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Abstract
These proposals are to change the name of the family Herpesviridae to Orthoherpesviridae, abolish 6 species in this family that are not assigned to genera, rename 4 genera in the family Alloherpesviridae, and rename 124 species in the order Herpesvirales.
Text of proposal
We propose changing the name of the family Herpesviridae to Orthoherpesviridae. This would allow viruses in the current family Herpesviridae to be distinguished by a vernacular term (“orthoherpesviruses”) from those in the other two families (“alloherpesviruses” and “malacoherpesviruses”) and from those in the order Herpesvirales as a whole (“herpesviruses”).

We propose renaming 4 genera in the family Alloherpesviridae. Changing Batrachovirus to Batravirus, Cyprinivirus to Cyvirus, Ictalurivirus to Ictavirus and Salmonivirus to Salmovirus will lessen the implication that viruses in these genera are restricted to animals belonging to particular host taxa.

We propose abolishing 6 species in the family Herpesviridae (proposed family Orthoherpesviridae). These species (Chelonid alphaherpesvirus 6, Cercopithecine gammaherpesvirus 14, Equid gammaherpesvirus 7, Phocid gammaherpesvirus 2, Saguinine gammaherpesvirus 1 and Iguanid herpesvirus 2) are either not currently classified into genera or lack identifying sequence information. It is possible that new information will allow the viruses concerned to be classified again in future.

We propose renaming 124 species in the order Herpesvirales using a binomial format as mandated by the ICTV. Current species names are trinomials. The first word is derived from a taxon of the host that in its natural setting harbours the virus. The default taxon is family, and the derived word ends in ‘-id’. Exceptions are species from humans (designated by ‘Human’), from the family Bovidae (designated by host subfamily or genus and ending in ‘-ine’) and from nonhuman primates (designated by host genus and also ending in ‘-ine’). In the family Herpesviridae, the second word is ‘alphaherpesvirus’, ‘betaherpesvirus’ or ‘gammaherpesvirus’, depending on the subfamily to which the species belongs. In the families Alloherpesviridae and Malacoherpesviridae, the second word is ‘herpesvirus’. The third word is a numeral, or, in rare cases, a numeral followed by a capital letter. The numeral is intended solely to provide a unique identifier, and does not imply the existence of a complete or continuous series. These numerals are chosen to avoid confusion in relation to those used in virus names in the literature. An example of a current species name is Gallid alphaherpesvirus 1, of which infectious laryngotracheitis virus is a member.

In the proposed binomial format, the first word would be the name of the genus to which the species belongs. For the family Herpesviridae (proposed family Orthoherpesviridae), the second word (the species epithet) would be derived from the current species name contracted by changing the initiating upper case character to lower case and deleting the term ‘herpesvirus’ and the two space characters. Thus, Gallid alphaherpesvirus 1 would become Iltovirus gallidalpha1. We propose a similar approach for the families Alloherpesviridae and Malacoherpesviridae, except that a term from the virus family would be used instead of that for the virus subfamily, because these families lack subfamilies. Thus, Ranid herpesvirus 1 would become Batravirus ranidallo1 and Ostreid herpesvirus 1 would become Ostreavirus ostreidmalaco1. We do not recommend the classification of herpesviruses identified in the absence of host information. However, if this were to become necessary, a generic species epithet (e.g. incognitus) followed by a number could be used.

Viruses in the order Herpesvirales often have multiple names, and there has been an increasing tendency to mirror species names in these names. For example, infectious laryngotracheitis virus is often referred to as gallid herpesvirus 1 or, since the previous change to species names, gallid alphaherpesvirus 1. We do not consider this to be problematic, because virus names and species names are readily differentiated by orthography (e.g. gallid alphaherpesvirus 1 is the virus name and Gallid alphaherpesvirus 1 is the species name). However, the proposed change to a binomial format for species names would present an opportunity for the two categories of name to be kept distinct, with systematic virus names remaining as at present (essentially following the current rules for naming species), and these names being parsed into binomial species names. Thus, the systematic virus name would be gallid alphaherpesvirus 1 and the species name would be Iltovirus gallidalpha1.

We have taken a conservative approach to developing a binomial species nomenclature because we believe that it will allow the field to retain an accepted system for naming viruses that is easily implemented in naming species. Species names would then continue to convey the information that we consider to be important, especially to those who are unfamiliar with the wide range of viruses classified in the order Herpesvirales, namely on the virus host and the virus family or subfamily to which the species belongs, and retaining the distinguishing number assigned previously.
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