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Research on mechanism of hepatitis E virus egress utilizing membrane traffic
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We investigated the requirement of the exosomal pathway for the release of
hepatitis E virus (HEV) virions by using an inhibitor and accelerator of exosome release or small
interfering RNAs against Rab27A and Hrs. These studies revealed that the exosomal pathway is required for
the release of HEV virions. Electron microscopic observations revealed the presence of
membrane-associated virus particles with a diameter of approximately 50 nm within the multivesicular body
(MVB), which possessed internal vesicles in infected cells. These findings indicate that
membrane-associated HEV particles are released together with internal vesicles (exosomes) through MVBs by
the cellular exosomal pathway.
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