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Roles of long non—coding RNA MSTRG. 15296. 5 in influenza virus infection

JIN Jiayu, CHEN Na, LIANG Bing, MENG Qi, DENG Lulu, ZENG Yiran, PING Jihui*
(College of Veterinary Medicine, Nanjing Agricultural University, Nanjing 210095, China)

Abstract ; The aim of this study was to analyze the differentially expressed IncRNA-MSTRG. 15296. 5 after infection of A549 cells by influ-
enza virus A/WSN/1934 (WSN) of subtype HIN1, in order to provide a basis for elucidating the function and mechanism of pathogenicity—
associated IncRNAs of influenza viruses. The expression of MSTRG. 15296. 5 was verified using qPCR; the effect of MSTRG. 15296. 5 on the
viral replication was determined by the null plaque assay; and finally, the expression of natural immunity genes was detected and analyzed for
potential target genes of MSTRG. 15296. 5. The results showed that the long non—coding RNA MSTRG. 15296. 5 promoted WSN infection and
was able to down—regulate the expression of several ISGs. In conclusion, MSTRG. 15296. 5 promoted influenza virus replication by inhibiting
the ISGs—mediated natural immune signaling pathway. This study laid experimental and theoretical basis for host—virus interactions, and sug-
gested new ideas for the subsequent prevention and control of influenza virus infection.
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