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RESULTS

The median follow-up was 10.3 months (95% Cl: 7.8-14.4). The median OS in the study cohort was 12.9 months/ */ 7
(99% Cl. 6.7-16.1).

INTRODUCTION

The prognosis of patients with acute myeloid leukemia (AML) is related to
the genetic profile of the disease. Abnormalities involving the apoptosis and
neddylation pathway, responsible for regulated cell death, may contribute to
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the selection of progressively aggressive clones and disease progression  Uregulation of antiapoptotic genes compared to proapoptotic and neddylation genes (FC=11.0, p<0.001, FC=2.7, i : Ses s
(Figure 1). Therefore, the apoptosis and neddylation pathway is highlighted p<0.001, respectively) was found. ZSLL‘:.?M.,Ml L B
in hematooncology as important for the search for new targeted molecules. * Inunivariate Cox regression analysis, BIK expression (HR 1.2, 95%Cl: 1.01-1.43, p=0.041), and TP53* expression | R e corensapon
(HR 0.61, 95%Cl: 0.42-0.86, p=0.005) were factors influencing the outcome. . N e
* |n the multivariate model for OS, higher expression of BIK (HR 1.27, 95%ClI: 1.06-1.53, p=0.011) retained its \
significant negative impact, while TP53"t maintained the protective effect on OS (HR 0.56, 95%Cl: 0.38-0.87, p— e,

Evaluation of the expression and significance of genes regulating apoptosis p=0.008) (Figure 2). g RSN
and neddylation pathway in AML patients. * In high-risk patients, according to ELN2022, significant differences were detected in the change in mRNA expression ® « ‘% J_ '":’;:;:‘f:’,::'
multiplicity for the proapoptotic genes: BAK (FC=0.44, p=0.028), PUMA (BBC3) (FC=0.45, p=0.001), BIM (BCL2L11) - WP i "A|‘ R
METHODS (FC=0.44, p=0.024), and CUL1 (FC=0.58, p=0.002), whose expressions were downregulated (Figure 3). o e
Therefore, the presence of lower expression of the above-mentioned proapoptotic genes may result in impaired Figure 1. The pathways of apoptosis. Arrows represent activation and T bars represent inhibition.
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interest). The AACt method was Platelets G/I, median 54 Figure 3. Changes in the expression multiplicity of selected genes in the Figure 2. Kaplan-Meier curves for overall survival depending on BIK expression (A), and TP53"
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(FC) in MRNA expression. Table 1. Patients’ characteristics. | Benjamini-Hochberg correction. contribution to this study. Contact: kinga.krawiec@stud.umed.lodz.pl




