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Molecular epidemiological characteristics of Coxsackieviruses A8 and A12 assciated with hand, foot, mouth
disease in Fujian Province,China,2011-2020

ZHU Ying'.LI Linfeng’, HE Wenxiang' , WENG Yuwei'?, CHEN Wei'? (1. Fujian Provincial Center

for Disease Control and Prevention s Fujian Provincial Key Laboratory of Zoonosis Research s Fuzhou 350012 China ;2.
School of Public Health ,Fujian Medical University) ™™

Objective To study the molecular epidemiological characteristics of Coxsackie A 8 (CVA8) and CVA12
associated with hand,foot and mouth disease ( HFMD ) in Fujian Province from 2011 to 2020. Methods The epidemi-
ological characteristics of CVA8 and CVA12 that collected by the laboratory of Fujian Provincial Center for Disease Con-
trol and Prevention from 2011 to 2020 were analyzed,and phylogenetic of VP1 region and genome sequences were per-
formed by Mega X and recombination analysis were performed by Simplot 3.5.1. Results From 2011 to 2020, seven
cases of CVA8 and CVA12 were found in HFMD, respectively. Four CVA8 complete VP1 gene of Fujian isolates were
obtained, two of which belonged to D genotype and two belonged to E genotype. Six CVA12 complete VP1 gene of Fujian
isolates were obtained,two of which belonged to Bl subgenotype,and four belonged to B2 subgenotype. The nucleotide
similarities between CVAS and CVA12 and their own prototypes were found to be 68.7%-77. 7% and 69. 1%-78% , re-
spectively. When compared to other prototypes of enterovirus A, the nucleotide similarities of certain fragments in the
non-structural protein region were higher than those of their own prototypes. Combining the results of phylogenetic anal-
ysis of P2 and P3 regions and the recombination analysis,it showed that CVA12-2011FJQZ168 was probably recombined
with EVA71 in P3 region,CVA8-2011F]JQZ146 was probably recombined with CVA7 in P2 and P3 region and CVA12-
2011FJQZ168 in partial P3 region.  Conclusion From 2011 to 2020, sporadic cases of HFMD related to CVAS8 or
CVA12 infections were found in Fujian Province. The CVA8 and CVAI12 isolates in Fujian have different evolutionary

branches,respectively. And the suspected recombination may occured in the non-structural protein region. The surveil-
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lance of CVA8 and CVA12 should be further strengthened.

[Key words] Hand foot and mouth disease(HFMD) ; Coxsackievirus A8;Coxsackievirus Al2;molecular epidemiology
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Fig.1 Phylogentic tree base on the VP1 region
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5'UTR 82.3 83.1  72.0~89.4  83.8 83.0 829 72.1~81.7
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JUTR  85.8 86.7  40.8~95.0 842 87.2 85.0 38.3~95.5
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