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[Abstract] Objective:To analyze the genic characteristic of enterovirus 71(EV71) strains isolated from Jiangsu Province in 2014—
2015. Methods: The EV71 RNA positive samples were inoculated into RD cells to separate the EV71 isolates,which were selected for
sequencing and analysis of VP1 gene. The software DNA Star and MEGA 6.0 were used for comparison between EV71 and the vari-
ous types of reference strains. Results: A total of 35 strains of EV71 were isolated and the positive rate was 29.17%. Sequence analy-
sis of the 35 isolates showed that the homology of nucleotides and amino acids of VP1 gene were 93.3% ~100.0% and 96.6% ~
100.0% , respectively. There were 95.6%~97.9% nucleotide acid identity and 97.9%~100% amino acid identity among these 35 strains
and representative strain of C4a genotype isolated from Fuyang City. Phylogenetic analysis showed that the 35 EV71 strains gathered
together with the representative strains of C4a genotype,and belonged to 2 viral transmission chains. Conclusion:The 35 EV71
strains from Jiangsu Province in 2014—2015 belong to C4a genotype. The major epidemic strain of EV71 in Jiangsu Province might
have a same ancestor as domestic epidemic strains of EV71,and then evolve independently.
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Figure 1 The phyligenetic tree of VP1 gene between 35 strains and the representative strains of EV71
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Table 1 The homogeneity of nucleotide acid and amino
acid of VP1 gene between 35 strains and the
representative strains of EV71 (%)
Ry S %A I 1] B4 LR ) P
C4a(EU703812) 95.6~97.9 97.9~100
C4b(AY547500) 91.3~93.7 97.6~99.7
C1(AF009555) 87.3~88.1 96.2~97.9
C2(AY940112) 86.5~88.2 94.8~96.9
C3(AY125966) 87.2~88.7 96.2~98.3
C5(AM490161) 85.6~87.8 95.9~97.9
B(AB213625) 83.5~84.6 92.8~93.8
A(U22521) 81.1~82.9 91.1~93.1
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