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Abstract;: Lymphoma is a highly heterogeneous malignancy characterized by complex molecular regulatory

mechanisms that result in significant differences in aggressiveness and prognosis across its subtypes. Gene
copy number alteration (CNA) analysis.,an emerging technology,has become a pivotal tool in the precision re-
search and management of lymphoma. By detecting DNA deletions, amplifications, and chromosomal copy
number changes,CNA analysis addresses the limitations of traditional cytogenetic techniques,enhances the ac-
curacy of subtype classification, and aids in evaluating tumor heterogeneity and disease progression. This re-
view provides a comprehensive summary of CNA detection methods and their applications in lymphoma, with
a focus on recent advancements in the field. It offers a comparative analysis of CNA detection techniques and
discusses their role in precision diagnosis, subtype classification, monitoring disease progression, predicting
therapeutic resistance,and assessing prognosis. Additionally, the review explores the potential applications of
CNA analysis in uncovering molecular regulatory mechanisms, optimizing therapeutic strategies,and impro-
ving patient survival outcomes.
clinical application
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