




                                                                                        
   

SUMMARY AND CONCLUSION 
 

Acute myeloid leukemia describes a heterogenous group of 

hematological disorders characterized by a block in the terminal 

differentiation of a particular hematopoietic cell lineage. Cytogenetic and 

molecular assays have allowed patients' follow up aiming for detection of 

minimal residual disease, prediction 

providing the rationale for designing novel molecular-targeted therapeutic 

strategies. 

Human telomerase RNA componant (hTERC), encoded by the hTERC 

gene is frequently amplified in human tumors, which indicates that the 

hTERC gene may be a target for amplification during the transformation of 

human malignancies including hematological malignancies. This genetic 

event has implications in diagnosis, prognosis and therapeutics of cancer. 

In this regard, this study aimed to detect hTERC gene amplification in 

AML patients by FISH analysis and its relation to the standard prognostic 

factors. 

In the current work, BM or PB samples were obtained from 21 adult 

AML patients, presented at the Hematology/Onclology Unit, Ain Shams 

University Hospitals. The patients were further divided into two groups; 

group I (12 patients) containing newly diagnosed AML patients and a 

relapsed case and group II (8 patients) containing patients taken at 28th day 

of chemotherapy. 

All patients were subjected to complete history, thorough clinical 
examination and laboratory investigations including: complete hemogram, 
bone marrow aspiration with examination of Leishman-stained peripheral 
blood and bone marrow smears, immunophenotyping, karyotyping and 
detection of hTERC gene amplification using FISH technique. 


























