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Abstract:Objective To investigate the changes in the whole transcriptome gene expression profile during
steatosis in an in vitro model of non-alcoholic fatty liver disease(NAFLD). Methods A human hepatocyte cell
line LO2 (HL-7702) was used as the experimental material, and oleic acid (50 pg/mL) was induced for 48
hours to establish a hepatocyte steatosis model. Eukaryotic whole transcriptome sequencing analysis was per-
formed around IncRNA, circRNA and mRNA. Results The sequencing results showed that a large number of
genes underwent significant changes at the transcriptome level during steatosis,and the up-regulated genes in-
cluded 1 884 mRNAs,351 IncRNAs,and 564 circRNAs;the down-regulated genes included 1 975 mRNAs,297
IncRNAs,and 540 circRNAs. GO and Pathway enrichment analysis was performed for the differential mR-
NAs,and several signaling pathways were found to be enriched for fatty acid metabolism,fatty acid degrada-
tion and inflammation. Conclusion IncRNA, circRNA, and mRNA, as important components of the human
gene transcriptome, play important roles in the occurrence and development of NAFLD,and the results of this
project provide theoretical guidance for the gene regulation mechanism of the de novo adipogenesis process in
the liver.
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