[image: ]ICTV Taxonomy Proposal Form 2026 v.1
[image: ]	





The International Committee on Taxonomy of Viruses
Taxonomy Proposal Form, 2026 


Part 1a: Details of taxonomy proposals

	Title:   
	Establishing 42 new species in the subfamily Parvovirinae and changing two species names to reflect recent discoveries in host affiliations of their members

	Code assigned: 
	2026.005D.N.v1.Parvoviridae_42ns



	Author(s), affiliation and email address(es):  

	Given name (+middle initial(s))
	Surname
	Affiliation 
	Email address 
	Corr. author(s)  


	Marta
	Canuti
	Department of Veterinary and Animal Sciences, University of Copenhagen, Frederiksberg, Denmark
	marta.canuti@gmail.com
	X

	Judit
	Pénzes
	Department of Entomology, Texas A&M University, College Station, TX, USA
	sarah.francois@inrae.fr
	

	Sarah
	François
	National Research Institute for Agriculture, Food and Environment (INRAE)
University of Montpellier, France
	judycash08@gmail.com
	



Part 1b: Taxonomy Proposal Submission 
	ICTV Subcommittee: 

	Animal DNA Viruses and Retroviruses
	X
	Bacterial viruses
	

	Animal minus-strand and dsRNA viruses
	
	Fungal and protist viruses
	

	Animal positive-strand RNA viruses
	
	Plant viruses
	

	Archaeal viruses
	
	General -
	



	List the ICTV Study Group(s) that have seen or have been involved in creating this proposal: 

	
Parvoviridae


	Optional – complete only if formally voted on by an ICTV Study Group: 

	Study Group
	Number of members

	
	Votes in support
	Votes against
	No vote

	
	
	
	

	
	
	
	










	Submission date:
	  






Part 1c: Feedback from ICTV Executive Committee (EC) meeting 
	Executive Committee Meeting Decision code:
	X

	A – Accept
	

	Ac – Accept subject to revision by relevant subcommittee chair. No further vote required
	

	U – Accept without revision but with re-evaluation and email vote by the EC
	

	Uc – Accept subject to revision and re-evaluation and email vote by the EC
	

	Ud – Deferred to the next EC meeting, with an invitation to revise based on EC comments
	

	J - Reject
	

	W - Withdrawn
	



	Comments from the Executive Committee:

	





Part 1d: Revised Taxonomy Proposal Submission 
	Response of proposer: 

	





	Revision date:
	







Part 3: TAXONOMIC PROPOSAL
https://ictv.global/taxonomy/templates

	Taxonomic changes proposed: 

	Establish new taxon
	X
	Split taxon
	

	Abolish taxon
	
	Merge taxon
	

	Move taxon
	
	Promote taxon
	

	Rename taxon
	X
	Demote taxon
	

	Move and rename
	




	Etymology (origin) of proposed taxonomic names: 

	Taxon name 
	Etymology of the term

	Protoparvovirus mammalian1
	Genus name + presumed host affiliation + sequential number

	Blattambidensovirus coleopteran1
	Genus name + presumed host affiliation + sequential number

	Amdoparvovirus carnivoran11
	Genus name + presumed host affiliation + sequential number

	Amdoparvovirus carnivoran12
	Genus name + presumed host affiliation + sequential number

	Amdoparvovirus rodent1
	Genus name + presumed host affiliation + sequential number

	Amdoparvovirus eulipotyphla1
	Genus name + presumed host affiliation + sequential number

	Bocaparvovirus chiropteran7
	Genus name + presumed host affiliation + sequential number

	Bocaparvovirus chiropteran8
	Genus name + presumed host affiliation + sequential number

	Bocaparvovirus chiropteran9
	Genus name + presumed host affiliation + sequential number

	Bocaparvovirus chiropteran10
	Genus name + presumed host affiliation + sequential number

	Bocaparvovirus chiropteran11
	Genus name + presumed host affiliation + sequential number

	Bocaparvovirus chiropteran12
	Genus name + presumed host affiliation + sequential number

	Bocaparvovirus chiropteran13
	Genus name + presumed host affiliation + sequential number

	Bocaparvovirus chiropteran14
	Genus name + presumed host affiliation + sequential number

	Bocaparvovirus chiropteran15
	Genus name + presumed host affiliation + sequential number

	Bocaparvovirus incertum5
	Genus name + unknown host affiliation + sequential number

	Dependoparvovirus chiropteran3
	Genus name + presumed host affiliation + sequential number

	Dependoparvovirus chiropteran4
	Genus name + presumed host affiliation + sequential number

	Dependoparvovirus chiropteran5
	Genus name + presumed host affiliation + sequential number

	Dependoparvovirus chiropteran6
	Genus name + presumed host affiliation + sequential number

	Dependoparvovirus chiropteran7
	Genus name + presumed host affiliation + sequential number

	Dependoparvovirus chiropteran8
	Genus name + presumed host affiliation + sequential number

	Dependoparvovirus chiropteran9
	Genus name + presumed host affiliation + sequential number

	Dependoparvovirus chiropteran10
	Genus name + presumed host affiliation + sequential number

	Dependoparvovirus chiropteran11
	Genus name + presumed host affiliation + sequential number

	Dependoparvovirus chiropteran12
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran3
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran4
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran5
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran6
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran7
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran8
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran9
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran10
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran11
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran12
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran13
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran14
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran15
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran16
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran17
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran18
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus chiropteran19
	Genus name + presumed host affiliation + sequential number

	Protoparvovirus mammalian2
	Genus name + presumed host affiliation + sequential number




	Permission for use of names derived from a living person:        

	Taxon name
	Full name of person from whom the name is derived
	Attached 

	
	
	

	
	
	

	
	
	

	
	
	






	Abstract of Taxonomy Proposal: 

	
Description of current taxonomy:       
The family Parvoviridae currently includes 6 subfamilies, 30 genera, and 281 species:
· Densovirinae: 11 genera, 65 species
· Hamavirinae: 4 genera, 73 species
· Hepanvirinae: 1 genus, 1 species
· Metallovirinae: 1 genus, 1 species
· Parvovirinae: 11 genera, 136 species
· Penbrevirinae: 2 genera, 5 species

Proposed taxonomic change(s):     
Establish 42 new species in the subfamily Parvovirinae, (4 in the genus Amdoparvovirus, 10 in the genus Bocaparvovirus, 10 in the genus Dependoparvovirus, and 18 in the genus Protoparvovirus), and change two species names in the genera Protoparvovirus (subfamily Parvoviridae) and Blattambidensovirus (subfamily Densovirinae). 

Demarcation criteria for new taxon/taxa:
Species demarcation criteria: two parvoviruses can be potentially classified in one species if their NS1 proteins share at least 85% protein sequence identity.

Justification:
Several novel parvoviruses were discovered in recent years. All proposed new taxa fulfill the demarcation criteria established for the family Parvoviridae. Changes in species names reflect a growing knowledge about parvovirus biology and novel studies that helped elucidate the host spectrum of recently defined species. The change was necessary because species designations for parvoviruses include host affiliations and new studies provided novel information about the host of 2 parvoviruses.





	· Text of Taxonomy proposal:  


	
Description of current taxonomy:       
For an agent to be classified in the family Parvoviridae, it must be judged to be an authentic parvovirus on the basis of having been sequenced from tissues, secretions, or excretions of its possible host or, failing this, from an additional biological source when the true viral host identity remains unknown. All such sequences must be reported in a credible peer-reviewed publication, in which insights into their host and biology, such as genome annotation, transcription strategy, epidemiology, serology, structure, trafficking, replication and evolution, are strongly encouraged. The sequence must contain the complete coding region of the large nonstructural protein (NS1), which must possess an SF3 helicase domain in its protein sequence, as well as the viral structural protein (VP) coding regions. If the genome is multipartite, evidence must be presented to confirm that these are indeed multiple genome segments of the same viral genome (e.g., corresponding termini, experimental evidence of concurrent replication). If additional ORFs are present in the sequenced genomes, the sequence must still meet the size constraints and/or motif patterns typical of the family (e.g., absence of a type-B DNA polymerase-encoding gene). Sequences derived from cDNA-based metatranscriptomes can be accepted only if a DNase treatment was not performed prior to reverse transcription and it is presumed that sequences originated from viral DNA. In case a presumed host cannot be assigned, the ambiguous host assignment must be indicated in species level nomenclature (indicating ‘incertum’ in the species-specific epithet). This definition is designed to allow the inclusion of viruses identified by virus discovery approaches, including those with an unknown host, which typically lack reliable sequences from the telomeric hairpins, while avoiding viral sequence fragments integrated into the host genomes.

Two parvoviruses can be potentially classified in one species if their NS1 proteins share at least 85% protein sequence identity. Species must be designated under a binomial name, consisting of the genus name, within which given virus is classified, and a specific epithet. The epithet must mirror the order level affiliation of the virus host, or in case of multiple host involvement, the lowest taxonomy unit encompassing the affected host species. Failing this, if the exact host spectrum is unknown, the epithet will be indicated as “incertum”. A number in simple Arabic numeric may be added if more species are to share the same epithet within a given genus, e.g., Copiparvovirus ungulate2.

Two parvoviruses can be potentially classified in one genus if they cluster as a robust monophyletic lineage based on their complete NS1 protein sequence in case of subfamily-level phylogeny and also based on their SF3 helicase domains in case of family-wide phylogenetic inference. Additionally, their NS1 proteins should share 35-40% protein sequence identity and display a coverage of at least 80% between two members of the genus in question. Flexibility in these numbers may apply. Failing the sequence-identity-based criteria, common genus affiliation can also be justified by similar genome organization, i.e., presence or absence of certain auxiliary protein encoding genes, genome length and/or transcription strategy, provided the criterion of the well-supported monophyly is still satisfied.

Proposed taxonomic change(s):     
1. Change the name of two species to reflect novel discoveries about their hosts:
· Change the name of species Protoparvovirus carnivoran4 to Protoparvovirus mammalian1. This virus, originally identified in fecal samples from foxes, has now been found associated with exophthalmos and other clinical signs in farmed pigs. As the virus has been found in organs of both foxes and swine, its host range does not seem to be restricted to carnivorans, but it extends to multiple mammalian orders (1, 2). 
· Change the name of species Blattambidensovirus incertum1 to Blattambidensovirus coleopteran1. A recent discovery clarified that members of this species (Tenebrio molitor densovirus (MW628494) whose NS1 is >95% identical to the NS1 of Parus major densovirus (KU727766), exemplar virus of this species), previously without host affiliation, infect mealworm (Tenebrio molitor) in the order Coleoptera (3). 

2. Create 42 new species in 4 genera of the subfamily Parvovirinae (Figure 1A)
A. Create 4 new species in the genus Amdoparvovirus (Figure 1B)
1. Amdoparvovirus carnivoran11 → European mustelid amdoparvovirus 1 was discovered in the intestine and spleen of a stone marten in Spain (4). Its NS1 is 79.0% identical to the NS1 of its closest classified amdoparvoviral relative.
2. Amdoparvovirus carnivoran12 → Fox and badger amdoparvovirus 1 was discovered in spleens from foxes and badgers in Denmark (5). Its NS1 is 75.8% identical to the NS1 of its closest classified amdoparvoviral relative.
3. Amdoparvovirus rodent1 → Field vole amdoparvovirus was discovered in arvicoline voles in the UK and viral infection is potentially associated with pulmonary inflammation (6). Its NS1 is 66.1% identical to the NS1 of its closest classified amdoparvoviral relative.
4. Amdoparvovirus eulipotyphla1 → Shrew parvovirus 1 was discovered in organs of common shrews in the UK (7). Its NS1 is 52.3% identical to the NS1 of its closest classified amdoparvoviral relative.

B. Create 10 new species in the genus Bocaparvovirus (Figure 1C)
1. Bocaparvovirus chiropteran7 → Bocaparvovirus chiropteran1 was discovered in swab samples collected from Chinese bats (8). Its NS1 is 83.6% identical to the NS1 of its closest classified bocaparvoviral relative.
2. Bocaparvovirus chiropteran8 → Bat bocaparvovirus 1 was discovered in swab samples collected from Chinese bats (8). Its NS1 is 68.0% identical to the NS1 of its closest classified bocaparvoviral relative.
3. Bocaparvovirus chiropteran9 → Scotophilus bat bocaparvovirus 1 was discovered in swab samples collected from Chinese bats (8). Its NS1 is 48.6% identical to the NS1 of its closest classified bocaparvoviral relative.
4. Bocaparvovirus chiropteran10 → Taphozous bat bocaparvovirus 1 GX2016 was discovered in swab samples collected from Chinese bats (8). Its NS1 is 59.3% identical to the NS1 of its closest classified bocaparvoviral relative.
5. Bocaparvovirus chiropteran11 → Taphozous bat bocaparvovirus 1 HI2019 was discovered in swab samples collected from Chinese bats (8). Its NS1 is 53.0% identical to the NS1 of its closest classified bocaparvoviral relative. 
6. Bocaparvovirus chiropteran12 → Bat bocaparvovirus 2 was discovered in swab samples collected from Chinese bats (8). Its NS1 is 68.9% identical to the NS1 of its closest classified bocaparvoviral relative.
7. Bocaparvovirus chiropteran13 → Bat bocaparvovirus 3 was discovered in swab samples collected from Chinese bats (8). Its NS1 is 67.2% identical to the NS1 of its closest classified bocaparvoviral relative.
8. Bocaparvovirus chiropteran14 → Bat bocaparvovirus 6 was discovered in swab samples collected from Chinese bats (8). Its NS1 is 56.6% identical to the NS1 of its closest classified bocaparvoviral relative.
9. Bocaparvovirus chiropteran15 → Bat bocaparvovirus 7 was discovered in swab samples collected from Chinese bats (8). Its NS1 is 61.0% identical to the NS1 of its closest classified bocaparvoviral relative.
10. Bocaparvovirus incertum5 → ParvoviridaeDogfe344C2 was discovered in fecal samples from Chinese dogs (9). Its NS1 is 72.9% identical to the NS1 of its closest classified bocaparvoviral relative.


C. Create 10 new species in the genus Dependoparvovirus (Figure 1D)
1. Dependoparvovirus chiropteran3 → Adeno-associated virus Croatia was discovered in oral swabs of Rhinolophus bats in Croatia (10). Its NS1 is 61.7% identical to the NS1 of its closest classified dependoparvoviral relative.
2. Dependoparvovirus chiropteran4 → Rhinolophus pusillus adeno-associated virus BtAAV-CXC1 was discovered in intestinal samples of Chinese bats (11). Its NS1 is 60.9% identical to the NS1 of its closest classified dependoparvoviral relative.
3. Dependoparvovirus chiropteran5 → Rhinolophus pusillus adeno-associated virus 1 Rp-BtAAV1 was discovered in Chinese Rhinolophus bats (12). Its NS1 is 54.2% identical to the NS1 of its closest classified dependoparvoviral relative.
4. Dependoparvovirus chiropteran6 → Bat adeno-associated virus 1 GD2020 was discovered in samples collected from Chinese bats (8). Its NS1 is 61.5% identical to the NS1 of its closest classified dependoparvoviral relative.
5. Dependoparvovirus chiropteran7 → Bat adeno-associated virus 1 JX2021 was discovered in samples collected from Chinese bats (8). Its NS1 is 60.0% identical to the NS1 of its closest classified dependoparvoviral relative.
6. Dependoparvovirus chiropteran8 → Bat adeno-associated virus 1 GD2016 was discovered in samples collected from Chinese bats (8). Its NS1 is 58.3% identical to the NS1 of its closest classified dependoparvoviral relative.
7. Dependoparvovirus chiropteran9 → Bat adeno-associated virus 2 GD2016 was discovered in samples collected from Chinese bats (8). Its NS1 is 60.8% identical to the NS1 of its closest classified dependoparvoviral relative.
8. Dependoparvovirus chiropteran10 → Bat adeno-associated virus 2 GX2017 was discovered in samples collected from Chinese bats (8). Its NS1 is 60.8% identical to the NS1 of its closest classified dependoparvoviral relative.
9. Dependoparvovirus chiropteran11 → Bat adeno-associated virus 3 GX2017 was discovered in samples collected from Chinese bats (8). Its NS1 is 60.0% identical to the NS1 of its closest classified dependoparvoviral relative.
10. Dependoparvovirus chiropteran12 → Bat adeno-associated virus 4 GD2016 was discovered in samples collected from Chinese bats (8). Its NS1 is 67.5% identical to the NS1 of its closest classified dependoparvoviral relative.


D. Create 18 new species in the genus Protoparvovirus (Figure 1E)
1. Protoparvovirus chiropteran3 → Bat parvovirus 1 LN2020 was discovered in samples collected from Chinese bats (8). Its NS1 is 60.2% identical to the NS1 of its closest classified protoparvoviral relative.
2. Protoparvovirus chiropteran4 → Bat parvovirus 1 GD2016 was discovered in samples collected from Chinese bats (8). Its NS1 is 57.5% identical to the NS1 of its closest classified protoparvoviral relative.
3. Protoparvovirus chiropteran5 → Bat parvovirus 1 GD2017 was discovered in samples collected from Chinese bats (8). Its NS1 is 58.2% identical to the NS1 of its closest classified protoparvoviral relative. 
4. Protoparvovirus chiropteran6 → Bat parvovirus 1 ZJ2020 was discovered in samples collected from Chinese bats (8). Its NS1 is 53.5% identical to the NS1 of its closest classified protoparvoviral relative. 
5. Protoparvovirus chiropteran7 → Bat parvovirus 2 Pool-293 was discovered in samples collected from Chinese bats (8).  Its NS1 is 63.8% identical to the NS1 of its closest classified protoparvoviral relative. 
6. Protoparvovirus chiropteran8 → Bat parvovirus 2 GD2017 171 was discovered in samples collected from Chinese bats (8). Its NS1 is 66.0% identical to the NS1 of its closest classified protoparvoviral relative. 
7. Protoparvovirus chiropteran9 → Bat parvovirus 2 GD2017 130 was discovered in samples collected from Chinese bats (8). Its NS1 is 66.0% identical to the NS1 of its closest classified protoparvoviral relative. 
8. Protoparvovirus chiropteran10 → Bat parvovirus 2 YN2016 was discovered in samples collected from Chinese bats (8). Its NS1 is 70.0% identical to the NS1 of its closest classified protoparvoviral relative. 
9. Protoparvovirus chiropteran11 → Bat parvovirus 4 GX2016 was discovered in samples collected from Chinese bats (8). Its NS1 is 49.1% identical to the NS1 of its closest classified protoparvoviral relative.
10. Protoparvovirus chiropteran12 → Bat parvovirus 4 YN2021 was discovered in samples collected from Chinese bats (8). Its NS1 is 47.8% identical to the NS1 of its closest classified protoparvoviral relative. 
11. Protoparvovirus chiropteran13 → Bat parvovirus 5 GD2020 was discovered in samples collected from Chinese bats (8). Its NS1 is 49.1% identical to the NS1 of its closest classified protoparvoviral relative. 
12. Protoparvovirus chiropteran14 → Bat parvovirus 7 GD2017 was discovered in samples collected from Chinese bats (8). Its NS1 is 62.3% identical to the NS1 of its closest classified protoparvoviral relative. 
13. Protoparvovirus chiropteran15 → Bat parvovirus 7 HI2019 was discovered in samples collected from Chinese bats (8). Its NS1 is 64.6% identical to the NS1 of its closest classified protoparvoviral relative. 
14. Protoparvovirus chiropteran16 → Bat parvovirus 8 Pool-283 was discovered in samples collected from Chinese bats (8). Its NS1 is 71.0% identical to the NS1 of its closest classified protoparvoviral relative. 
15. Protoparvovirus chiropteran17 → Bat parvovirus 9 YN2017 was discovered in samples collected from Chinese bats (8). Its NS1 is 70.3% identical to the NS1 of its closest classified protoparvoviral relative. 
16. Protoparvovirus chiropteran18 → Bat parvovirus 10 GD2017 was discovered in samples collected from Chinese bats (8). Its NS1 is 56.5% identical to the NS1 of its closest classified protoparvoviral relative. 
17. Protoparvovirus chiropteran19 → Swazi bat protoparvovirus 1 was discovered in samples collected from bats from Eswatini (13). Its NS1 is 72.0% identical to the NS1 of its closest classified protoparvoviral relative.
18. Protoparvovirus mammalian2 → Protoparvovirus AWPV was discovered in respiratory material of a Chinese Arctic wolf (14) but was later also identified in dog tissues and human respiratory swabs and named human-canine associated parvovirus 1 (HCAPV-1) (15). Its NS1 is 76.3% identical to the NS1 of its closest classified protoparvoviral relative.

Demarcation criteria for new taxon/taxa:
Species demarcation criteria: two parvoviruses can be potentially classified in one species if their NS1 proteins share at least 85% protein sequence identity


Justification:      
The name change is necessary to conform to the species names to the host affiliation rule.
The additional viral species we propose to classify were recently discovered and fulfill the definition criteria of parvoviruses.
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[image: ]Figure 1. Phylogenetic analysis of the novel species to be classified within the subfamily Parvovirinae. A) Phylogenetic analysis of the subfamily Parvovirinae performed using maximum likelihood inference and based on aligned amino acid sequences (614 aa) of the NS1 protein. The tree, midpoint-rooted, was generated using IQ-TREE 2 under the Q.PFAM+F+R8 substitution model. Branch reliability is indicated by SH-aLRT and ultrafast bootstrap support values at each node. Sequence and phylogenetic analyses were performed with Stranded (VerCan ApS). Genera including novel proposed species are highlighted in colors and the corresponding non-collapsed trees are available in panels B (genus: Amdoparvovirus), C (genus: Bocaparvovirus), D (genus: Dependoparvovirus), and E (genus: Protoparvovirus). Proposed species are highlighted in red.[image: ][image: ][image: ][image: ]
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