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diferences between the entities were analyzed using Mann-Whitney test

between GCB and non-GCB subtype although the latter has an inferior prognosis.

Figure 1: Relative and absolute quantification of B cells in whole blood samples of

patients with Chronic Lymphocytic Leukemia (B-CLL). Significant diferences were  Similarly to what was observed in whole blood, B cells are elevated in most lymphoma entities
analyzed using Mann-Whitney test except Burkitt Lymphoma and B cell acute lymphoblastic leucemia. In contrast, the latter is
characterized by a significant reduction of B cells in the tumor region.

* Compared to a healthy cohort, CLL patients show a significantly higher level of B-

cells in peripheral blood.  All analyzed lymphoma types have significantly lower levels of T helper and T follicular helper cells.
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entities.

* This led to the consideration if epigenetic immune cell quantification might be
useful to characterize and potentially help diagnosing different B cell ymphoma in
the affected tissue.
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