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Part 3: TAXONOMIC PROPOSAL
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	Etymology (origin) of proposed taxonomic names: 

	Taxon name 
	Etymology of the term

	Ephemerovirus anhui
	From Anhui Province, China, the collection locality of the exemplar virus (wild boar ephemerovirus, strain WilAH01/2019; GenBank PP975074).
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	Abstract of Taxonomy Proposal: 

	Description of current taxonomy:
The genus Ephemerovirus (family Rhabdoviridae, subfamily Alpharhabdovirinae) currently comprises 16 species. Its members are negative-sense RNA viruses of mammals transmitted by haematophagous arthropods, and include bovine ephemeral fever virus, the cause of an economically important disease of cattle and water buffalo.
Proposed taxonomic change(s):
We propose the creation of one new species (Ephemerovirus anhui) in the genus Ephemerovirus, represented by an exemplar virus (wild boar ephemerovirus; WBEV) with a coding-complete genome sequence available from GenBank.
Demarcation criteria for new taxon/taxa:
The candidate virus was assessed against the amino acid sequence divergence and genome organisation criteria defined for the genus Ephemerovirus.
Justification:
Wild boar ephemerovirus exceeds the L, N and G protein amino acid divergence thresholds relative to all existing species in the genus.



	Text of Taxonomy proposal:  

	Description of current taxonomy:
The genus Ephemerovirus (Rhabdoviridae: Alpharhabdovirinae) currently comprises 16 species.
Proposed taxonomic change(s):
1.  Create one new species in the genus Ephemerovirus
Wild boar ephemerovirus (WBEV) was detected by metagenomic sequencing of the liver of wild boar (Sus scrofa) in China [1]. The exemplar strain, WilAH01/2019, was collected in 2019 in Anhui Province (GenBank PP975074; 14,615 nt), and a second, conspecific strain, GX05/2020, was collected in 2020 in Guangxi Province (GenBank PP975076; 14,614 nt).
We propose that WBEV be assigned to the new species Ephemerovirus anhui.
Ecology
Ephemeroviruses are arthropod-borne rhabdoviruses of mammals. Bovine ephemeral fever virus causes an economically important febrile disease of cattle and water buffalo across Africa, Asia and Australia, and several other ephemeroviruses infect or have been isolated from cattle. Member viruses have been isolated from or detected in cattle and pigs and haematophagous insects, including mosquitoes and biting midges that act as vectors; two species have been detected in ticks by metagenomic sequencing. Two porcine ephemeroviruses, porcine ephemerovirus 1 (PoEV1; species Ephemerovirus henan) and porcine ephemerovirus 2 (PoEV2; species Ephemerovirus guangdong), were identified in pigs in China [2]. The detection of WBEV in wild boar in China is consistent with this ecology and extends the known suid host range of the genus.
Phylogenetic analysis
Based on ML trees using the complete L protein sequences, WBEV falls with ephemeroviruses in a well-supported monophyletic clade, in a subclade with PoEV1 and PoEV2 (Figure 1).
Genome organisation
The coding-complete genome sequence of WBEV (exemplar strain WilAH01/2019; GenBank PP975074; 14,615 nt) has been reported. The genome lacks only the 3′ and 5′ termini. The genome organisation is typical of viruses in the genus Ephemerovirus, containing the five canonical rhabdovirus structural protein genes (N, P, M, G and L), a gene encoding the non-virion glycoprotein GNS between the G and L genes, and a set of small accessory ORFs (α1, α2, β and γ) in the region between the GNS and L genes, comprising nine transcription units in total, consistent with the genome organisation of bovine ephemeral fever virus and other ephemeroviruses (Figure 2).
Amino acid sequence identities
Pairwise sequence identities (p-distances) calculated from FAMSA [1] amino acid sequence alignments indicate that WBEV is most closely related to PoEV2 in the L, N and G proteins (75.1%, 87.0% and 69.8% identity, respectively) (Tables 1–3).
Species demarcation criteria
Viruses assigned to different species within the genus Ephemerovirus have several of the following characteristics: A) minimum amino acid sequence divergence of 15% in the L proteins; B) minimum amino acid sequence divergence of 8% in the N proteins; C) minimum amino acid sequence divergence of 12% in the G proteins; D) they can be distinguished in serological tests; and E) significant differences in genome organisation as evidenced by numbers and locations of ORFs.
WBEV meets demarcation criteria A, B and C, with amino acid sequence divergence of 24.9% in the L protein, 13.0% in the N protein and 30.2% in the G protein relative to its closest relative, PoEV2, exceeding the thresholds relative to all existing species in the genus. Serological tests (criterion D) have not been conducted as no virus isolate is currently available. The genome organisation is similar to those of other ephemeroviruses (criterion E).
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Figure 1. The evolutionary history was inferred from a multiple sequence alignment of complete L protein sequences of all 42 classified members of the genera Ephemerovirus, Tibrovirus and Hapavirus, as well as wild boar ephemerovirus which is proposed to be assigned to the new species Ephemerovirus anhui. The alignment was constructed in MAFFT using the E-INS-I iterative refinement method. Phylogenetically informative sites were selected from the alignment using TrimAl, resulting in 1863 positions in the final dataset. The tree was inferred in MEGA11 by using the Maximum Likelihood method based on the best-fit Le and Gascuel model with gamma distribution of evolutionary rates and invariable sites. The tree with the highest log likelihood (-89733.24) is shown. 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 a JTT model and then selecting the topology with superior log-likelihood values. The tibrovirus and hapavirus clades have been collapsed. The tree is drawn to scale, with branch lengths measured in the number of substitutions per site. Bootstrap values (100 iterations) are shown for each node.
[image: ]ICTV Taxonomy Proposal Form 2026 v.1

2 | Page

[image: ]
[image: ]ICTV Taxonomy Proposal Form 2026 v.1
Figure 2. Schematic illustration of the genome organisations of ephemeroviruses. Arrows represent long open reading frames (ORFs) with the N, P, M, G and L ORFs shown and additional ORFs encoding homologous proteins shown in the same colour. The GNS ORF is shown in light blue and the a1 ORF (encoding a viroporin) is shown in yellow. 
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Table 1. Ephemerovirus L protein amino acid sequence identities (%). 
	
	BEFV
	KIMV
	KOOLV
	BRMV
	YATV
	ARV
	KOTV
	OBOV
	HYV
	PUCV
	NKCV
	PoEV1
	PoEV2
	HgRTV2
	HCEV1
	HVV
	WBEV

	BEFV
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	KIMV
	64.8
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	KOOLV
	51.2
	50.7
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	BRMV
	84.0
	65.1
	51.1
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	YATV
	50.8
	50.9
	59.0
	51.1
	
	
	
	
	
	
	
	
	
	
	
	
	

	ARV
	49.5
	48.5
	47.5
	49.1
	47.1
	
	
	
	
	
	
	
	
	
	
	
	

	KOTV
	50.7
	50.6
	84.2
	51.4
	58.9
	47.5
	
	
	
	
	
	
	
	
	
	
	

	OBOV
	49.8
	49.7
	48.3
	49.1
	47.0
	78.1
	48.0
	
	
	
	
	
	
	
	
	
	

	HYV
	63.7
	63.6
	50.1
	64.5
	51.1
	47.6
	50.6
	48.3
	
	
	
	
	
	
	
	
	

	PUCV
	63.5
	63.3
	49.9
	63.8
	50.8
	47.6
	50.1
	48.5
	86.8
	
	
	
	
	
	
	
	

	NKCV
	51.7
	51.4
	65.7
	52.0
	59.8
	46.5
	64.8
	46.9
	50.6
	50.0
	
	
	
	
	
	
	

	PoEV1
	50.0
	50.0
	56.5
	49.8
	56.0
	47.0
	56.9
	47.5
	49.0
	49.2
	56.5
	
	
	
	
	
	

	PoEV2
	49.5
	50.2
	56.8
	49.7
	55.8
	47.7
	56.8
	47.5
	48.8
	48.9
	56.5
	70.5
	
	
	
	
	

	HgRTV2
	65.0
	86.4
	50.8
	65.3
	50.9
	48.2
	50.9
	49.2
	63.3
	62.8
	51.0
	49.8
	50.0
	
	
	
	

	HCEV1
	50.5
	51.2
	56.6
	50.6
	58.6
	46.2
	56.5
	46.1
	49.5
	49.5
	58.7
	55.1
	54.9
	50.5
	
	
	

	HVV
	63.8
	64.2
	50.3
	64.3
	51.1
	48.5
	50.3
	48.9
	78.4
	77.5
	50.1
	49.5
	48.2
	64.1
	50.0
	
	

	WBEV
	49.4
	50.4
	57.0
	49.2
	55.2
	46.3
	56.7
	46.2
	49.6
	49.1
	57.1
	70.5
	75.1
	50.6
	55.4
	48.2
	




Table 2. Ephemerovirus N protein amino acid sequence identities (%). 
	
	BEFV
	KIMV
	KOOLV
	BRMV
	YATV
	ARV
	KOTV
	OBOV
	HYV
	PUCV
	NKCV
	PoEV1
	PoEV2
	HgRTV2
	HCEV1
	HVV
	WBEV

	BEFV
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	KIMV
	77.3
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	KOOLV
	51.8
	52.2
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	BRMV
	91.6
	77.0
	52.0
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	YATV
	45.5
	47.4
	51.1
	46.5
	
	
	
	
	
	
	
	
	
	
	
	
	

	ARV
	48.1
	50.3
	46.8
	49.1
	41.5
	
	
	
	
	
	
	
	
	
	
	
	

	KOTV
	51.3
	52.7
	92.7
	51.8
	51.5
	47.1
	
	
	
	
	
	
	
	
	
	
	

	OBOV
	49.3
	50.6
	47.3
	49.5
	39.2
	86.9
	46.6
	
	
	
	
	
	
	
	
	
	

	HYV
	75.4
	74.1
	52.7
	77.0
	46.5
	50.3
	53.6
	51.5
	
	
	
	
	
	
	
	
	

	PUCV
	75.6
	73.6
	52.9
	77.5
	46.0
	50.3
	53.2
	51.5
	95.1
	
	
	
	
	
	
	
	

	NKCV
	50.0
	52.1
	71.7
	51.4
	51.4
	46.7
	71.7
	46.4
	54.0
	53.8
	
	
	
	
	
	
	

	PoEV1
	47.3
	49.6
	58.7
	48.2
	49.9
	44.2
	59.2
	43.7
	50.1
	51.3
	61.1
	
	
	
	
	
	

	PoEV2
	49.6
	51.5
	58.5
	48.7
	48.0
	47.5
	58.3
	47.0
	48.7
	49.2
	59.7
	78.1
	
	
	
	
	

	HgRTV2
	75.6
	93.5
	52.9
	76.6
	48.1
	50.3
	53.4
	50.3
	75.5
	75.0
	52.9
	49.6
	50.8
	
	
	
	

	HCEV1
	49.1
	48.6
	58.4
	49.5
	52.0
	46.0
	59.1
	44.8
	50.2
	50.7
	57.9
	53.4
	53.0
	48.8
	
	
	

	HVV
	72.3
	71.9
	52.1
	74.5
	45.8
	50.6
	53.1
	50.6
	87.7
	87.7
	52.7
	49.4
	48.4
	73.1
	48.5
	
	

	WBEV
	49.9
	52.2
	58.3
	50.8
	50.6
	47.0
	59.2
	44.7
	50.1
	51.1
	60.4
	78.9
	87.0
	52.5
	53.4
	50.9
	









Table 3. Ephemerovirus G protein amino acid sequence identities (%).
	
	BEFV
	KIMV
	KOOLV
	BRMV
	YATV
	ARV
	KOTV
	OBOV
	HYV
	PUCV
	NKCV
	PoEV1
	PoEV2
	HgRTV2
	HCEV1
	HVV
	WBEV

	BEFV
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	KIMV
	48.8
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	KOOLV
	29.3
	30.6
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	BRMV
	75.3
	47.8
	28.3
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	YATV
	29.8
	30.6
	38.4
	30.1
	
	
	
	
	
	
	
	
	
	
	
	
	

	ARV
	29.6
	26.2
	27.7
	29.1
	30.0
	
	
	
	
	
	
	
	
	
	
	
	

	KOTV
	29.2
	31.3
	80.0
	28.5
	39.6
	27.4
	
	
	
	
	
	
	
	
	
	
	

	OBOV
	29.9
	28.5
	27.8
	30.1
	31.0
	68.6
	27.5
	
	
	
	
	
	
	
	
	
	

	HYV
	48.6
	46.0
	26.8
	48.4
	28.8
	28.1
	27.6
	30.2
	
	
	
	
	
	
	
	
	

	PUCV
	49.0
	44.9
	27.1
	48.1
	28.8
	29.4
	28.3
	30.3
	76.0
	
	
	
	
	
	
	
	

	NKCV
	27.9
	29.4
	61.7
	28.1
	40.5
	28.5
	59.1
	29.3
	28.1
	28.1
	
	
	
	
	
	
	

	PoEV1
	27.9
	29.2
	35.7
	27.9
	32.8
	29.4
	35.9
	28.8
	25.8
	26.3
	35.6
	
	
	
	
	
	

	PoEV2
	27.3
	27.7
	38.6
	29.3
	34.6
	30.3
	38.7
	28.8
	24.9
	26.7
	36.1
	59.8
	
	
	
	
	

	HgRTV2
	48.5
	75.1
	30.2
	49.3
	30.6
	26.9
	30.7
	29.1
	45.4
	45.3
	30.7
	29.3
	29.9
	
	
	
	

	HCEV1
	30.7
	30.2
	37.0
	30.0
	41.2
	30.8
	35.8
	32.0
	29.2
	30.8
	35.2
	35.8
	36.8
	30.1
	
	
	

	HVV
	48.5
	47.5
	29.0
	47.3
	29.7
	28.6
	29.5
	30.0
	64.1
	65.4
	29.6
	25.8
	26.7
	46.6
	28.6
	
	

	WBEV
	27.4
	29.7
	37.7
	26.9
	34.3
	29.6
	37.7
	29.1
	25.4
	25.4
	37.2
	58.4
	69.8
	28.8
	35.7
	26.5
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