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Analysis of Coxsackie virus A6 and A10 detection in hand foot and mouth disease in Guiyang area during 2015"
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[Abstract] Objective To understand the enterovirus(EV) pathogenic composition of Coxsackie virus(CV)A6 and A10 cau-
sing hand foot and mouth disease (HFMD) in Guiyang area during 2015 to provide a basis for the prevention and treatment of
HEMD in local area. Methods The specific primers were respectively designed according to CVA6 and CVA10 sequence published
in GenBank. The fluorescence quantitative RT-PCR method system was established. The gene sequencing method was used for con-
A total of 607
samples of suspected HFMD were detected,the overall positive rate was 59.47 % (361/607) ,in which EV71 accounted for 7. 25%
(44/607) ,CVA16 for 11.37%(69/607) ,EV71+CVA16 double positive accounted for 0. 16% (1/607) and other EV for 40. 69 %
(247/607). The positive samples of CVA6,CVA10 and CVA6+CVA10 detected by the established real time fluorescence RT-PCR

were 11 cases,71 cases and 1 case. Conclusion CVA6 and CVA10 are the main pathogens causing new onset HFMD in Guiyang ar-

ducting verification. Then this method was used to detect the clinical samples from 607 cases of HFMD. Results

ea and the CVA10 monitoring should be strengthened.
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