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Abstract: Epstein-Barr virus(EBV) has a high prevalence of infection worldwide, with early onset of a-
symptomatic latent infection,and has been shown to be closely associated with the development of many lym-
phomas and lymphoproliferative disorders. These diseases are characterized by both viral infection and involve-
ment of the blood and lymphatic system,with complex clinical manifestations and poor prognosis,which pose
problems in the diagnosis and selection of treatment options. Early detection and intervention are essential for
the prevention and treatment of EBV-related diseases. However, traditional detection methods face the diffi-
culties of viral leakage and the complex genetic features of EBV-associated lymphomas,and there is an urgent
need for new detection techniques to assist in the diagnosis of the disease. This article mainly focuses on the
clinical features of common EBV-associated lymphomas and the research progress of the corresponding detec-

tion technologies.
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