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Identification of cellular factors responsible for virus growth by a novel genome
editing technology
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__ Cellular factors are essential for viral growth. To identify these factors, we
used a novel genome editing CRISPR/Cas9 system in combination of viral vectors. We constructed a

retroviral vector library expressing random targeting gRNA/Cas9 and infected cell culture with the_
library. Then, following infection of influenza or Akabane virus, we selected cells resistant to virus

infections. Through these procedures, we identified heparan sulfate proteoglycan as an cellular
attachment factor for Akabane virus.
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