

Abstract 
Epstein-Barr virus in Algerian Breast Cancer.
 “Research of the Genome and Quantification of Viral Load and correlation with expression of genes of Matrix metalloproteinase and VEGF”

[bookmark: _GoBack]Nearly every person is infected with the Epstein-Barr-Virus (EBV) and remains infected for life. While almost all EBV infections are benign, a small percentage of infected persons develop cancers. EBV is associated with 100% of NPC (Undifferentiated Nasopharyngeal Carcinoma). This type of cancer is increasing in Algeria with other forms of cancer also supposed to be linked to EBV infections in our country. Recent studies suggested a link between EBV and breast cancer which can provide new insights and help identify women at risk using the virus as a tumor marker. The association of EBV with breast cancer remains controversial. A study on the presence of EBV and the quantification of the viral load in breast tumors (frozen biopsies) was realized using quantitative real time PCR. These results show that the EBV genome was detected in approximately 78% of tumor samples and in different DNA extractions from several pieces within the same tumor; however the number  of copies of EBV remains low. The viral load was found to be highly variable from one tumor to another and within the same tumor. EBV genome is heterogeneously distributed in the tumor and this could be due to either a poor storage of samples, the heterogeneity of cancerous tissues or even to the limit of sensitivity of the technique used. We also investigated the expression of a panel of genes implicated in angiogenesis (VEGF) and matrix metalloproteinase (MMPs) in our samples. The aim of this study is to explore these genes and correlate their expression with the tumors that are EBV-positive, using quantitative reverse transcriptase (RT-PCR). We focused on MMP2, MMP9, MMP14, EMMPRIN, VEGF165, VEGF121, we examined whether the RNA expressions of these MMPs and VEGF are associated with high viral load. The results obtained clearly indicate that the product of some of these genes is indeed present in our samples, and their quantity is greater in EBV positive tumors compared to EBV negative cells. All of these results allow us to suggest that EBV positive samples could have a role in tumor development and progression; in fact EBV infected cells could secrete factors involved in tumor invasion such as MMPs and VEGF angiogenesis
