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ABSTRACT 

Colon cancer-associated transcript-1 (CCAT1) is along 

noncoding RNA that maps to chromosome 8q24.21,it was first 

discovered to be upregulated in colorectal cancer . Recent studies 

have observed the CCAT1 overexpression in primary human solid 

cancers as in AML. Moreover, it repressed monocytic differentiation 

and promote cell growth of HL-60. The present study aims to 

investigate the correlation of CCAT1 expression with clinic- 

pathological features and the clinical prognosis of the patients with 

AML. To find out the association between CCAT1 expression and 

expression of miRNA-155 as a targeting gene for CCAT and to 

improve our understanding of the roles and the clinic implications of 

CCAT1 in the development and progression of AML. This study 

obtained by measuring the expression of CCAT1 and miR-155a of 50 

AML patients. The results of the present work showed that CCAT1 

and miR-155a were increased by 3.0 and 5.6 folds respectively in 

AML compared to normal controls and also upregulation of both 

biomarkers was significantly associated with high risk AML . It 

could be concluded that CCAT1 and miR-155a can be considered as  

a diagnostic and prognostic biomarker in AML. 
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