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ABSTRACT 

 

                        INVESTIGATION OF CEBPA GENE EXPRESSION IN MULTİPL MYELOMA 

 

Multipl Myelom (MM) is a cancer of the plasma cells found in the bone marrow and an 
important member of the immune system. Plasma cells are the mature form of B-lymphocytes 
from white blood cells and are formed by differentiation. T and B lymphocytes are cellular 
elements of the immune system against infections. While T lymphocytes are mainly responsible 
for the cellular immune response, B lymphocytes are responsible for the humoral immune 
response through the immunoglobins they produce specifically for antigenic determinants. In 
order for B lymphocytes to produce immunoglobulin, they must mature into the plasma cell 
after encountering the infectious agent. CEBPA has the function of suppressing the cell cycle. 
Because of this function it has, it is thought that changes in the CEBPA gene may play an active 
role in the etiology of hematological cancers. Despite recent advances in the treatment of 
Multipl Myelom, it is still an incurable malignant disease and therefore we need to elucidate the 
effects of new genes on the disease that can help us understand the disease and optimize 
treatment. Finding new genes that affect the disease will help us understand the disease and 
find ways to treat it. In this study, CEBPA gene expression was investigated in Multipl Myelom. 
Bone marrow samples taken from 44 patients diagnosed with MM in the Department of 
Hematology, Department of Internal Medicine, Mersin University Faculty of Medicine, in 2018-
2020 were included in our study group. As the control group, bone marrow samples of 13 
individuals who did not have any hematological disease, but who leaked to the operation area 
due to cutting their sternums during cardio vascular surgery and were aspirated by the surgeon 
were used. Relevant genetic analyzes from the bone marrow samples obtained were carried out 
in the laboratories of Mersin University Faculty of Medicine, Department of Medical Biology. 
Total RNA and cDNA isolation was performed from bone marrow samples taken from patients 
and healthy individuals. The selected gene was analyzed using comparative CT method in Real-
time PCR. Expression levels of these genes; Multipl Myelom was evaluated statistically between 
patient and control groups using Chi-square test, Shapiro-Wilk test, Student t-test, and Mann-
Whitney U test. It was observed that there was no statistically significant difference between the 
expression levels of the CEBPA gene between the total patient and control(p>0,05). 
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