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	Abstract of Taxonomy Proposal: 


	
Description of current taxonomy:       
Negarnaviricota, Polyploviricotina, Bunyaviricetes, Elliovirales, Tospoviridae, Orthotospovirus. 
The genus Orthotospovirus is the only genus in the family Tospoviridae. It currently includes 36 virus species.

Proposed taxonomic change(s):     
Create two (2) new species in the genus Orthotospovirus to classify two (2) novel orthotospoviruses. 

Demarcation criteria for new taxon/taxa:
On the basis of the % amino acid sequence identity (<90%) of the nucleocapsid protein (N).

Justification:
The identity value of the nucleocapsid (N) protein sequence of the two novel orthotospoviruses to other established orthotospoviruses and between themselves, is below 90%, satisfying the criterion for novel species demarcation in the genus Orthotospovirus based on identity of the amino acid sequence of the N protein.




	Text of Taxonomy proposal:  



	
Description of current taxonomy:       
The genus Orthotospovirus in the family Tospoviridae currently includes 36 species:  Orthotospovirus alstroemeriflavi, Orthotospovirus alstroemerinecrosis, Orthotospovirus arachianuli, Orthotospovirus arachiflavamaculae, Orthotospovirus arachiflavi, Orthotospovirus arachinecrosis, Orthotospovirus callaflavi, Orthotospovirus capsiciflavi, Orthotospovirus capsicimaculaflavi, Orthotospovirus chrysanthinecrocaulis, Orthotospovirus citrullomaculosi, Orthotospovirus citrullonecrosis, Orthotospovirus cucurbichlorosis, Orthotospovirus eustomae, Orthotospovirus fatsiae, Orthotospovirus glycininecrovenae, Orthotospovirus hippeflavi, Orthotospovirus impatiensnecromaculae, Orthotospovirus iridimaculaflavi, Orthotospovirus meloflavi, Orthotospovirus melotessellati, Orthotospovirus morivenae, Orthotospovirus phaseolinecrotessellati, Orthotospovirus polygonianuli, Orthotospovirus tomatanuli, Orthotospovirus tomatoflavi, Orthotospovirus tomatomaculae, Orthotospovirus tomatozonae, Orthotospovirus tomatonecroanuli, Orthotospovirus limonii, Orthotospovirus barlerichlorosis, Orthotospovirus scadoxiflavianuli, Orthotospovirus macadamianuli, Orthotospovirus mercurialis, Orthotospovirus capsiciflavianuli, Orthotospovirus tomatonecromaculae.

Proposed taxonomic change(s):     
Following examination of the literature and NCBI GenBank sequence repository, we here propose the classification of two novel orthotospoviruses recently reported from Capsicum sp. and Ipomoea batatas, respectively, as members of two new species in the genus Orthotospovirus.

Demarcation criteria for new taxon/taxa:
<90% amino acid sequence identity of the nucleocapsid protein (N).

Justification:      
Creation of a first novel species in the genus Orthotospovirus
[bookmark: OLE_LINK1]The complete genome sequence of Capsicum orthotospovirus 1 (CaV1) was determined from Capsicum sp. from South Africa using high-throughput sequencing [1], and is available in NCBI GenBank under accession numbers PV423510, PV423511, PV423512. The highest identity value of the N protein sequence to other orthotospoviruses is below the species demarcation criterion of the genus Orthotospovirus (Table 1). In the phylogenetic tree (Fig.1), CaV1 groups closest to Macadamia ringspot-associated virus (species Orthotospovirus macadamianuli), also described from South Africa. According to the current criterion based on the diversity of the N sequence, we propose to classify CaV1 as a member of a novel species, named “Orthotospovirus capsici”, from the genus of the host plant where it was first described, adopting the name proposed by the authors in the original publication [1].

Creation of a second novel species in the genus Orthotospovirus
[bookmark: OLE_LINK2]The complete genome sequence of Ipomoea orthotospovirus 1(IpOV1) was determined from Ipomoea batatas from Honduras using high-throughput sequencing, and is publicly available in NCBI GenBank under accession numbers PZ196873, PZ196874, PZ196875. The highest identity value of the N protein sequence to other orthotospoviruses is below the species demarcation criterion of the genus Orthotospovirus (Table 1). In the phylogenetic tree (Fig.1), Ipomoea orthotospovirus 1 groups together with other members assigned to the American clade 2 [2]. According to the current criterion, we propose to classify IpOV1 as a member of a novel species, named “Orthotospovirus ipomoeae”, from the genus of the host plant where it was first described.
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	Tables, Figures:  
  



Table 1. Amino acid identity (%) matrix generated from the nucleocapsid protein sequences of representative members of accepted and proposed new species in the genus Orthotospovirus. Representative members of proposed new species in this proposal are highlighted in bold.
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Fig.1 Phylogenetic tree constructed on the amino acid sequence of the nucleocapsid protein of members of all accepted species in the genus Orthotospovirus, and of the two novel orthotospoviruses considered in this proposal. The evolutionary history was inferred by using the Maximum Likelihood method and Le-Gascuel model [3]. The percentage of trees in which the associated taxa clustered together is shown next to the branches. Initial tree(s) for the heuristic search were obtained automatically by applying Neighbor-Join and BioNJ algorithms to a matrix of pairwise distances estimated using the JTT model, and then selecting the topology with superior log likelihood value. A discrete Gamma distribution was used to model evolutionary rate differences among sites (4 categories (+G, parameter = 1,3674)). The rate variation model allowed for some sites to be evolutionarily invariable ([+I], 1,81% sites). The tree is drawn to scale, with branch lengths measured in the number of substitutions per site. This analysis involved 38 amino acid sequences. Evolutionary analyses were conducted in MEGA11 [4]. Representative members of proposed new species are highlighted in bold.
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