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Epstein—Barr virus (EBV) is a member of the herpesvirus family, one of the most common human viruses, and the first human
oncogenic virus to be discovered. Infecting more than 90% of adults worldwide it establishes a lifelong infection in B lymphocytes
and epithelial cells. In most individuals, EBV infection occurs during childhood and remains asymptomatic or causes mild illness.
However, when acquired later in life, it can lead to infectious mononucleosis, characterized by fever, sore throat, and lymph node
swelling. EBV has a unique ability to persist in the body by alternating between latent and lytic phases, allowing it to evade
immune surveillance and remain dormant for years.

Beyond acute infection, EBV plays a significant role in the development of several diseases, including various cancers and
autoimmune disorders. It is strongly linked to malignancies such as Burkitt lymphoma, nasopharyngeal carcinoma, and certain
types of Hodgkin and non-Hodgkin lymphomas. EBV’s contribution to cancer arises from its capacity to drive uncontrolled B cell
proliferation, alter immune signaling, and influence epigenetic and transcriptional regulation. The virus has also been implicated in
autoimmune diseases such as multiple sclerosis and systemic lupus erythematosus, where chronic immune activation and
molecular mimicry may play a role.

The outcome and severity of EBV infection can vary considerably among populations due to genetic, environmental, and
mmunological factors. For example, nasopharyngeal carcinoma is endemic in Southeast Asia, while Burkitt lymphoma is most
prevalent in sub-Saharan Africa, often coexisting with malaria infection. These differences suggest that host genetics, co-
infections, and regional environmental influences shape the immune response to EBV and modulate disease risk. Understanding
these population-specific patterns is crucial for developing tailored prevention and treatment strategies for EBV-associated
diseases.
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