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Several genes including beta-1,3-glucuronyltransferase 3 (B3GAT3),
Conserved oligomeric Golgi complex subunit 6 (COG6), and Heparan-sulfate 6-0-sulfotransferase 1
(HS6ST1) were identified as candidate host factors important for both HMPV and HRSV replication.
B3GAT and COG6 are involved in heparan sulfate (HS) biosynthesis and HS expression, respectively.
HS6ST1 is an enzyme responsible for 6-0-sulfation of HS. HS plays an important role in the entry of
HMPV and HRSV. However, the substructures in HS required for HMPV and HRSV infections have poorly
elucidated. Our data suggest that 6-O-sulfation of HS is important for both HWPV and HRSV infection.
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