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Screening new nonalcoholic steatohepatitis genes by bioinformatics
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Abstract:  Objective To screen new key genes of non-alcoholic steatohepatitis( NASH) by bioinformatics so as to provide new ideas
and methods for diagnosis treatment and scientific research of NASH.  Methods Gene Expression Omnibus( GEO) database was
used to obtain microarray data of NASH gene expression and the differential expression genes( DEGs) between NASH and normal tis—
sues were obtained by GEO2 analysis. Subsequently functional enrichment analysis of these DEGs was carried out and protein-protein
interaction network analysis( PPI) was used to analyze these differential genes in order to find out the potential molecular mechanism of
NASH occurrence and development.  Results Ultimately GSE17470 chips 514 DEGs and 11 hub genes( VEGFA FOS CAT AL-
DH7A1 ALDHIB1 ALDH1A1 ALDH2 ERBB2 ALDHIL1 TF ALDH8A1l) were obtained. CAT ALDH2 and ALDH8AI were
closely related to the survival analysis of hepatocellular carcinoma and possibly related to the development of NASH to HCC.  Conclu—
sion  These screened NASH key genes may become new diagnostic biomarkers or targets of targeted therapy for NASH in the future

laying a new direction for future scientific exploration in this field.
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