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Epigenetic assays correlate well with flow cytometric cell

Introduction

Epigenetic markers for naive, memory and IgM+ B-cell

analysis in CLL patient samples

subpopulations

CLL is a rare hematological cancer classified as low-malignancy non-Hodgkin lymphoma.
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unmethylated variant and the specifically unmethylated gene, the relative number of cells

with this trait can be identified (and counted) regulatory T cells in peripheral blood and solid tissue. Cancer Res. 2009 Jan 15;69(2):599-608

e At a cut off of 1026 B cells/uL a 92% sensitivity and a 100% specifity is reached.
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