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Role of host RNA dependent RNA polymerase in virus adaptation and evolution.
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The replication of the genomic RNA of RNA viruses is facilitated by the
RNA-dependent RNA polymerase (RdRp) encoded by the virus genome. In recent years, it has been
revealed that various host species also possess their own RdRp. In this study, we focused on these
host-derived RdRp and analyzed their roles on virus replication. We revealed that each host species
harbors multiple RdRp homologs, and each RdRp can act on both virus replication enhancement and
virus exclusion, varying with different viruses. This suggests that viruses may have evolved to
adapt to host environments which possesses multiple RdRps.
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