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Part 1a: Details of taxonomy proposals

	Title:   
	Create one species in the genus Protoambidensovirus, family Parvoviridae.

	Code assigned: 
	2026.004D.N.v2.Protoambidensovirus_1nsp



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

	Given name (+middle initial(s))
	Surname
	Affiliation 
	Email address 
	Corr. author(s)  
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Part 1b: Taxonomy Proposal Submission 
	ICTV Subcommittee: 

	Animal DNA Viruses and Retroviruses
	
	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: 

	N/A



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

	Study Group
	Number of members
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	Votes against
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	Submission date:
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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	W - Withdrawn
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Part 1d: Revised Taxonomy Proposal Submission 
	Response of proposer: 

	





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

	Taxonomic changes proposed: 

	Establish new taxon
	 
	Split taxon
	

	Abolish taxon
	
	Merge taxon
	

	Move taxon
	
	Promote taxon
	

	Rename taxon
	
	Demote taxon
	

	Move and rename
	




	Etymology (origin) of proposed taxonomic names: 

	Taxon name 
	Etymology of the term

	Protoambidensovirus lepidopteran2
	
The first name, Protoambidensovirus, is the genus name, derived from the Greek protos (meaning "first" or "primitive"), the Latin “ambis” (meaning "both", alluding to the ambisense transcription strategy), and “densovirus” (from the Latin densus, meaning "dense" or "compact", referring to the densely packed virion arrays characteristic of infections by members of the subfamily Densovirinae). The second name, lepidoptera2, corresponds to the host order Lepidoptera (from the Greek lepis, meaning "scale", and pteron, meaning "wing"), with the progressive number 2 indicating its registration among lepidopteran viruses within the genus.
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	Abstract of Taxonomy Proposal: 

	
Description of current taxonomy:       
The virus with genome accession PQ514133.1 (isolate Br, host Spodoptera frugiperda, Brazil, 2018) is currently listed in NCBI Taxonomy under the placeholder Protoambidensovirus incertum3 within the genus Protoambidensovirus, subfamily Densovirinae, family Parvoviridae. 

Proposed taxonomic change(s):     
Create a new species, Protoambidensovirus lepidopteran2, in the genus Protoambidensovirus. Designate the exemplar virus as Spodoptera frugiperda densovirus (SfDV). Reassign SfDV from the species Protoambidensovirus incertum3 to Protoambidensovirus lepidopteran2.

Demarcation criteria for new taxon/taxa:
SfDV encodes full NS1 (XJP19828.1) with SF3 helicase domain and complete VP1 (XJP19827.1), satisfying Parvoviridae coding requirements. Isolated from Spodoptera frugiperda (Lepidoptera) and verified by transcriptome and genome cloning, its host is unambiguous. Phylogenetic analyses of 75 species across six subfamilies and 30 genera, with bat viruses from three subfamilies as anchors, place SfDV within Protoambidensovirus; five Densovirinae bat viruses fall in four distinct genera, none in Protoambidensovirus, validating genus monophyly. NS1 and VP1 amino acid identities to P. incertum3 are 72.51% and 68.02%, below the species threshold.

Justification:
P. incertum3 is a ratified species for a Nigerian primate virus. SfDV, a lepidopteran virus, is erroneously mapped to P. incertum3 in NCBI, creating a host-taxonomy conflict. We propose P. lepidopteran2 to separate the lepidopteran SfDV from the primate P. incertum3, establish host-order nomenclature consistent with P. lepidopteran1 and P. dipteran1, preserve P. incertum3 for the primate virus, and provide a stable name for Spodoptera frugiperda densovirus research.




	· Text of Taxonomy proposal:  


	
Description of current taxonomy:       
The genus Protoambidensovirus (subfamily Densovirinae, family Parvoviridae) currently includes two ratified species: Protoambidensovirus lepidopteran1 (exemplar: Galleria mellonella densovirus, L32896.1) and Protoambidensovirus dipteran1 (exemplar: Culex pipiens densovirus, FJ810126.1). The remaining entries are NCBI provisional placeholders (Protoambidensovirus incertum1, Protoambidensovirus incertum2, Protoambidensovirus incertum3, Protoambidensovirus incertum4, Protoambidensovirus incertum5).

The placeholder Protoambidensovirus incertum3 currently accommodates two distinct viruses: Ambidensovirus sp. (MN784124.1; NS1: QHN64367.1; VP1: QHN64368.1) and a densovirus from Spodoptera frugiperda (PQ514133.1; NS1: XJP19828.1; VP1: XJP19827.1). NS1 and VP1 phylogenies show that the “SfDV” and Ambidensovirus sp. form sister lineages (bootstrap 68 and 100, respectively). However, NS1 and VP1 amino acid similarities between the two viruses are only 72.51% and 68.02%, respectively. Their provisional grouping under P. incertum3 therefore lacks formal demarcation criteria.

Proposed taxonomic change(s):     
We propose the species “Protoambidensovirus lepidopteran2” in the genus “Protoambidensovirus”, subfamily “Densovirinae”, family “Parvoviridae”. We designated the exemplar virus as “Spodoptera frugiperda densovirus” (“SfDV”, isolate Br, 2018; genome PQ514133.1; NS1 XJP19828.1; VP1 XJP19827.1).

Currently, “SfDV” (PQ514133.1) is provisionally mapped to P. incertum3 alongside Ambidensovirus sp. (MN784124.1). Phylogenetic analyses based on NS1 (bootstrap 68) and VP1 (bootstrap 100) sequences demonstrate robust sister-group clustering between the two viruses. Nevertheless, the NS1 amino acid sequence of “SfDV” (XJP19828.1) shares 72.51% identity with that of Ambidensovirus sp. (QHN64367.1), and the VP1 amino acid sequence (XJP19827.1) shares 68.02% identity with that of Ambidensovirus sp. (QHN64368.1), satisfying the species demarcation threshold for the genus. Upon ratification, “SfDV” will be reassigned from P. incertum3 to “P. lepidopteran2”; the remaining viruses in P. incertum3 await future resolution. The species name reflects the host order Lepidoptera, consistent with P. lepidopteran1 and P. dipteran1.

Demarcation criteria for new taxon/taxa:
The species demarcation criteria for genus “Protoambidensovirus” integrate the family “Parvoviridae” definition with genus-specific phylogenetic, genetic, and biological thresholds. A candidate virus is recognized as a distinct species in this genus if it meets the following requirements:

(1) Genomic integrity and coding capacity. The genome must contain the complete coding region of the large nonstructural protein (NS1) with an SF3 helicase domain, as well as the complete viral structural protein (VP) coding regions. The exemplar virus of the proposed species, “Spodoptera frugiperda densovirus” (“SfDV”; genome PQ514133.1, 5,413 bp), encodes a full-length NS1 (XJP19828.1) containing the SF3 helicase domain and a complete VP1 (XJP19827.1), satisfying the family-level definition. The near-complete congruence between the NS1 and VP1 phylogenies—with the sole exception of Protohepanvirus decapod1, which is misplaced in the VP1 tree due to sequence incompleteness—further confirms that the “SfDV” sequences are complete and phylogenetically informative.

(2) Authentic biological source and unambiguous host identity. The viral sequence must be derived from host tissues, secretions, or excretions, and the host must be unequivocally identified; otherwise, the species epithet must indicate “incertum”. “SfDV” was isolated from Spodoptera frugiperda (Lepidoptera: Noctuidae) larval tissues, reported in peer-reviewed literature, and independently verified in our laboratory through transcriptome sequencing (https://dataview.ncbi.nlm.nih.gov/object/PRJNA1441772?reviewer=6dnri829tbprps26vd06681qps) and full-genome cloning. The host is unequivocally established, precluding the need for an “incertum” designation.

(3) Phylogenetic placement and monophyly within the genus. The candidate must cluster within the Protoambidensovirus clade in robust phylogenies of the family Parvoviridae. We conducted maximum-likelihood analyses of 75 species across six subfamilies and 30 genera, incorporating bat-associated viruses from three subfamilies as phylogenetic anchors with established taxonomic positions. In the NS1 tree and VP1 tree, “Protoambidensovirus lepidopteran2” consistently groups within Protoambidensovirus. In the VP1 tree, “Protoambidensovirus lepidopteran2” and P. incertum3 form a sister lineage with 100% bootstrap support; the NS1 tree yields a congruent topology with 68% bootstrap support. The five bat-related viruses in subfamily Densovirinae are distributed across four distinct genera (all designated incertum), and none fall within Protoambidensovirus. The inclusion of these cross-subfamily bat sequences serves as an external calibration that confirms SfDV belongs to Protoambidensovirus rather than to any bat-containing or adjacent lineage, ruling out long-branch attraction or misplacement, and validates that the genus remains monophyletic within the broader family framework.

(4) Amino acid divergence threshold. The candidate must exhibit sequence divergence from its closest congeneric relative sufficient to warrant species-level separation. The NS1 amino acid sequence of “SfDV” (XJP19828.1) shares 72.51% identity with that of Ambidensovirus sp. currently assigned to the provisional species P. incertum3, and the VP1 amino acid sequence shares 68.02% identity with that of Ambidensovirus sp. (QHN64368.1). These values fall below the accepted species demarcation boundary for parvoviruses, supporting distinct species status.

(5) Host-order demarcation and ecological niche. The candidate virus must demonstrate a host association that supports its distinction from established congeneric species. “Protoambidensovirus lepidopteran2” is associated with Lepidoptera, consistent with P. lepidopteran1 (host: Galleria mellonella), whereas P. dipteran1 infects Diptera and P. incertum3 is associated with Primates. The pronounced host-order divergence between “Protoambidensovirus lepidopteran2” and P. incertum3 (Lepidoptera vs. Primates), corroborated by the phylogenetic separation from all bat-related parvoviruses in the family (which are distributed across three subfamilies and multiple genera, with none residing in Protoambidensovirus), reinforces the biological distinctness of “Protoambidensovirus lepidopteran2” at the species level.

Justification:      
The current situation presents a taxonomic conflict that demands resolution. Protoambidensovirus incertum3 is an ICTV-ratified species whose exemplar virus, Ambidensovirus sp. strain NGR_2017_NHP_ADV (MN784124.1), was identified in Nigerian non-human primates. However, “SfDV” (PQ514133.1) is currently mapped to P. incertum3 in NCBI records, despite deriving from a lepidopteran host and sharing only 72.51% (NS1) and 68.02% (VP1) amino acid identity with the true P. incertum3 exemplar. This conflation of a primate virus and an insect virus under a single species name is biologically and taxonomically untenable.

We propose “Protoambidensovirus lepidopteran2” to: (i) resolve the host-taxonomy mismatch by formally separating the lepidopteran “SfDV” from Ambidensovirus sp. Of the primate P. incertum3, eliminating the current NCBI-ICTV discrepancy; (ii) establish a host-order-reflective nomenclature for a virus with confirmed S. frugiperda identity, paralleling P. lepidopteran1 and P. dipteran1; (iii) preserve the integrity of P. incertum3 as the legitimate species for the Nigerian primate virus; (iv) anchor the phylogenetic position of “P. lepidopteran2” within a robust family-wide framework that includes 75 species across six subfamilies and 30 genera, incorporating bat-associated viruses from three subfamilies as phylogenetic anchors—these bat sequences confirm that Protoambidensovirus remains monophyletic and distinct from all bat-related lineages in Densovirinae (which are distributed across four separate genera), thereby validating the genus boundary and the correct placement of “SfDV”; and (v) provide a definitive ICTV-endorsed name for “SfDV” to support ongoing research on “SfDV” pathogenesis, epidemiology, and biocontrol applications. This change replaces the erroneous incertum3 assignment with a biologically accurate and nomenclaturally consistent species name.
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[image: R-SfDV-作图_09]Figure 1. Ambisense genome organization of Spodoptera frugiperda densovirus (SfDV).
The linear single-stranded DNA genome (5413 kb) is organized in an ambisense configuration, flanked by terminal hairpin structures. The 5′-half of one strand encodes three non-structural proteins (NS1–NS3), while the 5′-end of the complementary (minus) strand contains ORF4, from which four viral structural proteins (VP1–VP4) are expressed via leaky scanning. The exemplar genome is represented by GenBank accession [PQ514133.1]. This architecture is characteristic of the genus Protoambidensovirus within the subfamily Densovirinae.
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Figure 2. Construction strategy of SfDV infectious clone. (A) Results of PCR amplification of three segments of SfDV genome and linearized pBR322 vector. (B) Confirmation of the recombinant plasmid by digestion with EcoRI and SacI. (C) The plasmid map of the infectious clone pSfDV. (under publication)
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Figure 3. Sequence alignment of SF3 helicase domains in NS1 from human parvovirus B19 (Erythroparvovirus primate1) and exemplar viruses of selected Protoambidensovirus species.

Note: human parvovirus B19 (NS1: AAQ91878.1); Spodoptera frugiperda densovirus (NS1: XJP19828.1); Culex pipiens densovirus(NS1: ACQ76570.1); Ambidensovirus sp.(NS1: QHN64367.1); Densovirinae sp.(NS1: QJI53739.1); ParvoviridaeDogfe426C1(NS1: WEY02526.1); duck-associated ambidensovirus 1(NS1: QRK03666.1); ParvoviridaeDogfe420C1(NS1: WEY02531.1).
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Figure 4. Maximum-likelihood phylogeny of the family Parvoviridae based on NS1 amino acid sequences.
The tree was reconstructed from an alignment of NS1 amino acid sequences sampled across the family Parvoviridae with 75 representatives. The proposed species Protoambidensovirus lepidopteran2 (SfDV) is shown in red, and bat-related virus species are shown in blue.






Table 1. Pairwise amino acid sequence identity matrix for the NS1 protein of members of the genus Protoambidensovirus

	
	NS1 AA similarity
	XJP19828.1
	QHN64367.1
	WEY02526.1
	QJI53739.1
	ACQ76570.1
	QRK03666.1
	WEY02531.1

	Protoambidensovirus lepidopteran2
	XJP19828.1
	100
	
	
	
	
	
	

	Protoambidensovirus incertum3
	QHN64367.1
	72.51
	100
	
	
	
	
	

	Protoambidensovirus incertum2
	WEY02526.1
	54.19
	49.01
	100
	
	
	
	

	Protoambidensovirus incertum5
	QJI53739.1
	66.15
	64.85
	51.48
	100
	
	
	

	Protoambidensovirus dipteran1
	ACQ76570.1
	69.49
	65.82
	47.38
	69.63
	100
	
	

	Protoambidensovirus incertum1
	QRK03666.1
	53.27
	51.95
	40.43
	52.29
	49.49
	100
	

	Protoambidensovirus incertum4
	WEY02531.1
	51.8
	53.46
	44.52
	52.67
	50.86
	78.18
	100



[image: ]Figure 5. Maximum-likelihood phylogeny of the family Parvoviridae based on VP1 amino acid sequences.
The tree was reconstructed from an alignment of VP1 amino acid sequences sampled across the family Parvoviridae with 75 representatives. The proposed species Protoambidensovirus lepidopteran2 (SfDV) is shown in red, and bat-related virus species are shown in blue.
Table 2. Pairwise amino acid sequence identity matrix for the VP1 protein of members of the genus Protoambidensovirus

	
	VP1 AA similarity
	XJP19827.1
	XJP19827.1
	XJP19827.1
	XJP19827.1
	XJP19827.1
	XJP19827.1
	XJP19827.1

	Protoambidensovirus lepidopteran2
	XJP19827.1
	100
	
	
	
	
	
	

	Protoambidensovirus incertum3
	QHN64368.1
	68.02
	100
	
	
	
	
	

	Protoambidensovirus incertum2
	WEY02527.1
	33.96
	32.53
	100
	
	
	
	

	Protoambidensovirus incertum5
	QJI53740.1
	34.44
	34.77
	49.83
	100
	
	
	

	Protoambidensovirus dipteran1
	ACQ76572.1
	46.43
	46.17
	37.91
	46.28
	100
	
	

	Protoambidensovirus incertum1
	QRK03669.1
	43.13
	42.92
	38.17
	48.04
	46.83
	100
	

	Protoambidensovirus incertum4
	WEY02532.1
	44.02
	42.68
	40.68
	45.01
	47.5
	66.33
	100




2 | Page

image2.tiff
212 327

| I
GGTATATAAGCAG...GTCATGACTCTTTA

—_— —

TATA-box NS3

ORF-4 228 aa 3916 4195 4252
> |
[ ORF-2 540 aa >

| |
GTCCCATTTC...ATTCATAAA...GCGACATACCTG

ITR
C ORF327lma > M ﬂl’z
ﬁ < ORF-1825 aa | [ﬁz

1000 1007 5074 5103
| | | |

CGAAGACATACTG... TTTTATATATACC
—
VPI TATA-box

—
NS1





image3.tiff




image4.png
odJoubdhWNER odoubdWNR

ool WNK

OdoUuTkdWNE

AAQ91878.
XJpr19828.
ACQ76570.
QHN64367.
QJI53739.
WEY02526.
QRK03666.
WEY02531.

ARQ91878.
XJP19828.
ACQ76570.
QHN64367 .
QJI53739.
WEY02526.
QRK03666.
WEY02531.

AAQ91878.
XJP19828.
ACQ76570.
QHNG64367.
QJI53739.
WEY02526.
ORK03666.
WEY02531.

AAQ91878.
XJP19828.
ACQ76570.
QHNG64367.
QJI53739.
WEY02526.
ORK03666.
WEY02531.

RRHRRRRKH RRHERRRKHKR RHHRRRRKHR

RRHEHRHRRR

320 330 340 350
KCG....... KWTLWE Y| TNLAMA[T SVIPVY[EMVN
RLP....... CRIALSIE] NEFFVDMILAILLNYEOLG
RVP....... OWAFAVI NEFFDMI ICILNY[EQLG
KIP....... LWTMVIH N FFDMVIFIAICLSY[EQLG]
RIP....... CRIGLVIH N FFDMIICAICLNY[EQLG
RIP....... CRIGFSVTI N FFDMIFALCLNY[EQLG
QPEDNPGSNICHITFLVY] N FFDTLFALCLNLEQLG
QPESRPGVNIPCRITF LVH] NEFEFDTIFTLLLNLEOLG

Walker A motif
370 380 390
WNRIEN| DVAGKS|ILVVDIFGIIKSTIVEAAISATLGEQP T
QANIKH EAPNKRVLIGNIHPNYESCLTDTLISMMMA[EDPF
QANRH EAPNKRLLLEGNHPNYESAMTD T I}SMMMG{eDP|Y
QANKH EAPNKRILLEGNHPNYESCLTDT IINMMLG{EDPY
QANKY]| EAPNKRILLLEYNHPNYESSVITDTLIXMLF G{eDP|L
QANIKIH EAPNKRVLVNIHPNYEWCLTDT IJISMMMG{eDPY
TAINKIS] DAANRRIILGYNIHPNYESSMTDYLISTLFE[EGD T
TARKS| DAANRRIIILENIHPNYESSCITDY LINT LFE[€GDT
Walker B motif]
420 430
R PIGVIZVV|ITSRIGD ITIFVVSGNTTTTVHAKEILK
T KRTIFIFIL YVPIJLCD . AFA
T TRTIFVLIL YVISIILQE . AFK
T KRTIFVIVL N| AF|Y
T RRTIFI I[VM F|V|N AF1A
Ni ART|4VIILSKIKPV|G AFE
K KRTIFJITIL Y|VIN AFK
K KRTIFIIIL T[VIN| QE|A
Sensor motif
o 450 460
ERMVKLNFTVRCSPDMGLLTEADVQQWLT] HYENWA
D DYE. ..
D DVH. ..
D EYE. ..
S| DIE. ..
D| KIE. ..
D| DYL. ..
D PIK...





image5.png
Tree scale: 1 ————————|

UNJ12755.1 Sandeparvovirus perciform1
AIZ50117.1 Loriparvovirus primatel
AVR53744.1 Tetraparvovirus didelphimorphl
AEX38011.1 Tetraparvovirus chiropteranl
AEX38015.1 Artiparvovirus chiropteranl
AAL09671.1 Copiparvovirus ungulatel
ADB20207.1 Copiparvovirus ungulate?
AAA83224.1 Dependoparvovirus anseriforml
QTE04020.1 Dependoparvovirus anseriform?2
ADDI7085.1 Dependoparvovirus chiropteranl
AAQY1878.1 Erythroparvovirus primatel
AHA86835.1 Erythroparvovirus pinniped]
ADD22713.1 Aveparvovirus galliform1
QUS52568.1 Aveparvovirus anseriforml
ALT04901.1 Bocaparvovirus lagomorphl
AWV66970.1 Bocaparvovirus chiropteran
AGL09957.1 Bocaparvovirus chiropteran2
AGL09956.1 Bocaparvovirus chiropteran3
AOX47681.1 Bocaparvovirus chiropterand
AFK85003.1 Bocaparvovirus chiropteran]
AEM37593.1 Bocaparvovirus pinniped]
AOWA44161.1 Amdoparvovirus carnivorans
AID57413.1 Amdoparvovirus carnivoran3
AQS80302.1 Amdoparvovirus carnivorand
QRV11691.1 Protoparvovirus chiropteran2
BAU69604.1 Protoparvovirus chiropteran]
AGK45548.1 Protoparvovirus carnivorand
AAAG67459.1 Protoparvovirus carnivoranl
ADK63426.1 Protohepanvirus decapodl
QGX07563.1 Protometallovirus decapod]
AAG10007.2 Shripenbrevirus decapod]
QQPI18766.1 Brevipenbrevirus orthopteran2
CAA52899.1 Brevipenbrevirus dipteran2
ABX83663.1 Brevipenbrevirus dipteranl
QKE54959.1 Embehamavirus passeriform1
QGW62413.1 Ichthamavirus syngnathidl
QKE54990.1 Coluhamavirus columbiform1
AWV66968.1 Chaphamavirus chiropteran3
QMI57829.1 Chaphamavirus anseriform1
QRK03682.1 Chaphamavirus anseriform$
QKE54877.1 Chaphamavirus anseriform9
QKES55007.1 Chaphamavirus anseriform10

AAK54462.1 Scindoambidensovirus hemipteranl
QOR29551.1 Scindoambidensovirus incertum1
ADZ58504.1 Scindoambidensovirus orthopteranl
QOR29553.1 Scindoambidensovirus incertum?2
WVL03107.1 Scindoambidensovirus dipteranl

CopEmEEEE

Subfamily
Parvovirinae
Hepanvirinae
Metallovirinae
Penbrevirinae
Hamavirinae
Densovirinae

Geuns
Miniambidensovirus
Muscodensovirus
Tetuambidensovirus
Diciambidensovirus
Iteradensovirus
Blattambidensovirus
Lemiambidensovirus
Aquambidensovirus
Pefuambidensovirus
Protoambidensovirus
Scindoambidensovirus




image6.png
Tree scale: 1 —————————|

56

&l

00

00

5

59

56

00

ADK63427.1 Protohepanvirus decapodl

ADZ58508.1 Scindoambidensovirus orthopteranl
AAK54461.1 Scindoambidensovirus hemipteranl
QOR29552.1 Scindoambidensovirus incertuml
QOR29554.1 Scindoambidensovirus incertum?2
WVL03108.1 Scindoambidensovirus dipteranl

QGX07570.1 Protometallovirus decapod]
AAG10009.1 Shripenbrevirus decapod]
QQPI8768.1 Brevipenbrevirus orthopteran?
ABX83665.1 Brevipenbrevirus dipteran]
CAAS52901.1 Brevipenbrevirus dipteran2
QGW62417.1 Ichthamavirus syngnathidl
QKES4989.1 Coluhamavirus columbiform1
QKES4958.1 Embehamavirus passeriform1
AWV66969.1 Chaphamavirus chiropteran3
OKES55006.1 Chaphamavirus anseriform10
OKES54878.1 Chaphamavirus anseriform9
QMI57831.1 Chaphamavirus anseriform1
QRK03685.1 Chaphamavirus anseriform5
QRV11692.1 Protoparvovirus chiropteran2
AGK45550.1 Protoparvovirus carnivorand
AAA67460.1 Protoparvovirus carnivoranl
BAU69605.1 Protoparvovirus chiropteranl
AOW44162.1 Amdoparvovirus carnivorans
AID57416.1 Amdoparvovirus carnivoran3
AQS80305.1 Amdoparvovirus carnivorand
UNJ12756.1 Sandeparvovirus perciform1
ADD22715.1 Aveparvovirus galliform]
QUS52567.1 Aveparvovirus anseriform]
AOX47684.1 Bocaparvovirus chiropterand
ALT04902.1 Bocaparvovirus lagomorphl
AFK85005.1 Bocaparvovirus chiropteran]
AWV66971.1 Bocaparvovirus chiropterans
AEM37595.1 Bocaparvovirus pinniped]
AGL09959.1 Bocaparvovirus chiropteran2
AGL09954.1 Bocaparvovirus chiropteran3
AAA83225.1 Dependoparvovirus anseriform]
ADDI7086.1 Dependoparvovirus chiropteranl
QTE04019.1 Dependoparvovirus anseriform?2
AEX38016.1 Artiparvovirus chiropteranl
AAQ91879.1 Erythroparvovirus primatel
AHA86836.1 Erythroparvovirus pinnipedl
AIZ50118.1 Loriparvovirus primatel
AAL09672.1 Copiparvovirus ungulatel
ADB20208.1 Copiparvovirus ungulate2
AVRS53745.1 Tetraparvovirus didelphimorphl
AEX38012.1 Tetraparvovirus chiropteranl

DopemsmsEmEE

Subfamily
Parvovirinae
Hepamvirinae
Metallovirinae
Penbrevirinae
Hamavirinae
Densovirinae

Geuns
Miniambidensovirus
Muscodensovirus
Tetuambidensovirus
Diciambidensovirus
Iteradensovirus
Blattambidensovirus
Hemiambidensovirus
Aquambidensovirus
Pefusambidensovirus
Protoambidensovirus
Scindoambidensovirus




image1.png




