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Abstract
Introduction: Breast cancer is common malignancy and ranked as a second cause of death 
in women population. DACH1 is a major key member of the retinal genes network, the ret-
inal determination gene network (RDGN) plays crucial role in the basically mechanism of 
cells such as differentiation and proliferation. The DACH1 gene acts as a suppressor tumor, 
and its expression has decreased in several cancer cell lines. This study focuses on DACH1 
expression and its promoter methylation pattern in tumoral and normal breast tissues.
Materials and Methods: The expression of DACH1 in tumor and normal adjacent tis-
sue samples was assessed using comparative Real Time RT-PCR by SYBR green dye at 
the presence of beta-actin housekeeping gene as internal control in 60 samples. The DNA 
methylation pattern in the promoter region of DACH1 was analyzed using the methylation 
specific PCR method. The proper statistical method was used for significance evaluation 
using SPSS software.
Results: Our data indicated that DACH1 gene expression in tumor tissues was down reg-
ulated compared with normal adjacent tissues. Methylation pattern of promoter region of 
this gene in tumoral breast tissues was hyper methylation.
Conclusions: DACH1 down regulation and its promoter hypermethylation as its epi-
genetics cause may be considered as a possible biomarker associated with breast cancer. 
More study in this field would be promising and have great importance in cancer manage-
ment.


