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Whole-genome sequencing analysis of SFTSV detected in South Korea
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Severe fever with thrombocytopenia syndrome (SFTS) is a newly emerging infectious disease and caused by SFTS virus
(SFTSV), a tick-borne phlebovirus in family Bunyaviridae. SFTSV was reported in China in 2011, more recently in Japan
and South Korea. In this study, samples were collected from patients with SFTS in Jeju, South Korea in 2017, and its identity
was confirmed as SFTSV by RT-PCR, and nucleotide sequencing and alignment analysis. The whole-genome of the SFTSV
strains sequence analysis revealed three segments comprising the whole genome: L segment (6,368 bp), M segment (3,378 bp),
and S segment (1,744 bp). The SFTS strain showed amino acid identities with Korea reference strains of 98.30-99.83%, 98.51-
99.44%, and 99.38-99.57% in the S segment, M segment, and L segment, respectively. Additional, it showed 98.94-99.49%,
98.42-98.70%, and 99.09-99.42% similarity with Japan reference strains and similarities with reference strains in China were
98.39-99.28%, 97.49-98.23%, and 99.14-99.47%. Of the total amino acids, 28 mutations were identified, among 11 of which
was special substitution mutations found only in our strains. This research will be used as a full-length SFTSV sequence
standard for future comparison studies. Also, it may prove useful to the field of public health by facilitating the diagnosis and
the prediction of new emerging variants.
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