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[ Abstract] Objective To investigate differential genes (DEGs) between no/mild and severe
emphysema by bioinformatics analysis. Methods The microarray dataset GSE1650, of lung tissue in no/
mild and severe emphysema, was downloaded from the GEO database, and DEGs were obtained by ¢ test.
Analysis of DEGs based on DAVID database was used to obtain gene ontology (GO) and kyoto encyclopedia
of genes and genomes (KEGG) pathway. The protein-protein interaction network (PPI) was established using
STRING database to identify hub genes. Results A total of 76 DEGs were obtained, of which 62 genes
were up-regulated and 14 genes were down-regulated in severe emphysema group. Gene ontology showed
that the DEGs were mainly involved in neutrophil chemotaxis, cellular response to interleukin-1,
extracellular matrix organization, immune response, and KEGG pathway involved cytokine-cytokine receptor
interaction, ECM-receptor interaction, PI3K-Akt signaling pathway, platelet activation. Seventeen hub genes
were recognized by PPI analysis, including CXCL8, RRAD, CLU, TIMPI1, SEPP1, ISLR, BGN, COL1A1L,
COLIA2, ACTA2, ACTN1, FIGF, TPM1, TPM2, LUM, COL6A3 and TAGLN. Among them, fifteen genes
(CLU, TIMP1, SEPP1, ISLR, BGN, COLIA2, COL1A1, ACTA2, ACTNI, FIGF, TPM1, TPM2, LUM,
COL6A3, TAGLN) were up-regulated and two genes (CXCL8, RRAD) were down-regulated. Conclusion
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Bioinformatics analysis based on GEO database showed that there were DEGs between non/mild and severe

emphysema patients.
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