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Crimean-Congo hemorrhagic fever virus (CCHFV) belongs to Nairoviridae which
has tri-segmented negative-sense RNAs as genome. CCHFV is an arbovirus, typically transmitted by
Hylaomma ticks, and causes fatal zoonosis. The mortality rate of CCHFV infection reaches 30%, and
there is no specific treatment available. However, little is known about the molecular details of
CCHFV infection and its druggable targets. We developed minigenome and viral-like particles system
for CCHFV as tools to analyze the viral replication in BSL-2 condition. By using these tools, we
analyzed the influence of RNA modification on viral replication and screened antiviral compounds.
These results will contribute to identifying the derivatives with stronger activity and to
understandanding CCHFV virology to develop clinically applicable treatments of CCHFV infection.
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A screen of FDA-approved drugs with minigenome identified tigecycline as an antiviral targeting 2022
nucleoprotein of Crimean-Congo hemorrhagic fever virus
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Development and application of minigenome andtranscriptionally competent virus-like particle systems of Crimean-Congo
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Towards the understanding of pathogenic mechanisms of highly pathogenic arthropod-borne viruses.
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