolations are sensitive to cefoxitin and oxacilin and also they PCR result 
Acknowledge that all of them showed mecA gene also,the Antibacterial effects minimum 
inhibitory concentration (MIC) of Artemisia methanolic extract was ̸̹̿ (mg/milliliter) for all 
strains. 

Conclusion : The threat caused by Staphylococcus aureus and the need for an effective antibiotic 
incited us to search for a potential anti-infective agent against this pathogen. Staphylococcus 



aureus producers are a major problem in medical centers because our results revealed that 
methanolic extract of artemisa plant had obvious antibacterial activities. . Other evaluations 
considering the different effects of various herbal extracts as antibacterial agents, as well as in vivo 
examination of these extracts, are required to provide a natural, cost effective and strong alternative 
for the traditionally less effective antibiotics which are normally used. 
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Background and Aim : staphylococcus aureus is the positive gram coccus which is able to cause 
different kinds of infection in certain condition. The determination of antibiotic resistance patterns, 
particularly domestic patterns of Iran, is essential for appropiate treatment of staphylococcus 
aureus infection and proper infection control measures in our country. Several virulence factors 
have been described in pathogenesis of Staphylococcus aureus strains. Staphylococcal 
Enterotoxins (SEs) that is one of the most factors, are belonging to important members of bacterial 
superantigens. Superantigens are defined by their ability to stimulate cytokine release from both T 
cells and macrophages.: The aim of this study was to evaluate Antibiotic-resistant of S. aureus 
have Entrotoxin genes in isolates from patients in Ahwaz hospitals. 

Methods : This study was performed on ̸̷̷ clinical samples from patients who were referred to 
the four hospitals in Ahwaz. Samples were collected from urine, blood, skin chips and sputum of 
patients. Staphylococcus aureus isolates were identified by routine bacteriological methods and 
their susceptibility to ̸ ̷antibiotics was determined by disc diffusion method. Genomic DNA was 



extracted by Phenol-chloroform method. The sets of enterotoxin genes (sea-sei) were amplified by 
multiplex PCR. PCR products were analyzed by electrophoresis. 

Results : Among antibiotics tested ̸̷̷ S. aureus isolates were highly resistant against penicillin 
̸̷̷́ followed by Erithromycin ̼̽́, clindamycin ̼̹́, tetracycline ̻̻́, oxacillin ̼̼́, 
cotrimoxazole ̺̺́, ciprofloxacin ̀,́ vancomycin ̷,́ Doxycyclline ̻,́ ceftizoxime ̼̽́ and 
̺ ̻S. aureus have Entrotoxin genes isolates were highly resistant against penicillin ̸̷̷́ followed 
by Erithromycin ̽̿́, clindamycin ̻̀́, tetracycline ̼̽́, oxacillin ̷̼́, cotrimoxazole ̺̹́, 
ciprofloxacin ̀,́ vancomycin ̷,́ Doxycyclline ̀,́ ceftizoxime ̼̺́. Among entrotoxin gens 
tested staphylococcus aureus isolates were sea ̸̼́, seb  ̼%, sec ̺,́ sed ̹,́ seg̸ ̻́, seh ̼,́ 
sei ̽.́ Among entrotoxin gens tested staphylococcus aureus isolates was not see. 

Conclusion : Given the importance of nosocomial Antibiotic-resistant S. aureus infections and the 
role of SEs as superantigen in the development of various diseases, study of these genes in clinical 
specimen is necessary. 

Keywords : Staphylococcus aureus, Antibiotic-resistant, Enterotoxins genes, Ahwaz hospitals, 
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Background and Aim : Acinetobacter spp. is characterized as an important nosocomial pathogen 
and increasing antimicrobial resistance. This opportunistic pathogen is often resistant to a wide 
range of antimicrobials, which renders Acinetobacter infections difficult  to eradicate .Our aim was 
to evaluate antimicrobial susceptibility and tetracycline resistance genes of Acinetobacter spp. 
isolated from hospitalized patients. 



Methods : In this study a total of ̸̷̷ clinical isolate of Acinetobacter baumannii of blood, 
cerebrospinal fluid,Urine, respiratory secretions, wound in ̷̸̹̺ patients Admitted in intensive 
care units of Imam Khomeini Tehran Hospital will  be collected. By using standard biochemical 
techniques such as oxidase, TSI, growth in Macconkey agar, OF, urea, Citrate, growth at ̸ ̺° C, 
SIM, gelatin, lysine decarboxylase, arginine hydrolysis and Dnase species Acinetobacter 
baumannii were identified. ̸̀̽̿̽ ATCC standard strains Acinetobacter baumannii isolates were 
detected as positive control. The antimicrobial susceptibility pattern was determined by using the 
standard disk diffusion method according to CLSI guidelines. DNA was extracted by using DNA 
extraction kit (kia gene). The Distribution of tetA , tetB and tetM genes in all isolates were 
determined by polymerase chain reaction method. 

Results : Almost all isolates were resistant to a wide range of antimicrobials; tetracycline (̾̽́) 
minocycline(̻ ̺́) imipenem (̹̽́) meropenem(̺ ̀́) the lowest resistance rate was found for 
colistin (  ̷%). The tetA, tetB, tetM genes were identified in ̻,̺ ̸ ̿and  ̽isolates respectively. A 
significant correlation was identified between tetA and tetB producing acinetobacter baumannii 
and resistance to tetracycline antibiotics. 

Conclusion : prevalence of tet resistance gene acinetobacter baumannii in the imam Khomeini 
hospital of tehran, indicating the antibiotic resistant is a concern, hence antibiotic prescription 
policy should be revised and infection control measure is necessary to be improved. 
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Background and Aim : Acinetobacter is a nonfermentative Gram-negative cocobacill which 
Separated most of the human resources and the environment.This opportunistic pathogen bacteria 
is typically associated with hospital acquired infections. One of the problems caused by 
Acinetobacter baumannii is multidrug resistance (MDR) such as resistance to fluoroquinolones, 



aminoglycosides, cephalosporins,and carbapenems Our aim was to evaluate antimicrobial 
susceptibility and aminoglycosides resistance genes of Acinetobacter spp. isolated from 
hospitalized patients. 

Methods : By using standard biochemical techniques such as oxidase, TSI, growth in Macconkey 
agar, OF, urea, Citrate, growth at ̸ ̺° C, SIM, gelatin, lysine decarboxylase, arginine hydrolysis 
and Dnase species Acinetobacter baumannii were identified. ̸̷̷ isolates were tested for antibiotic 
resistance by disc diffusion method for ̸ ̷antimicrobials. The antimicrobial susceptibility pattern 
was determined by using the standard disk diffusion method according to CLSI guidelines. The 
presence of aphA̽ , aacC̸  , aphA̸  and aadA̸  were detected using pcr. 

Results : About ̷̾́ of the isolates were resistant to more than  ̺classes of antibiotics and the 
lowest resistance rate was found for colistin (  ̷%). DNA was extracted by using DNA extraction 
kit (kia gene). The, acetyltransferase genes aacC̸  phosphotransferase genes aphA̽ , and 
adenylyltransferase genes aadA̸  and phosphotransferases gene aphA̸  were identified in ̽,̹ ̺,̀ 
̼ ̺and ̽ ̸isolates respectively. ̸̽́ of isolates including all four resistance genes discussed in 
this study. 

Conclusion : The rising trend of aminoglycosidase prouducing Acinetobacter Baumannii in Imam 
khomeini hospital tehran indicating the antibiotic resistant is a concern and Acinetobacter spp, in 
our hospital carrying various kinds of aminoglycoside resistance genes. hence antibiotic 
prescription policy should be revised and infection control measure is necessary to be improved. 
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Background and Aim : Enterococcus are Gram positive, aerotolerant fermentative and catalase- 
negative cocci that are found in the gastrointestinal (GI) tract of mammals, birds and readily 
isolated from soil, surface waters and sediments. The ability of this organism to survive in very 
host environments provides great temptation to be selected as a fecal contaminant indicator. Rep- 
PCR with the BOXA R̹ primer were used to discriminate between Enterococcus isolates and their 
antibiotics profile were assessed. 

Methods : Enterococci isolates was obtained from ̸̷̿ fecal samples. The isolates were identiýed 
by biochemical reaction and specific identification was confirmed by PCR with species specific 
primer. All  of the isolates were subjected to Rep typing and antimicrobial susceptibility tests. 

Results : Rep-PCR analysis of ̸̷̿ isolates showed ̀ ̺REP types with forty-five single types (ST̸  
to ST̻ )̼ and forty-eight common types (CT  ̸to ̻)̿. Antibiotic susceptibility tests exhibited that 
̼ ̺(̹̀/̻́), ̻ ̺(̹̺/̿́), ̸ ̸(̽/̸́) and  ̀(̼)́ were resistant to erythromycin, tetracycline, 
gentamicin and ciprofloxacin respectively but among the isolates, sixteen were multi drug 
resistance (MDR). These MDR isolates showed ̸ ̸Rep types with seven single types and four 
common types. 

Conclusion : This study showed that our MDR isolates were homogeneous (̼̽/̹́ of isolates had 
̀ ̼% similarity) and high rate of resistance to tetracycline and erythromycin (̸̿/̹́) was observed 
in these isolates. The concern about these normal flora isolates are the pathogenic potential of these 
bacteria through the horizontal transfer of antibiotic resistance and virulence genes. 
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Background and Aim : Streptococcus agalactiae (group B streptococci, GBS) is a colonizing 
microorganism in pregnant women and without causing symptoms. Colonization of GBS in the 
rectovaginal region in late of pregnancy is a risk factor for newborn diseases. Aim of this study 
was determination of GBS prevalence among vaginal and anorectal specimens at gestation females 
by PCR and culture-based methods. 

Methods : In this study, ̸̺̾ rectal and vaginal swabs were separately collected from women with 
gestational age of ̺-̼̺ ̾weeks during eight month from July ̷̸̹̺ to March ̷̸̹̻ at teaching 
hospital of Razi, Ahvaz, Iran. All  of samples were enrichment in selective culture media Todd- 
Hewitt broth during ̹h̻ and recognized by standard culture using Blood agar, phenotypic tests 
and amplification of cfb gene. 

Results : In this study, out of ̸̺̾ rectal samples, ̻ ̹(̷̺͂̾́) samples were positive based on 
culture method and ̼(̸̻̾͂̽́) samples were positive by PCR technique. Also, out of ̸̺̾ vaginal 
samples, ̺(̹̿̾͂̾́) samples were positive by culture and ̽(̷̻̺͂̿́) samples were positive by 
PCR. Chance of colonization with GBS in females with a late UTI history had increased. 

Conclusion : According to our study, the frequency of GBS culture from rectal samples was higher 
than vaginal samples. However, the detection percent of GBS by using PCR from vaginal samples 
was higher than rectal samples. In other hand, the culture is a time consuming method requiring at 
least ̻h̿ for GBS fully identification but PCR is a sensitive and rapid technique in detection of 
GBS that result was acquired during h̺. 
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Background and Aim : Group A ɓ-Hemolytic Streptococci are the most prevalent pathogenic 
bacteria that can cause rheumatic fever and acute glomerulonephritis in adolescents so its correct 
diagnosis and treatment is very important. 

Methods : This study was done with multi stage random sampling method between three hundred 
̸-̸̹ ̻year old healthy school students in the city of jolfa. Sixty seven group A ɓ-Hemolytic 
Streptococcus (GABHS) strains were isolated and were tested with disc diffusion method against 
sixteen antibiotics including Penicillin, Erythromycin and some second line drugs such as 
Amoxicillin, Ampicillin, Co-amoxiclav, Tobramycin, Gentamicin, Clindamycin, Vancomycin, 
Tetracycline, Cotrimoxazole, Cloxacillin, Cephalothin, Cephalaxin, Cefazolin, Cefixime. 

Results : This study indicated that of ̷̷̺ students, ̹̹́ were healthy carriers of GABHS. Of ̽ ̾
healthy carriers, ̸ ̾cases (̹́̾) were female students of first base class that was the highest rate, 
whereas  ̻cases (̼́̿͂) were female students of second base class that was the lowest rate. 

Conclusion : All  of GABHS strains (̸̷̷́) were sensitive to Penicillin and resistance to 
Cotrimoxazole and Clavulanic acid were detected up to ̹́̀ and ́̿̀ respectively. Our results 
showed that prescription of second line drugs must be prescripted more cautiously. 

Keywords : Group A ɓ-Hemolytic Streptococci, bacterial resistance, healthy carriers, students, 
city of jolfa. 
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Background and Aim : Background: The increased susceptibility of severely injured patients to 
infection and death from sepsis has been attributed to abnormalities in cell-mediated immunity. 
Combined of aminoglycosides and cephalosporin are used from day one on wards, to treat 
infections (caused by bacteria) in many different parts of the body. Aim: The present study used 
flowcytometric immunofluorescence analyses by using monoclonal antibodies to investigate 
changes in number and phenotype of lymphocytes from ̼ ̻severely burn patients who used above 
antibiotics. 

Methods : Methods: Patients admitted to the Motahary burn center in Tehran with burns from ̺ ̷
to Ó ̷̾́ total body surface area (TBSA).Data were collected and analyzed using SPSS software. 
One-way ANOVA , mean ± S.E M.A , Value of P<̷ ̷̼͂ was considered significantly different. 

Results : Results: Results were compared to normal controls. Patients with burns of ̷̺́ (TBSA) 
or greater had a significant reduction (P<̷ ̷̼͂) in CD +̺ and CD +̻ T cells up to  ̾days post- burn. 
Following thermal injury a reduction in CD +̿ T cells was observed up to  ̾days in patients with 
burns of ̷̾́ TBSA or greater injury, who became septic . The only few patients in the severe 
sepsis group who survived were those given aminoglycosides alone. 

Conclusion : Conclusion: These data suggest that, changes of circulating lymphocyte subset cells 
could be related with the use of these antibiotics before the clinical onset of sepsis .Because early 
infection may be easier to eradicate. 
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Background and Aim : Bacteria have the genetic ability to transfer and acquire drug resistance 
factors. In recent years, the inappropriate use of antibiotics has led to drug resistance among 
bacteria, cause to untreatable ósuperbugsô and high death in clinics throughout the world, 
particularly among the patients with suppressed immunity system. The recent emergence of 
multidrug-resistant (MDR) Pseudomonas aeruginosa has become a serious problem in healthcare 
settings worldwide.The aim of this study was to evaluate the antibacterial activity of Zataria 
multiþora Boiss and Olea europaea extracts on IMP-producing P.aeruginosa strains. 

Methods : This descriptive study was carried out on hospitalized burnt patients during ̷̸̹̹ year. 
Antibiotics and extracts susceptibility tests were performed by disc diffusion and broth 
microdilution methods based on Clinical Laboratory Standards Institute (CLSI) guidelines. MBL 
detection was performed by Combination Disk Diffusion Test (CDDT) .The bla(VIM) and 
bla(IMP) genes were detected by PCR and sequencing methods. 

Results : Using Combination Disk Diffusion test method, it was found that among ̿ ̺imipenem 
non-susceptible P.aeruginosa strains, ̻ ̿(̼̾͂̀́) were MBL producers. PCR and Sequencing 
methods proved that these isolates were positive for blaIMP-  ̸genes, whereas none were positive 
for bla(VIM) genes. The nucleotide sequence data reported in this paper have been submitted to 
the GenBank sequence database and assigned accession no.JX̽ ̸̸̻̺̿. The mortality rate due to 
MBL-producing Pseudomonas infection was (̻̺̿͂́) among the hospitalized patients. It was 
shown that Zataria multiþora extracts had the highest antibacterial effect on standard and IMP- 
producing P.aeruginosa strains in ̹̼̽͂ mg/ml concentration and Olea europaea extracts in ̸̷̷ 
mg/ml. 

Conclusion : The prevalence of beta-lactamase-producing pseudomonas aeruginosa detected in 
this study is of great concern and highlights the need of infection control measures including 
antibacterial management and prompt identification of beta-lactamase-producing isolates. In this 
study, it was shown that extracts of Z.multiþora has higher antibacterial effects on ɓ-lactamase 
producer P.aeruginosa strains than other extracts and antibiotics. 

Keywords : Evaluation of Antibacterial Effects , Olea europaea, Zataria multiþora , Pseudomonas 
aeruginosa 
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Background and Aim : In discriminate use of antibiotic in our society today has led to appears 
resistance to antibiotics.This survey consider to use the extract of the Cinnamon and also survey 
on extract on bacteria whose cause Urinary Tract Infections(UTI),and compare this with common 
antibiotics prescription. 

Methods : Cinnamon extract performed with boil water by maceration and hydrodistilation by 
clevenjer methods,respectively.Urine samples was collected from patients and then was cultured 
on MacConkey,blood agar,EMB media,and bile esculin agar at microbiology laboratory.To 
identify the Klebsiella pneumoniae was used special test,including:ONPG test,Esculin 
hydrolysis,Urea hydrolysis and IMViC  test.Enterococcus faecalis was diagnosed with special test 
including:catalase,oxidase,PYR test,NaCl tolerance (̼̽͂́) and Esculin hydrolysis.Two methods 
had used.First was disc diffusion test and second was Minimal Inhibition Concentration(MIC). 

Results : Enterococcus faecalis had ̸̷̷́ sensitivity to extract and cotrimoxazole but ̼̿́ to 
nalidixic acid.Klebsiella pneumoniae had ̾̀́ sensitivity to cotrimoxazole,̾ ̼́ to nalidixic acid 
and resistance to extract.Extract had inhibition effect on Enterococcus faecalis till  ̸/̸̹̿ in tube 
method. 



Conclusion : According to results of this research,Cinnamon extract have a much more 
effectiveness in inhibiting the growth of Gram-positive bacteria compared to Gram-negative 
bacteria. 
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Background and Aim : Nontypeable Haemophilus influenzae (NTHi) is a major cause of 
localized respiratory tract disease, including otitis media, sinusitis, conjunctivitis, bronchitis and 
pneumonia, and strains of bacteria are very various. For prevention of infection or 
immunomodulation of chronically infected individuals for appropriate humoral and cellular 
immune mechanisms, we need to know available strains in different regions. 

Methods : Bacterial strains and growth. Nontypeable Haemophilus influenzae strains were 
obtained from three infection sites: nasopharyngeal or throat isolates from healthy children, strains 
cultured from middle ear aspirates from children with otitis media. DNA amplification. 
Oligonucleotide primers were designed on the basis of the sequence of the hia gene. Regions with 
low variability were chosen. 

Results : After evaluation of prevalence of Hia adhesion, we observed  ̀out of ̺ ̹samples, or in 
other words ̹̿́ of samples have Hia adhesion on surface. 

Conclusion : In this study, we determined the prevalence of Hia adhesion in a collection of ̺  ̹
NTHi isolates collected between ̷̸̸̹ and ̷̸̹̺ from the throat isolates of healthy children, the 
middle ears of children with otitis media and pleural fluid and conjunctiva isolates obtained from 
children with invasive disease. The hia prevalence (̹̿́) in this isolate collection was consistent 
with previous studies, which report prevalences ranging from ̸ ̼to ̷̻́. 
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Background and Aim : Acinetobacter baumannii is one of the most important pathogens capable 
of colonization in burn patients, leading to drug-resistant wound infections. This study evaluated 
the distribution of the AdeABC efflux system genes, determined the sequences of AdeR-AdeS 
regulatory system and analyzed the role of mutations in ciprofloxacin-resistant A. Baumannii 
isolates collected from burn patients. 

Methods : A total of ̽ ̿A. baumannii clinical strains were isolated from patients hospitalized in 
Motahari Burns Center in Tehran, Iran. Ciprofloxacin susceptibility was tested by the disk 
diffusion and agar dilution methods. PCR amplification of the adeRS-adeB drug efflux genes was 
performed for all resistant and susceptible isolates. To assess the role of the efflux pump in 
ciproþoxacin nonsusceptibility, isolates were screened in the presence/absence of carbonyl 
cyanide -̺chlorophenylhydrazone (CCCP). Sequencing for the adeR and adeS regulatory genes 
was done in isolates with active efflux pump. 

Results : ̽ ̼out of ̽ ̿(̼̀͂̽́) Acinetobacter isolates were resistant to ciprofloxacin, with 
minimum inhibitory concentration (MIC) values ranging from  ̻to Ó̸ ̹̿ µg/mL. All  ̽ ̿isolates 
were positive for the adeRS-adeB genes. The ciprofloxacin MIC was decreased > -̹ to ̽-̻fold in 
the presence of CCCP in ̺ ̷out of ̽ ̼(̸̻̽͂́) resistant isolates. ̿̽͂̾́ of these efflux positive 
isolates showed mutations in the AdeRS regulatory system. 

Conclusion : The results showed that AdeABC genes are common in A. baumannii, which might 
be associated with ciprofloxacin non-susceptibility, as indicated by the observed linkage to the 



presence of the genes essential for the activity of the AdeABC, a variety of single mutations in the 
adeRS regulatory system, and an increase of ciprofloxacin susceptibility in the presence of CCCP. 
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Background and Aim : We investigated the contribution of gyrA and parC mutational mechanism 
in decreased ciprofloxacin susceptibility of Acinetobacter baumannii isolated from burn wound 
infections. 

Methods : Ciprofloxacin susceptibility of ̼ ̷A.baumannii isolates was evaluated by disk diffusion 
and agar dilution methods. PCR and sequencing were performed for detection of mutation in 
quinolone resistance determining region (QRDR) of gyrA and parC genes. 

Results : Overall, ̻ ̻and  ̻isolates of A.baumannii exhibited full  and intermediateȤresistant to 
ciprofloxacin, respectively. The sequences from ̻ ̼resistant isolates were divided into  ̼groups 
(I-V) on the basis of mutations in gyrA (Ser̿ L̺eu, and Gly̿A̸sp), and parC (Ser̿ L̷eu, 
Glu̿L̻ys, and Gly̾C̿ys). The ̻ ̹isolates with double mutations of gyrA and parC genes (groups 
III -V) showed a higher level of ciprofloxacin resistance than the  ̺isolates with single mutations 
of gyrA or parC (groups I-II)  (MIC of  ̿to more than ̸̹̿ µg/mL). 

Conclusion : The concurrent mutations within QRDR regions of the gyrA and parC genes are 
expected to play a major role in high-level þuoroquinolone resistance among A.baumannii isolates; 
albeit, a single mutation in DNA topoisomerase IV could occasionally be associated with 
intermediate-resistance to these antimicrobials. 
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Background and Aim : Multi -drug resistant is a growing problem and a serious threat to human 
health. Escherichia coli is a ubiquitous commensal bacterium in the intestinal tract and is also as 
well as one of the most important cause of infectious diseases. The present study was carried out 
to evaluate the prevalence of resistance genes to quinolone in E. coli isolates from HIV and 
thalassemia patients in the south-east of Iran (Kerman). 

Methods : This study was done with ̽ ̹and ̻ ̺E. coli isolates from healthy fecal and urine 
samples of thalassemia and HIV infected patients, respectively. The E. coli isolates of HIV patients 
were recovered from healthy fecal samples (n=̻)̷ followed by isolates from urine (n= )̺. Among 
̽ ̹E. coli isolates of thalassemia patients, ̼ ̾isolates were recovered from healthy fecal samples 
and  ̼isolates from urine samples. The E. coli isolates were confirmed using biochemical API ̹E̷ 
identification system. The DNA of the E. coli isolates was extracted by lysis method. The 
confirmed isolates were studied to prevalence qnrB and qnrS genes by PCR. 



Results : More than ̷̾́ (̻̾/̸̷̼) of all the E. coli isolates harbored qnr genes. The quinolone 
encoding genes qnrS and qnrB were present in ̾̽͂̿́ (̺̺/̻̺) and ̸̻́ (̽/̻̺) of HIV patient 
isolates, respectively. Among the thalassemia patients E. coli isolates, ̺ ̾(̼̀͂̾́) isolates were 
positive for qnrS and  ̺(̻͂̀́) isolates for qnrB genes. 

Conclusion : Our study results showed a high prevalence of genes encoding quinolone especially 
qnrS gene in the HIV and thalassemia patients E. coli isolates. 
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Background and Aim : A quadruplex PCR assay recently has been developed for categories E. 
coli strains to phylogenetic groups A, B ,̸ B ,̹ C, D, E, F and clade I. The aims of this study were 
to identify the phylogenetic groups of E. coli based on new Clermont phylotyping method from 
HIV and thalassemia patients in Kerman, Iran. 

Methods : Sixty two E. coli isolates were recovered from healthy fecal and urine samples from 
thalassemia patients. The E. coli isolates were recovered from healthy fecal samples (n=̼)̾ 
followed by isolates from urine (n= )̼. The E. coli isolates were confirmed using biochemical API 



̹E̷ identification system. The DNA of the E. coli isolates was extracted by lysis method. The 
confirmed isolates were studied to determine phylogenetic groups by PCR. 

Results : According to the results, the predominant phylogenetic group in healthy fecal samples 
was A (̸̺̼͂́; ̷̹/̼̾) followed by B  ̸(̸̺̀͂́; ̸̸/̼̾), D (̸̸̻͂́; ̿/̼̾), B  ̹(̸̷͂̽́; ̽/̼̾), 
unknown (̸̼͂̿́; ̀/̼̾) and C, F and clade I (each ̸͂̿́; ̸/̼̾). PCR assays for phylotyping of 
urine isolates indicated that the strains distributed in four phylogenetic groups including two 
isolates (̷̻́) in B  ̹and one isolate (̷̹́) in B ,̸ clade I and unknown groups. 

Conclusion : The present study indicated that majority of E. coli isolates distributed among phylo- 
group A. About ̹̹́ of E. coli isolates belong to the newly described phylogroups C, F, clade I 
and unknown. Future studies are needed to be done also in other regions to provide greater 
understanding of the prevalence of different phylogenetic groups. 
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Background and Aim : Diarrheagenic Escherichia coli pathotypes are one of the major leading 
bacterial causes of diarrhea in both developing and industrialized countries. Enteroinvasive E. coli 
(EIEC) is major etiological agent of bacillary dysentery that responsible for a substantial 
proportion of acute diarrhoeal diseases worldwide. Enterotoxigenic E. coli (ETEC) is the most 
common bacterial cause of diarrhea in all age groups in regions with poor sanitation and the major 
cause of diarrhea in travelers to developing countries. The purpose of the present study was to 



analyze the distribution of ETEC and EIEC genes in E. coli isolated from patients with diarrhea in 
Sirjan. 

Methods : A total of ̸̸̷ E. coli isolates were obtained from diarrhea patients in Sirjan, southeast 
of Iran. DNA of E. coli isolates was extracted by boiling method. The confirmed isolates were 
examined to prevalence of selected pathotypes genes including ETEC (LT+, ST+) and EIEC 
(ipaH+) by PCR. The reference strains including E. coli H̸̷̷̻̾ and E. coli ̿b̼ were used as 
positive controls for detection of the ETEC and EIEC pathotypes respectively. Nonpathogenic E. 
coli strain MG̸̼̼̽ was used as a negative control. 

Results : Out of ̸̸̷ E. coli isolates, ̺ ̹isolates (̷̹̀͂̀́) were positive for ETEC (LT and ST 
genes) and  ̽isolates (̼̻̼͂́) possessed EIEC (ipaH gene) pathotypes. According to the results, 
ETEC was the most common pathotype with ̸ ̼isolates possessed both LT and ST genes, ̸  ̷
isolates possessed only ST gene and  ̾isolates possessed LT gene. 

Conclusion : This study indicated the importance of ETEC pathotype in the patient with diarrhea 
in Sirjan city. 
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Background and Aim : Foodborne diseases are the major developing challenge in contemporary 
human societies. In many parts of the world, the epidemiological investigation have been shown 



increasing in infections causing by Salmonella serovars. Emerging the drug resistance and multi 
drug resistance in this species are a major global concern. So, good knowledge about antimicrobial 
resistance pattern, knowing the serotypes of Salmonella and typing of microorganisms by PCR is 
very important to treat foodborne diseases. 

Methods : : In this study ̸̸̾ foodborne outbreaks including ̸̽̿ stool samples from different 
provinces of Iran were collected during years ̷̸̹̻ and ̷̸̹̼. All  isolates of Salmonella were 
examined according to Culture, Antibiogram and molecular methods. 

Results : Among ̸̽̿ examined samples collected from different provinces statiscally, most of 
foodborne outbreaks (̻̾́) are happening in summer. Among Iran provinces, Yazd with (̹̹͂̿́) 
and and Zanjan with (̸̺̻̻͂́) have the most foodborne outbreaks. Among the isolates of 
Salmonella men according to gender and children between -̸̾ ̹and adults between ̹-̼̺ ̼years 
according to age are predominant groups., diarrhea, vomiting, Nausea,fever and crump , are the 
major symptoms. All  isolates of Salmonella were sensitive to Ceftazidim (̸̷̷́) and then, were 
sensitive to Chloramphenicole and Amoxicillin  (̻̻̀͂ %). 

Conclusion : Having good knowledge about type of bacterial agent of foodborne diseases and also 
its medicin resistance pattern plays a very important role to reduce foodborne outbreaks, treatment, 
prevention and outbreak control activities 
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Background and Aim : ESBL-producing K. pneumoniaare increasingly been reported as the 
cause of severe infections in intensive care and surgical units. Across sectional study was carried 



out to investigate the prevalence of the CTX-M Extended-Spectrum ɓ-Lactamase genes in 
Klebsiella pneumonia isolated from clinical sample in, Arak-Iran. 

Methods : A total of ̸̷̷ K. pneumonia isolates were collected from clinical specimens obtained 
in the Valiasr hospital between March and Septemberôs ̷̸̸̹.The antimicrobial susceptibility 
pattern was determined by using the standard disk diffusion method according to CLSI guidelines. 
The Distribution of CTX-M- ,̸ CTX-M- ,̹ CTX-M-  ̿and CTX-M-  ̀genes in all isolates were 
determined by polymerase chain reaction method. 

Results : Almost all isolates were resistant to a wide range of antimicrobials; the lowest resistance 
rate was found for colistin (  ̷%) and imipenem (̀)́. The CTX-M ,̸ CTX-M ,̹ CTX-M  ̿and 
CTX-M-  ̀genes were identified in ̾,̷ ,̾  ̾and ̺ ̻isolates respectively.A significant correlation 
wasidentifiedbetweenESBL-producingK.pneumoniaandresistanceto 
cefotaxime,ceftazidimeand ceftriaxone antibiotics. 

Conclusion : Emergence of ESBL-producing K. pneumonia in the central teaching hospital of 
Arak, indicating the antibiotic resistant is a concern, hence antibiotic prescription policy should be 
revised and infection control measure is necessary to be improved. 
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Background and Aim : Staphylococcus aureus nasal colonization is common among humans, 
and causality between carriage and invasive diseases has been substantiated. PantonðValentine 
leukocidin (PVL), one of these pathogenic determinants, is a bicomponent cytotoxin encoded by 
the pvl genes luk-S-PV and luk-FPV. The PVL genes are predominantly associated with S. aureus 



strains that cause community acquired infections, including skin and soft-tissue abscesses, 
necrotizing pneumonia and invasive osteomyelitis. A cross sectional study was carried out to 
investigate the prevalence of pvl gene among S.aureus isolated from Iranian healthy student. 

Methods : A total of ̼̽̿ nasal swabs were collected from healthy students at Arak university of 
Medical sciences located in center of Iran. All  samples were subjected to S. aureusïspeciýc 
isolation procedures (catalase, Coagulase, clumping factor, DNase, thermostable nuclease, ̸̹̽ bp 
of sa̻ ̻̹ gene), all strains were subjected to PVL toxin gene PCR. 

Results : ̿ ̻S. aureus strains isolated from the anterior nares of ̼̽̿ healthy students. Among the 
̿ ̻community acquired Staphylococcus aureus, ̺̾͂̽ %( ̺)̹ isolates were PVL PCR positive 
which was confirmed by sequencing. 

Conclusion : Our study shows that prevalence of PVL among carriage S. aureus(̺ ̾͂̽́) isolates 
is higher than many previous reports. molecular epidemiology of PVL-positive strains is essential 
to monitor their spread in the community and its association with infections. 
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Background and Aim : Plasmid-mediated quinolone resistance (qnr) is a growing clinical 
concern worldwide. The main aims of this study were to detect qnr-encoding genes and to evaluate 
the clonal relatedness of qnr-positive E. cloacae isolates 

Methods : A total of ̸̸̽ quinolone non-susceptible E. cloacae isolates were obtained from 
hospitals of Qazvin, Karaj, and Tehran (Iran). Bacterial identification was performed by standard 
laboratory methods and API ̹E̷ strips. Quinolone resistance was determined by Kirby-Bauer disk 
diffusion method. PCR and sequencing were employed to detect qnrA, qnrB, and qnrS genes and 
the clonal relatedness was assessed by enterobacterial repetitive intergenic consensus (ERIC)-PCR 
method. 

Results : In total, ̻(̼̺̿͂̿́) and ̾(̸̸̹̽͂́) of isolates showed high and low-level quinolone 
resistance, respectively. Qnr-encoding genes were present in ̾ ̷(̷̺̻̽͂́) isolates among those 
qnrB̸  (̺̿͂̿́) was the most common gene followed by qnrS̸  (̸̹̻͂́), and qnrB̻  (̸̼̼͂́) either 
alone or in combination. The results from ERIC-PCR revealed that ̼ ̺(̸̼̾͂̾́) qnr-positive 
isolates were genetically unrelated. 

Conclusion : This study describes for the first time the high emergence of qnrB̸ , qnrS̸  and qnrB̻  
genes among E. cloacae isolates in Iran. 

Keywords : Enterobacter cloacae, Qnr, ERIC-PCR 
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Background and Aim : Multidrug-resistant Gram-negative organisms have emerged as a major 
threat to hospitalized patients and have been associated with mortality rates ranging from ̺ ̷to ̾ ̷



percent. Clinical resistance to aminoglycoside antibiotic is primarily the result of enzymes that 
covalently modify the antibiotics by N-acetylation, O-acetylation or O-phosphorylation. The major 
mechanism of resistance to aminoglycosides is the production of aminoglycoside-modifying 
enzymes. The aim of the present study was to investigate the occurrence of aminoglycoside 
resistance and the prevalence of two important modifying enzyme genes (aac ( ô̽)-I, aac ( ô̽)-II)  in 
gram-negative bacteria in Tabriz and Uremia cities. 

Methods : A total of ̿ ̷Pseudomonas aeruginosa and Acinetobacter baumannii isolates were 
collected from three hospitals during a one year period. Bacterial identification and species 
determination were carried out by standard biochemical tests. Antimicrobial susceptibility was 
evaluated by disc diffusion agar method. The frequency of acetyltransferase genes in the isolates 
was determined by Polymerase Chain Reaction. 

Results : The results of this study showed that resistance rates, as determined by the disc diffusion 
method, were as follow: Gentamicin (̸̼̹͂́), Amikacin (̸̼̾͂́), and Tobramycin (̸̹̽͂́) in all 
of isolates. Of the genes examined aac ( ô̽)-I (̼̾́) was the most frequently identified gene in 
phenotypic resistant isolates, followed by aac ( ô̽)-II  (̼̺́). 

Conclusion : One of antibiotics in empiric therapy is selected from aminoglycosides. High 
frequency of aminoglycoside-modifying enzyme producing bacteria in this study showed necessity 
of local surveillance for this type of resistance. 

Keywords : Aminoglycoside-modifying enzyme, Gram-negative organisms, Acetyltransferase 
gene, resistance. 
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