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	Yingvirus trifolii
	Named after the generic name of the plant Trifolium pratense, in which the virus was discovered.
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	Named after Western Australia, where mosquitoes carrying the virus were collected.
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	Named after the city of Qingdao, China, where the plants carrying the virus were collected.
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	Named after the generic name of the nematode Ditylenchus destructor, in which the virus was discovered.
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	Yingvirus leptomonadis
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	Abstract of Taxonomy Proposal: 


	
Description of current taxonomy: 
The family Qinviridae comprises negative-sense RNA viruses with two genomic segments (L and S). Yingvirus is currently the only genus in this family and contains eight recognized species.

Proposed taxonomic change(s): 
We propose the establishment of six additional species within the genus Yingvirus.

Demarcation criteria for new taxon/taxa: 
Current demarcation criteria, as specified in the ICTV Report Chapter, require new species to be “phylogenetically distinct based upon analysis of the RdRp”, with no explicit numerical divergence threshold. Here, we used phylogenetic analysis based on the amino acid sequences of the RdRp-containing ORF and pairwise amino acid divergence values to assess the novelty of viruses.

Justification: 
Since the establishment of the family Qinviridae, several novel qin-related viruses have been discovered and their sequences deposited in GenBank. From these data, we identified six viruses with complete coding genomes (defined here as viruses with complete coding L and S segments). Phylogenetic analysis of their RdRp sequences showed that each virus represents a distinct lineage. Pairwise amino acid identities also support their recognition as separate species, with the closest relatives differing by approximately 35%.






	Text of Taxonomy proposal: 

	
Description of current taxonomy:       
The family Qinviridae unites negative-sense RNA viruses with two genomic segments, L and S. Yingvirus is currently the only genus within the family and contains eight recognized species.

Proposed taxonomic change(s):     
Establish six new species in the genus Yingvirus:
“Yingvirus trifolii”
“Yingvirus australiense”
“Yingvirus qingdaoense”
“Yingvirus ditylenchi”
“Yingvirus cattienense”
“Yingvirus leptomonadis”

Demarcation criteria for new taxon/taxa:
The current demarcation criteria, as stated in the ICTV Report Chapter, require new species to be “phylogenetically distinct based upon analysis of the RdRp” with no explicit numerical divergence threshold. Here, we used phylogenetic analysis based on amino acid sequences of the RdRp-containing ORF and pairwise divergence values to assess novelty of viruses as supporting evidence.

Justification:
Since the establishment of the family Qinviridae, several novel qin-related viruses have been discovered and their sequences deposited in GenBank [1–8]. From these sequences, we searched for viruses with complete coding genomes, defined here as viruses with coding-complete L and S segments. When additional genomic segments were reported, their completeness was also considered. From the GenBank data, we identified six candidate viruses with complete coding genomes. 
Current demarcation criteria for the genus Yingvirus does not specify a numerical threshold for species delimitation. Our analysis suggests that species of this genus are separated by 10–20% amino acid divergence in L protein sequences. However, because the genetic diversity of qinviruses remains poorly characterized, it may be preferable not to specify a rigid divergence threshold for species demarcation until further supporting data becomes available.

Based on the phylogenetic analysis (Figure 1), all candidate viruses are phylogenetically distinct. Their pairwise amino acid sequence divergence is also very high (Table 1). Complete sequences of all genomic segments are available in GenBank for all proposed species. Thus, we propose the establishment of six new species in the genus Yingvirus.
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	Tables, Figures:  
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Figure 1. Phylogenetic tree of the family Qinviridae. Alignment of the L protein included established representatives of the family Qinviridae (in green), proposed new species (in red), related unclassified viruses with coding-complete L segments (in black), and viruses from Aspiviridae and Myriaviridae used as the outgroup (in grey). Amino acid sequences were aligned using MAFFT v. 7.490 (E-ins-i algorithm) [9], followed by trimming ambiguously aligned regions with trimAl v.1.5.rev0 in automated mode [10]. Maximum likelihood phylogenetic tree was inferred with IQ-TREE v.2.4.0 [11] using Q.pfam+F+R4 substitution model (chosen by automatic model selection) and 1 000 standard bootstrap replicates. Highly supported nodes (bootstrap value ≥85%) are marked with black dots.
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	0,80
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Table 1. Estimates of evolutionary divergence (p-distance) between sequences. The number of amino acid differences per site between sequences is shown. The alignment of the L protein included established representatives of the family Qinviridae (in green) and proposed new species (in orange). Sequences were aligned using MAFFT with E-ins-I algorithm. Evolutionary analyses were conducted using MEGA11 [12]. All ambiguous positions were removed for each sequence pair (pairwise deletion option). The final dataset comprised 2 815 positions.
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