The Most Frequent HPV Genotypes in Women with Cervical Cancer in Southwest of Iran
Abstract

Background: Human Papillomaviruses (HPVs) belong to Papillomaviridea family that is capable of infecting humans. Some HPV types are the causes of getting cervix cancer. It's clear that cervical cancer ranked as the second most common cancer in women in the world. HPV infection and the risk of the development of cervical cancer are strongly related to cancer-associated HPV genotypes which are more than known fifteen types.

Objectives: determining the HPV genotypes distribution in women with cervical cancer in Khuzestan province which located at southwest of Iran.

Methods: 75 archival cervical carcinoma tissue samples were studied for the presence of HPV DNA and determination of the genotypes by PCR and Sequencing. Genomic DNA was extracted from the FFPE cervical tissues and then subjected for the PCR based amplification with subsequent direct sequencing of the HPV positive PCR products.

Results: The mean age of patients was 56. There were 42 samples with HPV DNA by using GP5+ and GP6+ primers. The result of HPV genotyping have been distinguished as follow: 33 samples as HPV-16, 4 samples as HPV-18, 1 sample for each HPV-54, 56 and 58 genotypes and 2 samples remained unknown.

Conclusions: Detecting HPV genotypes absolutely shed light on guidelines cervical cancer screening and vaccination policy in our country and in other developing countries. Collectively, our results suggest that HPV-16 is the frequent high risk HPV type in our patients and these certain type of Human Papillomavirus are the main causes of most cervical cancer. 
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