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Abstract

Susceptibility of several human coronaviruses (229E, NL63, OC43, SARS) and the
recently isolated novel human coronavirus (HCoV-EMC) to the Vero or HelLa cells that
constitutively expressing type Il transmembrane serine protease TMPRSS2
(Vero/TMPRSS2, HeLa-TMPRSS2) was assessed. Susceptibility of TMPRSS2
expressing cells were higher than that of non-expressing cells on TCID50. A clear large
syncytium was observed in TMPRSS2 expressing cells infected with 229E, SARS and
EMC strain, but no CPE in NL63 infected cells. Using a peptide-antibody against the
cytoplasmic tail of HCoV-NL63 detected the 51 fold enhancement of NL63 infection in
TMPRSS2 expressing cells. For a reason of high susceptibility, Vero/TMPRSS2 cells

may contribute to the research and the surveillance of human coronaviruses.



