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Abstract: The clearance of cancer cells is closely associated with the prognosis of various hematologic

malignancies. Clinical studies have shown that minimal residual disease (MRD) can directly reflect the clearance of
cancer cells, but the tools for MRD detection need to be improved. This article reviews the latest advances in the MRD

detection by digital polymerase chain reaction and next-generation sequencing in B-cell lymphoproliferative disease.
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