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Infroduction __ Results

Follicular lymphoma (FL) is the second most CREBBP gene mutations were detected in 32
common type of non-Hodgkin's lymphoma. This (50%) patients. Single missense mutations in KAT
tumor is distinguished by genetic variations, as domain (KATmiss+) were found in 20/32 (63%)
well as pronounced clinical heterogeneity, cases. In 12/32 (37%) patients nonsense, in-frame
ranging from indolent forms to cases that shift or mulfiple CREBBP mutations were found. In
progress within 24 months with fransformations group KATmiss+ the S-year overall survival (OS)
(POD24/transf.) or progress within 12 month was 100% in all therapy groups (Fig.1 b.d). In CT
(POD12) with an extremely poor prognosis [1]. group fthe S-year event free survival (EFS) in
Currently, the relationship between CREBBP KATmiss= vs KATmiss+ was 32% and 49% (median
gene mutations and prognosis in FL is not well follow-up 37 months) (Fig.1a).

understood [2,3].
o o In the ASCT group 5-year EFS was higher in
Objechves patients KATmiss- (Fig. 1 c). The 5-year EFS and OS
To determine the CREBBP gene mutations profile N KATmiss— group who received ASCT and CT was
in FL 14;18+ grades 1-3A and its prognostic = 86% vs 33%(p=0.05) and 94% vs 77% (p=0.08)

gigniﬁcgnce, depending on Thergpy (Flgle) PODI12 in KATmiss+ and KATmIss— groups

(conventional therapy (CT) and high-dose ~ Was 7% and 38% (p=0.05). In 6/13 (46%), repeat
chemotherapy with autologous steam cell biopsies confirmed the transtormation. Of these,

fransplantation (ASCT)). there were 5 cases of POD24/transf. that
occurred Iin KATmiss— group who received
CT/unconventional therapy. In ASCT group no

In a retrospective study tumor samples from cases of transformation were recorded.
untreated patients with FL were examined over

the period from 2013 to 2024. Exons 22-30 of the

CREBBP gene were analyzed by NGS In 62

samples of patients with FL 14,18+ grades 1-3A.

Of these 31 (50%) patients received CT (R-

CHOP/BR), 25(39%) patients received ASCT, and 6

patients received unconventional therapy.
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Figure 1. Comparison of 5-year survival rates among FL subgroups. EFS (1a) and OS (1b) according to the KATmiss status in conventional
therapy group; comparison of EFS (1¢) and OS (1d) according to the KATmiss status mn ASCT group; comparison of EFS according to the therapy
type m KATmiss(—) group (le).

Figure 2. Groups of patients with and without KATmiss mutation.

Detection of a single missense mutation in the KAT domain of the CREBBP gene can be considered @
discriminatory feature that separates FL with a favorable prognosis from FL of high risk with POD24/transt.
and POD12. Patients with FL KATmiss— require more intensive tfreatment regimens as a first line therapy
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