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Differential expression of IncRNAs in hepatocyte injury by dengue virus-induced antibody

dependent enhancement
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Abstract: Objective  To analyze the differential expression of long non-coding RNA (IncRNA) in L-02 cells infected
by dengue virus (DENV). Methods Antibody dependent enhancement (ADE) of L-02 cells was established by DENV2
and anti- DENV1 NSI1 antibody. IncRNA expression profile was analyzed following transcriptome sequencing (RNA-Seq),
and potential target genes and miRNA precursor prediction of differentially expressed IncRNAs were explored using
bioinformatics. The differentially expressed IncRNAs were verified by real-time fluorescent quantitative PCR (RT-qPCR).
Results  There were 36 up-regulated and 39 down-regulated differentially expressed IncRNAs in ADE, of which the
potential target gene (gene ID: 10236) of n344659 functioned as pre-miRNA processing; n344462 was the precursor of hsa-

let-7a-1 and hsa-let-7f-1 that respectively suppressed tumor activity and Bcl-xL expression. RT-qPCR showed that 7 up-

regulated and 4 down-regulated differentially expressed IncRNA (P<0.05). Conclusion

IncRNA might have important biological functions in ADE.

The differentially expressed
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