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[ Abstract ] Objective To analyze the genetic characteristics of varicella-zoster virus
(VZV) in people aged 20 years and under in Yichang City of Hubei Province from 2019 to 2020.
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Methods Based on the Yichang Health Big Data Platform, we investigated cases 20 and under
clinically diagnosed as herpes zoster in three hospitals from March 2019 to September 2020.
Collecting vesicle fluid and throat swab samples of the cases and completing questionnaires to
obtain basic information. Real-time fluorescent quantitative PCR was used for positive identification
of the virus. PCR amplification of VZV's open reading frame (ORF) and sequencing of the products to
determine the VZV genotype. Analyze mutations at some specific single nucleotide polymorphism
(SNP) sites. Results Among 46 cases of herpes zoster, the male to female ratio was 1.3:1 (26: 20)
and the age ranged from 7 to 20 years old. Fifteen cases had been vaccinated against varicella,
including 13 and 2 cases of 1 and 2 doses, respectively. VZV strains were detected in 34 samples
(73.91%), all belonging to Clade 2. Phylogenetic tree analysis of the nucleotide of ORF22 showed,
compared with Clade 2 referenced strains, the sequence matching degree of nucleotide for all 34
samples was 99.0% to 100.0%. Conclusion The main VZV strain causing herpes zoster in people

aged 20 years and under in Yichang from 2019 to 2020 was Clade 2.
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