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We have previously selected Saffold virus (SAFV) receptor candidate genes by
genome-wide knockout screening using the CRISPR/Cas9 system. Among these candidate genes, we found
that heparan sulfate (HS) is important for SAFV infection based on analysis of genes involved in HS
biosynthesis. Furthermore, to identify SAFV receptors that were thought to exist in addition to HS,
we generated an HS-deficient HeLa cell line and performed a CRISPR screening using this cell line.
We 1dentified SAFV receptors other than HS among the candidate genes selected in this screening.
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