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We created a mouse neuropathic pain model, excised the dorsal horn of the
spinal cord, extracted RNA, and comprehensively investigated gene expression changes using a
next-generation sequencer. Approximately 70 types of RNAseq for the dorsal horn of the spinal cord
showed changes in expression between the affected side and the Sham model. Of these, 6 genes were
upregulated in the SNI model, and these were named genes A to F, respectively. The expression level
of gene A was significantly elevated with a difference of about 8000-fold. In addition, the
expression level of gene A increased 2.8-fold on the affected side in a comparison of the unaffected
side and the affected side in the SNI model. Genes B and F were also significantly elevated in the
affected side of the SNI model. On the other hand, it was also found that the expression of about 60
kinds of genes was decreased.
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