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Metagenomic virus detection in clinical specimens using high-throughput
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For a comprehensive detection of the viruses in clinical samples and virus

surveillance in virus outbreak settings, we established a method of viral metagenomic analysis using
high-throughput sequencing technologies including next—?eneration sequencer (NGS) and nanopore
sequencer MinlON. Using whole genome amplification and Illumina NGS, we determined a genome sequence
of Measles virus in the Ebola-negative samples collected in the endemic of Ebola virus diseases in
West Africa. We developed a rapid viral genome sequencing for Crimean-Congo hemorrhagic fever virus
(CCHFV) using target genome amplification by tiling PCR, and nanopore sequencer MinlON. We
retrospectively determined the CCHFV sequences in the ticks and human blood samples collected in the
virus endemic area in Tajikistan. Our methods can be used for rapid viral genome sequencing and
surveillance of the virus circulating in settings of virus outbreaks.
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