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A molecular epidemiological study of respiratory syncytial virus circulating in
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Abstract: Objective  To find out the prevalence of respiratory syncytial virus (RSV) genotypes in southern
Zhejiang Province, China, and to study the genetic characteristics of G protein from subtype A of RSV. Methods The
lower respiratory tract secretions of children under 5 years of age who were hospitalized for pneumonia and bronchiolitis
in three hospitals in southern Zhejiang Province from July 2009 to June 2014 were collected. Direct immunofluorescence
assay was used to detect RSV antigens from the collected secretions. A total of 200 samples were randomly selected
from RSV-positive specimens in each prevailing year (from July of a specific year to June of the next year). RT-PCR
was used to determine RSV subtypes, and the near-full length gene sequence of G protein from subtype A was amplified
and sequenced to identify the genotype. Results A total of 25449 samples of lower respiratory tract secretions were
collected from 2009 to 2014, among which 6416 (25.21%) samples were RSV-positive. Among the 1000 RSV-positive
specimens randomly sampled, 462 strains (46.2%) were subtype A, and 538 strains (53.8%) were subtype B. Subtype A
accounted for 22.5%, 74.5%, 84.5%, 19.0%, and 30.5% of the total strains in each year from 2009 to 2014. A total of 25
RSV subtype A strains were randomly sampled and sent out for bidirectional sequencing in each year, which confirmed
52 positive subtype A strains. Four genotypes of subtype A strains were obtained from the above strains, including NA1 (39
strains), NA4 (1 strain), ON1 (10 strains), and GA2 (2 strains). NA1 was the dominant genotype between 2009 and 2012,
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and ON1 was the only genotype of subtype A during 2013-2014. The nucleotide homology and amino acid homology
between the G protein of subtype A and the prototype strain A2 were 80.7%-89.3% and 74.4%-82.6%, respectively.

The nucleotide homology and amino acid homology between the isolates of subtype A were 81.5%-100% and 80.2%-

100%, respectively. Conclusions

In southern Zhejiang Province from 2009 to 2014, there was a co-circulation of RSV

subtypes A and B, as well as a co-circulation of several different genotypes of RSV subtype A, which had highly variable

G protein genes.

[Chin J Contemp Pediatr, 2018, 20(11): 904-910]
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