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It has been realised for many years that the sequences of members of the Human enterovirus C 
and Poliovirus species of the genus Enterovirus are very similar, particularly in the region 
encoding the non-structural proteins (Hughes et al., 1987; Hughes et al., 1989; Supanaranond et 
al., 1992). Recent complete nucleotide sequence analysis of representatives of all known 
serotypes contained within Human enterovirus C has definitively demonstrated this relationship 
(Brown et al., 2003; Newcombe et al., 2003). The species are not monophyletic in either of the 
regions used for Picornaviridae taxonomy, P1 and 2C+3CD (Figures 1 and 2), and in the 
2C+3CD region amino acid identity is generally in excess of 90%. It has also been suggested in a 

number of studies that homologous recombination may take place between polioviruses and 

members of the Human enterovirus C species (e.g. Liu et al., 2003; Arita et al., 2005), which is 
one measure taken into account in the definition of picornavirus species. Although polioviruses 
have a distinct and specific receptor usage from other Human enterovirus C members, differences 
in receptor usage are also evident within the species Human enterovirus B and so this 
characteristic is currently not being considered equitably in Enterovirus taxonomy. These factors 
make the current division into two species untenable and the purpose of this proposal is to 
rationalize this situation by combining the Human enterovirus C and Poliovirus species, creating 
a single species. 

Not applicable- the species name will remain unchanged. The species name, Human 
enterovirus C, is preferred over Poliovirus, the species containing viruses which were identified 
earlier and are better studied than those in the current species Human enterovirus C, as 
poliovirus implies a specific association with poliomyelitis, which is not applicable to the 
species as a whole.  
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Figure 1. Unrooted tree, based on the P1 region, showing the genetic relationships between 
representatives of each of the Enterovirus species (indicated by coloured circles), together with 
several members of the existing Poliovirus and Human enterovirus C species. The tree was 
bootstrapped using Njplot and drawn using TreeView. Species abbreviations: HEV, Human 
enterovirus; PV, Poliovirus; BEV, Bovine enterovirus; PEV, Porcine enterovirus; SEV, Simian 
enterovirus.  
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Figure 2. Unrooted tree, based on the 2C+3CD region, showing the genetic relationships between 
representatives of each of the Enterovirus species (indicated by coloured circles), together with 
several members of the existing Poliovirus and Human enterovirus C species. The tree was 
bootstrapped using Njplot and drawn using TreeView. Species abbreviations: HEV, Human 
enterovirus; PV, Poliovirus; BEV, Bovine enterovirus; PEV, Porcine enterovirus; SEV, Simian 
enterovirus.  


