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Part 1a: Details of taxonomy proposals

	Title:   
	To update Armstrongvirus and Dismasvirus (Caudoviricetes)

	Code assigned: 
	<to be assigned by ICTV officers>



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

	Given name (+middle initial(s))
	Surname
	Affiliation 
	Email address
	Corr. author(s)  
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	Kurtböke
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Part 1b: Taxonomy Proposal Submission 
	ICTV Subcommittee: Enter an "X" against the subcommittee(s) most appropriate to deal with the taxonomy proposal. If in doubt, contact the appropriate subcommittee chair for clarification (see https://ictv.global/sc).

	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 -Submit to Proposals Secretary
	



	List the ICTV Study Group(s) that have seen or have been involved in creating this proposal: A list of study groups and their members is provided at https://ictv.global/sc.

	Actinophages



	Optional – complete only if formally voted on by an ICTV Study Group: <To be completed by Study Group>

	Study Group
	Number of members

	
	Votes in support
	Votes against
	No vote

	
	
	
	

	
	
	
	











	Submission date:
	  March 24, 2026




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	W - Withdrawn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: Please describe in detail how you have responded to the EC meeting feedback

	





	Revision date:
	






Part 3: TAXONOMIC PROPOSAL


	Taxonomic changes proposed: Enter an "X" against one or more actions

	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: Briefly describe the origin and rationale for each proposed taxonomic name in the proposal. A longer explanation can be provided in the main section of the taxonomy proposal if required. Use one row for each taxonomic name; additional rows can be inserted where needed. See examples for existing names in https://ictv.global/taxonomy/etymology.

	Taxon name 
	Etymology of the term

	
	

	
	

	
	

	
	




	Permission for use of names derived from a living person:   If you propose taxon name(s) which are derived from the name of a living person or persons, you must attach documents to verify that permission has been obtained from those persons and that they agree to the form in which their name or an element of it is to be used. These documents should be listed in the Accompanying Files table below. The documents will not be posted online but will be retained by ICTV as evidence of authorization.      

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

	
	
	

	
	
	

	
	
	

	
	
	






	Abstract of Taxonomy Proposal: 


	
Description of current taxonomy: 
These phages belong to two established genera Armstrongvirus and Dismasvirus .  They were established via Taxonomy Proposals  2019.040B and 2018.035B.A.v1.Dismasvirus, respectively.  Both genera currently contain single species.

Proposed taxonomic change(s): 
We propose to create two new species in the genus Armstrongvirus and five in the genus Dismasvirus. 

Demarcation criteria for new taxon/taxa:
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 genus have >95% intergenomic similarity [6].

Justification: 
On the basis of VIRIDIC analysis the new phages fit within the boundaries that we have established for new species.



	Text of Taxonomy proposal:  

	
Description of current taxonomy:
These phages belong to two established genera Armstrongvirus and Dismasvirus .  They were established via Taxonomy Proposals  2019.040B and 2018.035B.A.v1.Dismasvirus, respectively.  Both genera currently contain single species.

Proposed taxonomic change(s): 
We propose to create two new species in the genus Armstrongvirus and five in the genus Dismasvirus. 

Demarcation criteria for new taxon/taxa:
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 genus have >95% intergenomic similarity [6].

Justification:  
On the basis of VIRIDIC analysis the new phages fit within the boundaries that we have established for new species.
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	Accompanying files: 


	Filename
	Description of contents

	Update Armstrongvirus & Dismasvirus_7nsp
	Excel spreadsheet associated with this TaxoProp

	
	





	Tables, Figures:  
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Figure 1. VIRIDIC heatmap of this group of phages.  VIRIDIC (Virus Intergenomic Distance Calculator; VIRIDIC (Virus Intergenomic Distance Calculator; [1]; 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.  Abbreviations: phg = phage; Micr = Microbacterium.  


Table 1.  Characteristics of the one new phage in the genus Armstrongvirus.

	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	%G+C
	3’ overhang
	No. proteins
	No. tRNA

	Microbacterium phage Franklin22
	Microbacterium testaceum NRRL B-24232
	Siphovirus
	Lytic
	OK999979
	40567 bp
	66.1
	ACTCCCGGCA
	71
	3



Table 2.  Characteristics of the five new phages in the genus Dismasvirus.

	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	%G+C
	3’ overhang
	No. proteins
	No. tRNA

	Microbacterium phage Quenya
	Microbacterium foliorum NRRL B-24224
	Siphovirus
	Lytic
	    MT889365
	41876 bp
	68.7
	ACTCCCGGCA
	67
	2

	Microbacterium phage Katzastrophic
	Microbacterium foliorum NRRL B-24224
	Siphovirus
	Lytic
	OL742562
	41712 bp
	67.9
	ACTCCCGGCA
	65
	2

	Microbacterium phage FlameThrower
	Microbacterium foliorum NRRL B-24224
	Siphovirus
	Lytic
	OR521088
	41206 bp
	67.9
	ACTCCCGGCA
	63
	2

	Microbacterium phage Celaena
	Microbacterium foliorum NRRL B-24224
	Siphovirus
	Lytic
	MK937598
	42169 bp
	67.8
	Circularly permutted
(*)
	64
	2

	Microbacterium phage Bachaco
	Microbacterium foliorum NRRL B-24224
	Siphovirus
	Lytic
	PQ362671
	42403 bp
	67.8
	ACTCCCGGCA
	64
	2


(*) most likely incorrect
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MHB3599.1_Micr_phg Berstein  EB  Asmstrongvirus Si4 549 547 544 536 530 %7 58 59

MHB34626.1_Micr_pha_Rollins EB  Amstongyius Si4 549 547 544 536 530 %7 8 59

OK393981.1 Micr_pha Skylord EB  Amstongyius 512 545 543 598 526 541 %7 50 57

MHE34602.1_Micr_pha_ Brahms EB  Amstongyius 517 552 S50 547 538 59 %7 S8 58

MHE3604.1_Micr_phg_Collrane EB  Amstongyius

MN1832011 Micr_pha. Vitas EB  Amstongyius

NC_4809071 Micr phaASGRG EB  Armsirongvius

OMB18329.1 Micr_pha_Clayda5 EB  Amstongyius

NC_048017.1_Micr_phg_Eden EB  Amstongyius

NC_O73427.1 Micr_phg_Franklin22  EB  Asmstrongvis

MNOG2717.1 Micr_phg_Sharkboy  EB  Dismasvius

NC_042093.1 Micr. phg, Dismas EB  Dismosvivs

OP434445.1 Micr_pha_Rona EB  Dismosvivs

MHO45568.1_Micr_pha_Kieran EB  Dismosvivs

OR475275.1 Micr pha ChiliPepper  EB  Dismasvirus

NC_073428.1_Micr_phg_Quenya EB Dismasvirus

NC_073430.1 Micr_phg Katzastroph EB  Dismasvirus
OR521088.1 Micr_phg_FlameThrowe EB  Dismasvirus
NC_073429.1 Micr_phg_Celaena EB  Dismasvirus
PQ362671.1_ Micr_phg_Bachaco EB  Dismasvirus
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