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Introduction: Temporal lobe epilepsy (TLE) is the most frequent type of epilepsy in adults and these 

patients usually are resistant to treatment. Among the different types of TLE, mesial temporal lobe 

epilepsy (MTLE) is the most frequent and it is characterized by damage in the mesial temporal 

structures, such as the hippocampus formation.  

Other structures belonging to the hippocampus formation, such as subiculum, dentate gyrus and 

enthorrinal cortex, are also altered in MTLE.  

The subiculum is an important structure because it forms the transition that connects the hippocampus 

with the enthorrinal cortex, which allows for high amplification and modulation of the neuronal 

response, and it is involved in the recovered short-term memory and spatial memory codification.  

This study aims to understand the molecular role of the subiculum in MTLE in the classical model of 

pilocarpine induced epilepsy.  

 

Materials and Methods: We used 4 sham-control and 4 pilocarpine treated rats (CEMIB-

UNICAMP) and performed LCM (Zeiss). We extracted the subiculum from the brain tissue using a 

surgical microscope (Zeiss). 

Then we extracted RNA using 1 ml Trizol, and we separate the organic (proteins) and aqueous (RNA) 

phases using 0.5 ml Chloroform and 0.5 ml Isopropanol to precipitate RNA in solution. Then we 

wash pellets with 70% alcohol  and resuspend them with water.  

Thereafter, we made RNA library’s using Truseq (Illumina) library preparation kit according to 

manufacturer instructios. The quantifications of RNA library’s were made with real time PCR.  

For this purpose, we used laser capture microdissection (LCM) to isolate cells from the subiculum, 

which were subsequently used transcriptomics studies. 

 

Results: Quantifications of dorsal subiculum control libraries were: (SDC) 12 nM (SDC2), 4.3 nM 

(SDC3), 8.6 nM (SDC4), 28.5 nM (SDC5) and ventral subiculum control (SVC) 59 nM (SVC2), 230 

Nm (SVC3), 10.2 nM (SVC4) and 87.2 (SVC5).  

Quantifications of dorsal subiculum pilocarpine treatment libraries (SDP) were 0.5 nM (SDP2), 3.1 

nM (SDP3), 18.6 nM (SDP4), 32.6 nM (SDP5) and the ventral subiculum treatment (SVP) are 120 

nM (SVP2), 0.17 nM (SVP3), 6.7 nM (SVP4), 98.6 nM (SVP5).  

 

Discussion: These quantification shows that RNA extracted after microdissection were able to 

produce adequate amounts of sequencing libraries.  

After the quantification, we will submit libraries from control dorsal and ventral, and them respective 

treatment by pilocarpine to high throughput sequencing using Illumina Hiseq platform.   

 

Conclusion: This present work pretends to show the importance of molecular mechanisms in 

epileptogenesis process in MLTE. 
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