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Brief Report
Molecular phylogeny of modern coxsackievirus A16
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Summary

A phylogenetic analysis of VP1 and VP4 nucleo-

tide sequences of 52 recent CVA16 strains demon-

strated two distinct CVA16 genogroups, A and B,

with the prototype strain being the only member

of genogroup A. CVA16 G-10, the prototype strain,

showed a nucleotide difference of 27.7–30.2% and

19.9–25.2% in VP1 and VP4, respectively, in re-

lation to other CVA16 strains, which formed two

separate lineages in genogroup B with nucleotide

variation of less than 13.4% and less than 16.3%

in VP1 and VP4, respectively. Lineage 1 strains

circulating before 2000 were later displaced by line-

age 2 strains.

�
Hand, foot, and mouth disease (HFMD) is a com-

mon febrile illness of children associated with in-

fections of species A enteroviruses from the genus

Enterovirus within the family Picornaviridae.

Lesions on the skin and oral mucosa typically char-

acterize the illness, with herpangina also presented

in some patients. Several enterovirus serotypes have

been associated with this disease, the majority of

these being members of human enterovirus A, such

as coxsackieviruses (CV) A2, A4, A5, A8, A10, A16

and human enterovirus (HEV) 71 [17, 20, 15]. Of

these, CVA16 and HEV71 are the major causative

agents associated with HFMD, and co-circulation of

both of these serotypes during outbreaks of HFMD
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