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The International Committee on Taxonomy of Viruses
Taxonomy Proposal Form, 2025 


Part 1a: Details of taxonomy proposals

	Title:   
	Create 41 new species in the genus Obolenskvirus (class Caudoviricetes)

	Code assigned: 
	2025.054B.Obolenskvirus_41_ns



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

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

	Michał J.
	Wójcicki
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	michal.wojcicki@hirszfeld.pl 
	X
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	Cieślik
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Part 1b: Taxonomy Proposal Submission
	ICTV Subcommittee:

	Animal DNA Viruses and Retroviruses
	
	Bacterial viruses
	X

	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: 

	Caudoviricetes Study Group


	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:
	  20/06/2025




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	W - Withdrawn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

	Taxonomic changes proposed:

	Establish new taxon
	X
	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

	Obolenskvirus XC1
	species name derived from the phage name in the GenBank database – Acinetobacter phage XC1

	Obolenskvirus QH4
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_Aba_QH4

	Obolenskvirus IME284
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_AbaM_IME284

	Obolenskvirus AB3P2
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_AbaM_AB3P2

	Obolenskvirus BUCT628
	species name derived from the phage name in the GenBank database – Acinetobacter phage BUCT628

	Obolenskvirus IMEAp7
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_ApiM_IME-Ap7

	Obolenskvirus A8321
	species name derived from the phage name in the GenBank database – Acinetobacter phage A832.1

	Obolenskvirus R2919
	species name derived from the phage name in the GenBank database – Acinetobacter phage Bphi-R2919

	Obolenskvirus R1888
	species name derived from the phage name in the GenBank database – Acinetobacter phage Bphi-R1888

	Obolenskvirus IME285
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_AbaM_IME285

	Obolenskvirus BP10
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_AbaM_BP10

	Obolenskvirus Abp95
	species name derived from the phage name in the GenBank database – Acinetobacter phage Abp95

	Obolenskvirus Brutus
	species name derived from the phage name in the GenBank database – Acinetobacter phage Brutus

	Obolenskvirus WUPSU
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_AbM_WUPSU

	Obolenskvirus Scipio
	species name derived from the phage name in the GenBank database – Acinetobacter phage Scipio

	Obolenskvirus Acb75
	species name derived from the phage name in the GenBank database – Acinetobacter phage VB_AB_Acb75

	Obolenskvirus P1068
	species name derived from the phage name in the GenBank database – Acinetobacter phage P1068

	Obolenskvirus Arbor
	species name derived from the phage name in the GenBank database – Acinetobacter phage Arbor

	Obolenskvirus MRABphi22
	species name derived from the phage name in the GenBank database – Acinetobacter phage MRABphi22

	Obolenskvirus Aba01
	species name derived from the phage name in the GenBank database – Acinetobacter phage HN_Aba_01

	Obolenskvirus A72
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_AbaM_A72

	Obolenskvirus HZY2308
	species name derived from the phage name in the GenBank database – Acinetobacter phage HZY2308

	Obolenskvirus phi1092006
	species name derived from the phage name in the GenBank database – Acinetobacter phage phi1_092006

	Obolenskvirus BUCT629
	species name derived from the phage name in the GenBank database – Acinetobacter phage BUCT629

	Obolenskvirus NJ02
	species name derived from the phage name in the GenBank database – Acinetobacter phage NJ02

	Obolenskvirus IME512
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_AbaM_IME512

	Obolenskvirus Ab69
	species name derived from the phage name in the GenBank database – Acinetobacter phage Ab69

	Obolenskvirus YNAF
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_AbaM_YNAF

	Obolenskvirus Acba21
	species name derived from the phage name in the GenBank database – Acinetobacter phage Acba_21

	Obolenskvirus 01KEN01
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_Ab_01_KEN_01

	Obolenskvirus RMA1
	species name derived from the phage name in the GenBank database – Acinetobacter phage RM_A1

	Obolenskvirus RMA2
	species name derived from the phage name in the GenBank database – Acinetobacter phage RM_A2

	Obolenskvirus fThrA
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_AbaM_fThrA

	Obolenskvirus AQ1
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_AQ1

	Obolenskvirus ZC3
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_Aba_ZC3

	Obolenskvirus 02KEN02
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_Ab_02_KEN_02

	Obolenskvirus SPA
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_AbaM-SPA

	Obolenskvirus Abp9
	species name derived from the phage name in the GenBank database – Acinetobacter phage Abp9

	Obolenskvirus SR
	species name derived from the phage name in the GenBank database – Acinetobacter phage SR

	Obolenskvirus Cato
	species name derived from the phage name in the GenBank database – Acinetobacter phage Cato

	Obolenskvirus SPB
	species name derived from the phage name in the GenBank database – Acinetobacter phage vB_AbaM-SPB




	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:

	
Taxonomic rank(s) affected:       
Realm Duplodnaviria, kingdom Heunggongvirae, phylum Uroviricota, class Caudoviricetes.

Description of current taxonomy:       
Currently, the Obolenskvirus genus includes eight species: Obolenskvirus AB1, Obolenskvirus AB2, Obolenskvirus AbC62, Obolenskvirus AbP2, Obolenskvirus AP22, Obolenskvirus LZ35, Obolenskvirus WCHABP1, and Obolenskvirus WCHABP12.

Proposed taxonomic change(s):     
We performed a genomic analysis of phages deposited in the NCBI database. We propose to create 41 new species in the genus Obolenskvirus.

Justification:
Based on DNA and protein similarity, the 41 proposed new species are coherent and together with the eight known species (Obolenskvirus AB1, Obolenskvirus AB2, Obolenskvirus AbC62, Obolenskvirus AbP2, Obolenskvirus AP22, Obolenskvirus LZ35, Obolenskvirus WCHABP1, and Obolenskvirus WCHABP12) can be classified in the genus Obolenskvirus.





	Text of Taxonomy proposal: 

	
Taxonomic rank(s) affected:       
Realm Duplodnaviria, kingdom Heunggongvirae, phylum Uroviricota, class Caudoviricetes.

Description of current taxonomy:       
Currently, the Obolenskvirus genus includes eight species: Obolenskvirus AB1, Obolenskvirus AB2, Obolenskvirus AbC62, Obolenskvirus AbP2, Obolenskvirus AP22, Obolenskvirus LZ35, Obolenskvirus WCHABP1, and Obolenskvirus WCHABP12.

Proposed taxonomic change(s):     
We performed a genomic analysis of phages deposited in the NCBI database. We propose to create 41 new species in the genus Obolenskvirus.

Demarcation criteria:
Species demarcation criteria: Two phages are assigned to the same species if their genomes are more than 95% identical over their genome length for isolates. 
These values can be calculated by several tools, such as BLASTn [1] – usually calculated using the intergenomic distance calculator VIRIDIC [2].

Genus demarcation criteria: In search for criteria that create cohesive and distinct genera that are reproducible and monophyletic, the Bacterial Viruses Subcommittee has established 70% nucleotide identity of the genome length as the cut-off for genera. Genus-level groupings should always be monophyletic in the signature genes, as tested with a phylogenetic tree [3].

Justification:      
Based on DNA and protein similarity, the 41 proposed new species are coherent and together with the eight known species (Obolenskvirus AB1, Obolenskvirus AB2, Obolenskvirus AbC62, Obolenskvirus AbP2, Obolenskvirus AP22, Obolenskvirus LZ35, Obolenskvirus WCHABP1, and Obolenskvirus WCHABP12) can be classified in the genus Obolenskvirus.
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	Accompanying files:
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	Tables, Figures:  



Figure 1. VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator [2]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes. Phages belonging to the same species (nucleotide similarity above 95%) are marked with a red frame.

[image: ]







Figure 2. ViPTree analysis*:  ViPTree analysis (https://www.genome.jp/viptree/; [4]) is based upon Rohwer and Edwards (2002) Phage Proteomic Tree [5]. The phages of interest are indicated with a red stars.  
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* The Autographiviridae family shown in Figure 2 (automatically labeled by the software) is outdated. In 2025, the Autographiviridae family was elevated to the rank of order and renamed Autographivirales.




Genome summary: 

	Phage name
	RefSeq No.
	INSDC
	Size (bp)
	GC%
	Protein
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Acinetobacter phage AB1
(Obolenskvirus AB1; reference genome)
	NC_042028.1
	NC_042028
	45,159
	37.7
	85
	100.0
	100.00

	Acinetobacter phage XC1
	
	OQ547903
	45,324
	37.4
	84
	54.5
	65.88

	Acinetobacter phage vB_Aba_QH4
	
	PQ227708
	45,107
	37.3
	84
	49.3
	64.71

	Acinetobacter phage vB_AbaM_IME284
	
	MH853787
	43,557
	38.3
	84
	55.7
	69.41

	Acinetobacter phage vB_AbaM_AB3P2
	
	OR526523
	44,824
	37.8
	94
	56.7
	69.41

	Acinetobacter phage BUCT628
	
	MZ593728
	44,935 
	37.5
	86
	63.8
	70.59

	Acinetobacter phage vB_ApiM_IME-Ap7
	
	OR791279
	45,048
	37.9
	92
	58.7
	62.35

	Acinetobacter phage A832.1
	
	OR180310
	44,699
	37.8
	86
	56.3
	67.06

	Acinetobacter phage Bphi-R2919
	
	MN516421
	44,227
	37.8
	80
	59.7
	68.24

	Acinetobacter phage Bphi-R1888
	
	MN516422
	44,590
	37.9
	78
	59.2
	65.88

	Acinetobacter phage vB_AbaM_IME285
	
	MH853786
	45,063
	37.9
	85
	52.2
	63.53

	Acinetobacter phage vB_AbaM_BP10
	
	OP585104
	44,443
	37.3
	88
	59.5
	69.41

	Acinetobacter phage Abp95
	
	MZ618622
	43,176
	37.8
	57
	58.2
	50.59

	Acinetobacter phage Brutus
	
	ON036882
	44,931
	37.4
	86
	55.1
	68.24

	Acinetobacter phage vB_AbM_WUPSU
	
	OL743187
	44,241
	37.2
	83
	58.2
	64.71

	Acinetobacter phage Scipio
	
	ON036883
	44,602
	37.6
	81
	60.0
	65.88

	Acinetobacter phage VB_AB_Acb75
	
	PP717790
	45,487
	38.0
	42
	84.1
	47.06

	Acinetobacter phage P1068
	
	OQ689089
	45,990
	37.4
	102
	49.2
	64.71

	Acinetobacter phage Arbor
	
	ON237674
	45,041
	37.4
	83
	56.0
	65.88

	Acinetobacter phage MRABphi22
	
	PQ797121
	44,928
	37.9
	83
	56.2
	65.88

	Acinetobacter phage HN_Aba_01
	
	PV471308
	44,416
	37.9
	85
	55.3
	68.24

	Acinetobacter phage vB_AbaM_A72
	
	PV437273
	44,172
	37.7
	90
	58.1
	64.71

	Acinetobacter phage HZY2308
	
	OR730450
	45,720
	37.9
	87
	57.8
	69.41

	Acinetobacter phage phi1_092006
	
	PQ885450
	45,419
	37.6
	101
	55.8
	68.24

	Acinetobacter phage BUCT629
	
	MZ712044
	46,325
	37.6
	89
	52.6
	67.06

	Acinetobacter phage NJ02
	
	OR126895
	45,832
	37.9
	86
	54.2
	68.24

	Acinetobacter phage vB_AbaM_IME512
	
	MH853788
	46,499
	37.6
	91
	53.5
	65.88

	Acinetobacter phage Ab69
	
	OR045356
	45,076
	38.0
	159
	49.5
	49.41

	Acinetobacter phage vB_AbaM_YNAF
	
	PP355976
	45,379
	37.6
	85
	54.2
	65.88

	Acinetobacter phage Acba_21
	
	PV067692
	44,724
	37.8
	85
	51.1
	64.71

	Acinetobacter phage vB_Ab_01_KEN_01
	
	PP841127
	43,518
	37.8
	91
	53.2
	64.71

	Acinetobacter phage RM_A1
	
	PV468792
	43,994
	38.0
	84
	53.7
	64.71

	Acinetobacter phage RM_A2
	
	PV536160
	42,428
	37.8
	84
	50.3
	58.82

	Acinetobacter phage vB_AbaM_fThrA
	
	PP171454
	44,947
	37.6
	98
	54.8
	68.24

	Acinetobacter phage vB_AQ1
	
	PQ516282
	43,868
	37.4
	103
	55.8
	62.35

	Acinetobacter phage vB_Aba_ZC3
	
	PQ412846
	45,489
	37.3
	88
	53.0
	64.71

	Acinetobacter phage vB_Ab_02_KEN_02
	
	PP841134
	45,068
	37.7
	90
	55.9
	63.53

	Acinetobacter phage vB_AbaM-SPA
	
	PP844715
	45,115
	37.4
	70
	52.7
	57.65

	Acinetobacter phage Abp9
	
	MN166083
	44,820
	37.7
	81
	52.3
	61.18

	Acinetobacter phage SR
	
	OR665530
	45,218
	38.0
	87
	57.9
	67.06

	Acinetobacter phage Cato
	
	OM471864
	45,188
	37.4
	85
	63.9
	75.29

	Acinetobacter phage vB_AbaM-SPB
	
	PP977194
	45,587
	37.7
	70
	54.8
	52.94


(*) determined using VIRIDIC [2] 
(**) determined using CoreGenes 3.5 [6]
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Left line: Virus family &
Autographiviridae (356) S
Drexlerviridae (121) & 5
Herelleviridae (1) S 1885 sequences
Others (72) A\‘g
0 005 01 015 02 025 03 035 04 045 05
Right line: Host group [ ] Stenotrophomonas phage vB_SmaS-AXL_3 (NC_071036) [47,545 nt]
Pseudomonadota (1212) Acinetobacter phage Loki (NC_042137) [41,308 nt]
Actinomycetota (546) Pseudomonas phage PMBT14 (NC_043687) [47,820 nf]
Bacillota (6) — Pseudomonas phage Epas (NC_052964) [64,096 nt]
Bacteroidota (2) Pseudomonas phage PaMx11 (NC_028770) (59,878 nf]
Cyanobacteriota (1) Pseudomonas phage vB_PaeS_PAO1_Ab19 (NC_042115) [58,139 nf]
Others (13) Pseudomonas phage ZC01 (NC_052965) [57,061 nt]
‘I_E Pseudomonas phage vB_PaeS_PAO1_Ab20 (LN610585) [57,745 nt]
Pseudomonas phage vB_PacS_PAO1_Ab1S (NC_026594) [56,537 nt]
Janthinobacterium phage vB_JIiM-Donnerlittchen (NC_073031) [58,220 nf]
Pseudomonas phage PaMx74 (NC_028809) 58,637 nt]
Pseudomonas phage PaMx28 (NC_028931) [55,108 nf]
Pseudomonas phage phiH2 (NC_073037) [57,666 nt]
—L: Pseudomonas phage phiH1 (NC_073039) [57,600 nf]
— Pseudomonas phage AAT-1 (NC_073038) 57,599 nt]
Xanthomonas phage Xoo-sp2 (NC_052966) [60,497 nf]
|—|: Stenotrophomonas phage vB_Sm_QDWS359 (NC_073028) [61,362 nt]
Xanthomonas phage Elanor (NC_073029) 62,341 ut]
i — Xanthomonas phage Xp12 (NC_073033) [63,783 nt]
Xanthomonas phage FMYAK-P1 (NC_073032) [64,088 nt]
Xanthomonas phage vB_Xar_IVIA-DoCal0 (NC_073036) [64,024 nt]
—LE Xanthomonas phage vB_Xar_IVIA-DoCa6 (NC_073035) [62,951 nf]
Stenotrophomonas phage vB_SmaS-AXL,_1 (NC_073034) [63,962 nf]

Edwardsiella phage GF-2 (NC_026611) [43,129 n]
Edwardsiella phage Edno3 (NC_0354464) [40,844 n]
Aeromonas phage vB_AsaM-56 (NC_019527) [43,551 nf]
Aeromonas phage 4_D0S (NC_054466) [42,249 nf]
‘Acromonas phage 2_D0S (NC_054465) [43,233 nf]
Acinetobacter phage phiAC-1 (NC_028995) [43,216 nt]

X OR045356.1_Acinetobacter_phage [45,076 nt]
OR045358.1_Acinetobacter_phage [46,538 nt]
OR045355.1_Acinetobacter_phage [46,529 nt]
ORO45357.1_Acinetobacter_phage [46,523 nt]

H OL743187.1_Acinetobacter_phage [44,241 nf]

OM471864.1_Acinetobacter_phage [45,188 nf]

MZ3593728.1_Acinetobacter_phage [44,935 n]

'HM368260.1_Acinetobacter_phage [45,159 nt] .
‘Acinetobacter phage ABI (NC_042028) 45,159 nt) | Obolenskvirus AB1
NC 042028.1 Acinetobacter phag [45.159 nt]
OR791279.1_Acinetobacter_phage [45,04S nt]
Y OR665531.1_Acinetobacter_phage [41,230 nt]

ORG665530.1_Acinetobacter_phage [45218 nt]
Y PQ227708.1 Acinetobacter phage [45,107 nt]
K 0Q547903.1_Acinetobacter_phage [45,324 nt]
Y MHS53787.1_ Acinetobacter_phage [43,557 nt]

OR526523.1_Acinetobacter_phage [44,824 nt]

OP585104.1_Acinetobacter_phage [44,443 nt]

(ON036882.1_Acinetobacter_phage [44,931 nt]
Y MZ618622.1_Acinetobacter_phage [43,176 nt]
PQ516282.1_Acinetobacter_phage [43,868 nt]
PP171454.1_Acinetobacter_phage [44,947 nt]

'NC_031117.1_Acinetobacter_phag [44,385 nt] P
Acinetobacter phage LZ35 (NC_031117) [44,885 nf] Obolenskvirus LZ35
KU510289.1_Acinetobacter_phage [44,885 nt]
JX976549.1_Acinetobacter_phage [43,665 nf] .
‘Acinetobacter phage vB_AbaM-IME-AB2 (NC_041857) [43,665ne] | Obolenskvirus AB2
NC _041857.1 Acinetobacter phag [43.665 nt]
MN516421.1_Acinetobacter_phage [44,227 nt]
I MN516422.1_Acinetobacter_phage [44,590 nt]
Y OR180308.1 Acinetobacter_phage [44,580 nt]
ORI80309.1_Acinetobacter_phage [44,530 nf]
OR180310.1 Acinetobacter phage [44.699 nt]
“Acinetobacter phage YMC-13-01-C62 (NC_024785) [44,844 nt]
Acinetobacter phage YMC11/12/R2315 (NC_028855) [44,846 nt]
KP861229.1_Acinetobacter_phage [44,846 nt] . v,
NC 0288551 Acinetobacter phag [[44,';46 ..g]] Obolenskvirus AbC62
KJS17802.1_Acinetobacter_phage [44,344 nt]
NC_024785.1_Acinetobacter_phag [44,344 nt]
KP861231.1_Acinetobacter_phage [44,366 nt]
‘OR180306.1_Acinetobacter_phage [4: 2 nt]
PP977194.1_Acinetobacter_pha;
cinetobacter phage X
'HES06280.1_Acinetobacter_bacte [46,387 nt]
NC 017984.1 Acinetobacter bact [46,387 nt]
'ON036883.1_Acinetobacter_phage [44,602 nt]
Y PV468792.1 Acinetobacter_phage [43,994 nt]
'PV536160.1_Acinetobacter_phage [42,428 nt]
Y PP841129.1 Acinetobacter_phage [43,522 nt]
'PP841127.1_Acinetobacter_phage [43,518 nt]
'PP355976.1_Acinetobacter_phage [45,679 nt]
PV067692.1_Acinetobacter_phage [44,724 nt]
'PQ412846.1_Acinetobacter_phage [45,439 nt]
Y PP841135.1_Acinetobacter_phage [45,389 nt]
'PP841134.1_Acinetobacter_phage [45,068 nt]
PP844715.1 Acinetobacter phage [45.115 nt]
“Acinetobacter phage WCHABP12 (NC_041924) 45,415 nf] . .
KY670595.1_Acinetobacter_phage [45415 nf] Obolenskvirus WCHABPI12
NC 041924.1 Acinetobacter phag [45.415 nt]
. Acinetobacter phage WCHABP1 (NC_041966) (45,358 nf]
RY329110.2_Acmetobacter_phage (43335 ut]
NC 041966.1 Acinetobacter phag [45.888 nt]
PV437273.1_Acinetobacter_phage [44,172 nt]
Y OR730450.1_Acinetobacter_phage [45,720 nt]
'PQ885450.1_Acinetobacter_phage [45,419 nt]
Y OR126895.1_ Acinetobacter_phage [45,832 nt]
MZ712044.1_Acinetobacter_phage [46,325 nt]
'PP920682.1_Acinetobacter_phage [46,020 nt]
MHS53788.1_Acinetobacter_phage [46,499 nt]
0Q689089.1 Acinetobacter_phage [45,990 nt]
(ON237674.1_Acinetobacter_phage [45,041 nt]
PQ797121.1 Acinetobacter phage [44.928 nt]
“Acinetobacter phage AbP2 (NC_041998) [45,373 nt] .
MF346584.1_Acinetobacter_phage [45,373 uf] Obolenskvirus AbP2
NC 041998.1 Acinetobacter phag [45.373 nt]
PV471308.1_Acinetobacter_phage [44,416 nt]
I PP965501.1_Acinetobacter_phage [44,398 nt]
* 0Q828462.1 Acinetobacter phage [44,398 nt]

Obolenskvirus AP22

Obolenskvirus WCHABP1

ARl A, M





image1.png




