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Objective To identify and analyze the genome characteristics and evolution of the B/Victoria influenza
virus in Xinjiang Corps during the 2021 —2022 surveillance year, providing scientific basis for the prevention and control of
influenza in the region. Methods 8 influenza B/Victoria strains which was detected positiveby Real-time reverse
transcription polymerase chain reactionwere randomly selected,and MDCK cell was used to isolate and extract RNA from
the positive samples. The gene sequences were obtained by whole -genome deep sequencing. Homology was tested
withvaccine strains recommended by the World HealthOrganization. Phylogenetic trees was constructed toanalyze the
evolution of the virus.  Results The homology of thenucleotide and amino acid of hemagglutinin(HA) between B/
Victoria influenza epidemic strains monitored in Xinjiang production and Construction Corps in 2021 —2022 were 99. 4 %-
99.9% and 99.8%-99. 9% , respectively. And the homology of Neuraminidase(NA) were 99. 6%-99. 9% ,and 99. 8 %-
99. 9% respectively. While the other six endogenous genes were 99. 0%-99. 9% /99. 7%-99. 9% respectively. The analysis
of genetic evolution in HA,PB2,PB1,NP,and MP revealed that the eight B/Victoria strains were closely related to the
vaccine strain B/ Austria/1359417/2021, while the analysis of NA, NS, and PA showed that these strains were closely
related to the vaccine strain B/Washington/02/2019. Conclusion The result suggest that the influenza epidemic strain
of B/Victoria strain in Xinjiang production and Construction Corps in 2021—2022 belonged to the vla. 3 branch.which is
closest to the vaccine strainB/Austria/1359417/2021 (recommended by WHO in 2022-2023). There is still drift mutation
in key antigen epitopes between the vaccine strains recommended by WHO, while the amino acid mutation of NA gene
does not affect the drug resistance.
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NA 98.1~98.4 99.6~99.7 98.8~99.1 99.6 ~99.7 98.9~99.2 99.7~99.8 98.2~98.5 99.6~99.7
PA 98.0~98.3 99.7~99.7 98.0~98.2 99.7 ~99.7 99.4~99.7 99.8~99.9 99.1~99.3 99.7~99.8
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MP 98.1~98.5 99.6~99.6 98.4~98.8 99.6 ~99.7 98.3~98.7 99.6~99.7 98.3~98.7 99.6~99.7
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Fig. 1 The phylogenetic tree of HA and NA genes of B/ Victoria strain
influenza virus in the monitoring year of Xinjiang Corps in 2021 —2022.
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Fig.2 The phylogenetic tree of six endogenous genes of B/ Victoria strain

influenza virus in the monitoring year of Xinjiang Corps in 2021—2022.
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Table 2 Mutation sites of the amino acids of HA and NA of the influenza B/ Victoria lineage in Xinjiang,during 2021 —2022 influenza season
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The amino acid mutation sites of xinjiang corps epidemic strains

Vaccine strains

HA

NA

B/Brisbane/60/2008(2016-2018)

B/Colorado/06/2017(2018-2020)

H137Q.A142T.G148R.P159L.N165K.G197E S210D.

B/Washington/02/2019(2020-2021) K216R . R292K . G598V

B/Austria/1359417/2021(2021-2022) H137Q.G156R. G598V

N144D.Del:177-179 .G199E . R294K

S14N.H137Q.A142T,G144D,K151E.P159L ,N165K
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D4N, N10S, L24F, GI84E, K294E ( Q).
Q322K A346T

D4AN.N10S.L24F .G184E . K294E(Q)

DAN, N10S, V22A, L24F, GI84E, E294Q.
V346T.1352V.1410V
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