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Quality and evolutionary control of RNA virus genome via nonsense mediated mRNA
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To analyze the interaction between viral infection and host NMD mechanisms,
several gene knockdown cells were established with lentiviral vectors, including the UPFs, SMGs, and
G3BP1 genes, which are key factors of NMD pathway. Inoculation of these cells with the RNA viruses

Borna disease virus and coxsackie virus B3 (CVB3) resulted in significantly increased viral RNA
amounts in the supernatant and infected cells. Similarly, NMDI-14, an NMD inhibitor, significantly
increased viral RNA levels in each infected cell as well as in the knockdown cells. These results
suggest that the host NMD mechanism or each key factor has antiviral activity to inhibit RNA virus

replication.
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