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Abstract
	The family Coronaviridae includes viruses with positive-sense RNA genomes that are classified into three subfamilies, Orthocoronavirinae, Letovirinae and Pitovirinae. During the last two decades, a considerable number of novel viral species and strains have been identified in this family. To unify the use of binomial nomenclature in different viral families, we hereby propose to rename the 54 currently established species to binomial format.



Text of proposal
		The family Coronaviridae, being a monophyletic group of viruses in the order Nidovirales, are enveloped, positive-sense RNA viruses that are known to infect a wide spectrum of vertebrates. Viruses within this family are further classified into 3 subfamilies, Letovirinae, Orthocoronavirinae and Pitovirinae, with a total of 6 genera, 28 subgenera and 54 species currently identified. 

Over the last two decades since SARS epidemics, a significant number of viral genomes in this family have been sequenced and subsequently identified as novel species based on the species demarcation criteria supported by the computational framework DEmARC (DivErsity pArtitioning by hieRarchical Clustering). With an aim to comply with the mandated binomial species naming format, we have proposed the binomial nomenclature for the current species (n=54) in the family Coronaviridae with Latinized epithets. In cases of viruses which are well known by the general public and with detailed experimental studies, in order to have better synchronism, we have used epithets derived of host genus/species/common name, geographic location where virus was first isolated, well acknowledged disease name or artificial combined word describing special genomic feature. 
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