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Abstract

Objective: To investigate the effects of epilepsy on the mechanized gene expression of microglia in
hippocampus of C57 mouse. Methods: 40 C57 mice were randomly divided into control group (12 in
CNC group) and PTZ group (28 in CPTZ group). The CNC group was given normal saline, and the CPTZ
group was given pentatetrazole by intraperitoneal injection every other day for a total of 28 days.
During the process of inducing epilepsy, the behavior, seizure level, duration and outcome of the
mice were observed. After the experiment, the samples were collected and analyzed by transcrip-
tome sequencing. Sample MethylationEPIC BeadChip experiments and data analysis were performed
by OYI Biotechnology Co., Ltd. (Shanghai, China). Results: Transcriptome-related sequencing showed
that epileptic seizure changed the expression of M2 type of microglia in the hippocampus of mouse
brain tissue, including 245 up-regulated genes and 88 down-regulated genes. Conclusion: Epileptic
seizure changes the abnormal gene expression of microglia in hippocampus of mouse.
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Figure 1. Transcriptome sequencing analysis. (A) Number of genes in each sample; (B) FPKM box map
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Figure 2. FPKM correction formula
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Figure 3. Transcriptome sequencing analysis. (A) FPKM analyzed by transcriptome sequencing;
(B) Statistical histogram of differential genes
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