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Analysis of the pathogen spectrum of viral diarrhea and the molecular epidemiological characteristics of
norovirus in Huai’an

HE Fang, YIN Wan-li, YANG Peng-fei, LI Jie, ZHANG Wang, WANG Mei-qi, XING Ya-dong, YAO

Hai-bo (Huai’an Centers for Disease Control and Prevention s Huai’an Key Laboratory of Emergency Testing for
Public Health Incidents,Huai’an,Jiangsu 223002,China)

Objective To understand the pathogen spectrum and molecular epidemiological characteristics of viral di-
arrhea in Huai’an from 2018 to 2021,and provide scientific basis for the prevention and control of local viral diarrhea dis-
ease. Methods Stool specimens were collected, which from patients with diarrhea in sentinel hospitals. Fluorescence
quantitative RT-PCR method was used to detect norovirus G | /Gl ,rotavirus A group/B group/C group,astrovirus,and
saruvirus. Epidemiological investigations were conducted on patients with norovirus and rotavirus infection,such as type,
age,and timing. The GII Norovirus nucleic acid positive samples were amplified and sequenced. Lasergene software was
used to perform sequence alignment and nucleotide homology analysis,and Mega6. 0 software was used to construct a phy-
logenetic tree for systematic evolution analysis. Results The positive detection rate of G Il norovirus, rotavirus,astro-
virus and sapovirus were 23.16%,17.83%,4.41% and 0. 74%. Norovirus and rotavirus outbreaks had a distinct seasonal
character, peaking from December to January of each year. Both norovirus and rotavirus infect men slightly more than
women. Infants aged 1-2 years had the highest infection rate. A total of 16 sequences of norovirus were sequenced suc-
cessfully,the dominant genotype of norovirus changed from GI[.4 to GII.8 and GI[.6. Conclusion The pathogens of
viral diarrhea in Huai’an were mainly norovirus and rotavirus,and the infected population was mainly infants and young
children. It was recommended to carry out targeted prevention and control work based on the pathogenic test results.
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Table 1 Detection results of NV and RV samples from patients with
diarrhea in different age groups in Huai’an from 2018 to 2021
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