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Pathogenic characteristics of norovirus in Jining City in 2020
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Control and Prevention)

Objective  To analyze the epidemiological characteristics and genotypic characteristics of Norovirus in
Jining City in 2020,and provide reference data for the monitoring and prevention and control of Norovirus.  Methods

Fecal samples of viral diarrhea cases were collected from Jining City according to the procedures and methods in Shandong
Province Monitoring Manual of Viral Diarrhea from January to December 2020. Real time fluorescence quantitative
polymerase chain reaction was used to detect Norovirus. The positive samples were amplified by reverse transcription
polymerase chain reaction, sequenced and analyzed. Results A total of 512 samples were collected. The positive
detection rates of Novoviurs was 12.89% (66/512). The type of Norovirus was mainly GII,accounting for 90. 91% (60/
66). The lowest positive rate was 3. 75% (3/80) in 6—15 years group. Norovirus was divided into 10 genotypes in Jining
City In 2020. The most prevalent genotypes were GIL 4[P31] and GIL 4[P16]. On the VP1 and RdRp gene evolution
trees,the same genotype of Norovirus were divided into multiple evolutionary clusters. Conclusions Norovirus is one of
the main pathogens causing diarrhea. The GII. 4[P31] and GII. 4[P16] genotypes were the most prevalent genotypes of
Norovirus in Jining City in 2020. In addition, it was necessary to strength the surveillance of Norovirus and conduct

genetic analysis research.
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Fig. 1 Phylogenetic trees based on VP1 nucleotide sequences
of Norovirus
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Fig. 2 Similarity analysis of VP1 gene of Norovirus
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