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Adaption of H7N9 avian influenza viruses in mice
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[ Abstract] Objective To discuss the infective and pathogenic ability of H7N9 avian influenza virus in mammals.
Methods The mice model was induced by nose dropping method with influenza virus, by continuous passage in the lung
tissue of BALB/c, to get the adaption of seasonal HIN1 in mice and seasonal influenza virus infection model, the lung
index and death rate was observed. Results After 9 times continuous passage in the lung tissue of BALB/c, Genome
sequencing and alignment indicate that the HA gene, NA gene and PA gene was mutated. Conclusion H7N9 Avian
influenza virus A/Anhui/1/2013 gene mutation occurs after continuous passage, but the virpLence and pathogeniceffects of
the virus still need further verification.
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Fig. 1 RT-PCR resplLts of mice which challenged with HIN1 H7N9 A/ Anhui/1/2013 viruses of each passage
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Tab.1 Sequence alignment of H7TN9 A/Anhui/1/2013
virus and mouse-adapted viruses of each passage

&7/ s Mutation (nt)

Gene HA NA PA

AHI1 G C G T
P1 G T G T
P2 G T G T
P3 G T G T
P4 G T G T
P9 A T T G

nt 427 GCA-ACA 29 ACT-ATT 503 AGC-ATC 11 TTT-TGT
aa 143 Ala-Thr 10 Thr-Tle 168 Ser-Ile 4 Phe-Cys
[E: AHL, HTN9 A/Anhui/1/2013 52 ; P,/NEUGERIAR; nt, R ;
aa: ZHIR
Note; AH1, H7N9 A/Anhui/1/2013 virus; P, mouse-adapted; nt,

nucleotide; aa: amino acid.
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