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Abstract

tomics. [ Method | Hypertrophic scar tissue from clinical operation was obtained ,and scar fibroblasts were cultured and separated by tissue block

[ Objective ] The molecular mechanism of tetramethylpyrazine in the treatment of hypertrophic scar was analyzed based on transcrip-

culture method,and divided into control group and tetramethylpyrazine group (10 mg/mL ). Transcriptome sequencing technology and GO
KEGG pathway enrichment analysis were used to study the gene expression of hypertrophic scar fibroblasts. [ Result ] Transcriptome analysis
showed that tetramethylpyrazine was involved in the regulation of 2 783 differential genes,and enrichment analysis of GO and KEGG pathways
showed that the above genes were mainly concentrated in DNA replication, cell cycle, steroid biosynthesis mismatch repair, p53 signaling path-
way , protein digestion and absorption, unsaturated fatty acid biosynthesis and other pathways. [ Conclusion ] This study reveals the related regu-
latory proteins that regulate fibroblasts and provides important information for clarifying the specific mechanism of tetramethylpyrazine in pre-

venting and treating hypertrophic scar.
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Fig.1 Volcano diagram of differentially expressed genes
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Table 1 Differentially expressed genes between xetramethylpyrazine and control group

FL[K symbal 44 FEH 255 P
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KRT16 keratin 16 1.493 033 011 0.003 362 460
FGFR3 fibroblast growth factor receptor 3 2.395 199 230 1. 74E-07
FGF18 fibroblast growth factor 18 1.527 677 188 0. 030 107 501
IL15 interleukin 15 —1.104 311 548 0.011 692 507
IL20RA interleukin 20 receptor subunit alpha —-1. 119 206 166 0. 046 099 290
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Fig.2 Biological function analysis of differential gene GO
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Fig.3 Enrichment analysis and bubble diagram of differential gene KEGG
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