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Gene expression profiling of experimental saccular aneurysms using 
deoxyribonucleic acid microarrays
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ning authors selected 10 genes and quantified their expression 
through RT-PCR.

Implications

The above mentioned model explains the role of different 
genes including their expression based on time. However, au-
thors were not able to elucidate the role of single gene but 
also provides perspective to study the time based expression of  
different genes does affect the disease pathology. 
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Background

Intracaranial aneurysm is described as cerebrovascular disor-
der which causes the localized dilation of blood vessel in brain. 
Recent studies have shown that it is multifactorial disorder 
which involve more than one risk factor resulting in the dam-
age of blood vessel.1  Various studies including microarray have 
reported reliable feedback for detecting the role of different 
genes in aneurysm.2,3 In current study authors use microarray 
chip technology to analyse multiple gene expression at two dif-
ferent time points in rabbits.

Methods

Authors have used rabbit elastase model of aneurysm to study 
the effect of multiple genetic factors in pathology of disease. 
A rabbit gene chip was constructed. Investigators selected 400 
genes out of which 209 genes with their sequence information 
was available in GenBank data base. Aneurysm tissue samples 
were nurtured for 8 days and 12 days. RNA extraction and syn-
thesis was followed by microarray analysis of genes. After scan-


