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


Part 1a: Details of taxonomy proposals

	Title:   
	Create a new subfamily, Durvirinae, with three genera (Class Caudoviricetes).

	Code assigned: 
	2025.016B.Durvirinae_1nsf_2ng_6ns



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

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

	Cristina
	Moraru
	Carl von Ossietzky Universität Oldenburg, Germany 
	liliana.cristina.moraru@uol.de   
	

	Ipek 
	Kurtböke
	University of the Sunshine Coast - Faculty of Science, Health, Education and Engineering, Australia
	ikurtbok@usc.edu.au
	

	
	
	
	
	





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: 

	Actinophages 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:
	  015/06/2025




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	W - Withdrawn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 2: GENERAL PROPOSAL

	Abstract for General Proposal: 

	Brief description of current situation:       



Proposed changes:     



Justification:      






	Text of General Proposal: 

	Background:       



Proposed changes:     



Justification:      






	References:

	






	Accompanying files: 

	Filename
	Description of contents

	
	

	
	



	Tables, Figures:  


<Start here>


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
	
	Demote taxon
	

	Move and rename
	



	Etymology (origin) of proposed taxonomic names: 

	Taxon name 
	Etymology of the term

	Durvirinae
	Name derived from The Actinobacteriophage Database Cluster (DR)

	Mossrosevirus
	Named after Gordonia phage MossRose

	Ligmavirus
	Named after Gordonia phage Ligma

	
	



	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:  
The bacterial viruses described in this proposal are currently unclassified. These lytic siphoviruses are peripherally related to the genus Sourvirus (Taxonomy Protocol 2018.122B.A.v1.Sourvirus)

Proposed taxonomic change(s):
Create a new subfamily (“Durvirinae”) with Sourvirus and two new proposed genera, “Mossrosevirus” and “Ligmavirus” based upon The Actinobacteriophage Database Cluster DR phages.

Justification: This proposal is in accord with our definition of a subfamily






	· Text of Taxonomy proposal:  


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

Description of current taxonomy:  
The bacterial viruses described in this proposal are currently unclassified. These lytic siphoviruses are peripherally related to the genus Sourvirus (Taxonomy Protocol 2018.122B.A.v1.Sourvirus)

Proposed taxonomic change(s):
Create a new subfamily (“Durvirinae”) with Sourvirus  and two new proposed genera, “Mossrosevirus” and “Ligmavirus” based upon The Actinobacteriophage Database Cluster DR phages.


Demarcation criteria: 
Sub-family demarcation criteria: Robust clustering in the core genome phylogenetic tree with a suggested minimum shared core gene content of 25%. Members of the same subfamily typically share >25% nucleotide identity across the genome length. 
Genus demarcation criteria: An intergenomic similarity cut-off of 70%, a combination of average nucleotide identity and alignment fraction is used to determine genera demarcation. Members of the same genus have >70% intergenomic similarity and cluster tightly in marker gene phylogenies. 
Species demarcation criteria: A demarcation value of 95% intergenomic similarity was used to define different species according to intergenomic similarity. Members of the same species have >95% intergenomic similarity.

Justification:      This proposal is in accord with our definition of a subfamily
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[bookmark: _Hlk199336903]<Start here>

[image: A screenshot of a computer

AI-generated content may be incorrect.]

Figure 1. VIRIDIC heat map of a group of phages with the one under discussion.   VIRIDIC (Virus Intergenomic Distance Calculator; VIRIDIC (Virus Intergenomic Distance Calculator; [3]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes. Data values which are bordered in black correspond to strains.  
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Figure 2. ViPTree analysis (https://www.genome.jp/viptree/; [4]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [5].  The phages belonging to this subfamily are indicated with red bar.  

Table 1.  Characteristics of new species in the genus Ligmavirus
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Gordonia phage Ligma
	Gordonia terrae NRRL B-16283
	Siphovirus
	Lytic
	OM105886.1
	61714 bp
	87
	0

	Gordonia phage Mariokart
	Gordonia terrae NRRL B-16283
	Siphovirus
	Lytic
	MT657335.1
	60762 bp
	83
	0
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Figure 3. Electron micrograph: Electron micrographs of negatively stained Gordonia phage Ligma (https://phagesdb.org/phages/Ligma/).  Limited permission was granted by The Actinobacteriophages Database (https://phagesdb.org/), funded by the Howard Hughes Medical Institute, to use this electron micrograph for this taxonomy proposal; it cannot be reused without permission of The Actinobacteriophages Database.







Table 2.  Characteristics of species in the genus Mossrosevirus
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Gordonia phage NHagos
	Gordonia rubripertincta NRRL B-16540
	Siphovirus
	Lytic
	MN369758.1
	59580 bp
	82
	0

	Gordonia phage MossRose
	Gordonia rubripertincta NRRL B-16540
	Siphovirus
	Lytic
	OR253912.1
	61072 bp
	84
	0

	Gordonia phage CaiB
	Gordonia rubripertincta NRRL B-16540
	Siphovirus
	Lytic
	ON108644.1
	61620 bp
	85
	0

	Gordonia phage MakoManhole
	Gordonia rubripertincta NRRL B-16540
	Siphovirus
	Lytic
	PQ184807.1
	61592 bp
	83
	0


Genomes are Circularly Permuted
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Figure 3. Electron micrograph: Electron micrographs of negatively stained Gordonia phage CaiB (https://phagesdb.org/phages/CaiB/).  Limited permission was granted by The Actinobacteriophages Database (https://phagesdb.org/), funded by the Howard Hughes Medical Institute, to use this electron micrograph for this taxonomy proposal; it cannot be reused without permission of The Actinobacteriophages Database.

CoreGenes 3.5 Analysis [7]: revealed that the phages listed in Table 1, 2 and Gordonia phage Sour  share 49 protein homologs, including ParB-like nuclease domain protein, terminase large subunit, RuvC-like resolvase, portal protein, major capsid proteins (hexamer and pentamer), head-to-tail adaptor, major tail protein, tape measure protein, 3 minor tail proteins, lysin B, exonuclease, DNA primase/polymerase/helicase, DNA polymerase and DNA binding protein. This indicates that approximately 59.0% of the phage-encoded proteins are conserved.
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Brevibacterium phage Cantare (NC_071014) [90,743 nt]
Gordonia phage GMA6 (NC_030906) [83,324 nt]

Gordonia phage ChisanaKitsune (NC_071006) [88,657 nt]
Gordonia phage Chidiebere (NC_071005) [91,072 nt]
Arthrobacter phage KBurrousTX (NC_049442) [71,020 nt]
Arthrobacter phage DrYang (NC_049489) [69,061 nt]
Arthrobacter phage vB_ArtM-ArV1 (NC_026606) [71,200 n]
Arthrobacter phage Colucci (NC_042000) [70,707 nt]
Arthrobacter phage PrincessTrina (NC_042053) [70,265 nt]
Arthrobacter phage Lymara (NC_049471) [68,762 nt]
Arthrobacter phage Vibaki (NC_049465) [48,201 nt]
Arthrobacter phage Abba (NC_049498) [46,623 nt]
Arthrobacter phage Piccoletto (NC_042014) [49,808 nt]
Arthrobacter phage Beans (NC_041999) [49,797 nt]
Arthrobacter phage Jawnski (NC_041931) [49,419 nt]
Arthrobacter phage Brent (NC_041930) [49,879 nt]
Arthrobacter phage BarretLemon (NC_031252) [51,290 nt]
Arthrobacter phage Martha (NC_041932) [51,027 nt]
Arthrobacter phage Zartrosa (NC_049468) [50,782 nt]
Arthrobacter phage Sonny (NC_041933) [50,909 nt]
Arthrobacter phage Shade (NC_042015) [50,930 nt]
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Gordonia phage Clawz (NC_071004) [57,664 nt]
Rhodococcus phage ReqiPine5 (NC_023722) [59,231 nt]
Mycobacterium phage Dori (NC_023703) [64,613 nt]
Mycobacterium phage Taptic (NC_070935) [60,973 nt]
Mycobacterium phage Jeon (NC_070934) [60,908 nt]
Tsukamurella phage TPA2 (NC_015210) [61,440 nt]
Gordonia phage Sour (NC_042132) [61,670 nt]
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