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Identification of novel receptor in the sialic acid-independent infection of
H5N1 highly pathogenic avian influenza virus
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H5N1 highly ﬁathogenic avian influenza virus has multiple basic amino acids
at cleavage site of hemagglutinin. This unique motif showed the cell-penetrating activity against
various cells and lung tissues. In this study, we found the candidate genes of a novel receptor such
as coagulation factor Il thrombin receptor (F2R), frizzled class receptor (FzD), and
sphingosine-1-phosphate receptor 1 (S1PR1) using DNA microarray and haploid genetic screening. The
candidate gene-overexpressed cells were prepared and validation experiments were carried out, but no
functional enhancement was observed. On the other hand, the cell-penetrating activity was impaired
in a mutant CHO cell line (pgsA745) that lacks xylosyltransferase activity. These findings suggest
that proteoglycans may be involved in sialic acid-independent infection of H5N1 highly pathogenic
avian influenza virus.
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