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Background: Pseudomonas aeruginosa is one of the most top five pathogens causing Health Care Associated  Infection. The biofilm formation is nowadays a major problem as this render the pathogen resistant to antibiotics and disinfectants. 
Aim: The aim of this study is to examine the prevalence of virulence genes in clinical isolates of P. aeruginosa isolated from Suez Canal University Hospitals) in respect to the site of infection and antimicrobial resistance of the strains.
Materials and methods: A cross-sectional descriptive study was carried out from December 2015 to August 2017  on 47 P.  aeruginosa strains collected from hospitalized patients. To detect biofilm formation we used Tissue culture plate method. The virulence genes (toxA, algD, nan1, pslA and pelA) were amplified by using PCR technique. 
Results: The highest percentage of P. aeruginosa was isolated from pus of the wounds and burn (38.3%), then 31.9% from urine, 19.1% from sputum and 10.6% from blood samples .	The highest sensitivity was to Imipenem and Ciprofloxacin (85.1% and 68.1% respectively), while the highest resistance was to Cefepime and Ceftazidime (68.1% for both of them). The percentages of the virulence genes were:  toxA gene was detected in 45 isolates (95.7%), algD gene in 42 isolates (89.4%), pslA in 42 isolates (89.4%) %), pelA cted in 41 isolates (87.2%) and nan1gene was detected in 19 isolates (40.4).
Conclusion and Recommendation:  We conclude that there is relationship between virulence genes and biofilm formation in P. aeruginosa. We  recommend to do several studies on attenuation of virulence factors of P. aeruginosa by using multiple substances and identify inhibitors of the QS  transcription factor or multiple virulence factor regulator (MvfR) that regulates functions important in both acute and persistent infections of P. aeruginosa



