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


https://ictv.global/taxonomy/templatesPart 1a: Details of taxonomy proposals

	Title:   
	Create a new genus (Motookavirus) with two species in the Class Caudoviricetes

	Code assigned: 
	2025.046B.Motookavirus_1ng_2ns



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

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


	Ayesha
	Lone
	Guelph Research and Development Centre, Agriculture and Agri-Food  Canada, Guelph, Ontario, Canada
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	Andrew M.
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Part 1b: Taxonomy Proposal Submission 
	ICTV Subcommittee: 

	Animal DNA Viruses and Retroviruses
	
	Bacterial viruses
	x

	xAnimal 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: https://ictv.global/sc

	
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:
	  15/06/2025




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	W - Withdrawn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

	Motookavirus
	Named after the municipality in Itoshima district, Fukuoka prefecture, Japan where at Katsumi Doi Kyushu University the first virus of its type was isolated



	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:       Genus and species


Description of current taxonomy:       None for these phages


Proposed taxonomic change(s):     To create a new genus (Motookavirus) with two species


Justification: In accord with our definition of what constitutes a new genus and species [3] these two Bacillus cereus phages are classified into a new genus (Motookavirus) of jumbo phages






	· Text of Taxonomy proposal:  


	
Taxonomic rank(s) affected:       Genus and species


Description of current taxonomy:       None for these phages


Proposed taxonomic change(s):     To create a new genus (Motookavirus) with two species


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 a number of tools, such as BLASTn [1] – usually calculated using intergenomic distance calculator VIRIDIC [2].


Justification:      In accord with our definition of what constitutes a new genus and species [3] these two Bacillus cereus phages are classified into a new genus (Motookavirus) of jumbo phages
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	Accompanying files: 

	Filename
	Description of contents

	
	

	
	



	Tables, Figures:  


Table 1.  Characteristics of the phages described in the proposal
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Bacillus phage Edson
	Bacillus cereus
	Myovirus
	Lytic
	PV796108
	233813 bp
	308
	0

	Bacillus phage vB_BceM_WH1
	Bacillus cereus
	Myovirus
	Lytic
	LC597490.1
	229829 bp
	300
	0




[image: A close-up of a document
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AI-generated content may be incorrect.]Figure 1: ViPTree analysis (https://www.genome.jp/viptree/; [4]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [5].  The phages of interest are indicated with red arrowhead.  
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Figure 2. The phylogenetic tree was constructed using the major capsid proteins from these and related phages with NGPhylogeny.fr in “one click” mode [6]. "The "One Click mode" targets users that do not wish to deal with program and parameter selection. The alignment was exported to iTOL v7 [7]. The red arrowhead indicates the two phages of interest.  
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Lactobacillus phage Lb338-1 (NC_012530) [142,111 nt]
Lactobacillus phage SAC12B (NC_048754) [136,608 nt]
Lactobacillus phage 521B (NC_048752) [136,442 nt]
Lactobacillus phage LfeInf (NC_029058) [106,071 nt]
Lactobacillus phage 3-521 (NC_048753) [140,816 nt]
Lactobacillus phage LP65 (NC_006565) [131,522 nt]
Lactobacillus phage LpeD (NC_048677) [145,162 nt]
Lactobacillus phage Semele (NC_047926) [139,450 nt]
Lactobacillus phage Bacchae (NC_047924) [141,124 n]
Lactobacillus phage Lpa804 (NC_048134) [142,567 nt]
Lactobacillus phage Iacchus (NC_048084) [137,973 nt]
Lactobacillus phage Bromius (NC_048085) [140,527 nt]
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Bacillus phage 0305phi8-36 (NC_009760) [218,948 nt]
OM634661.1_Baci_phg_vB_BauM_KL [216,671 nf]
LC597490.1 Baci_phg vB_BceM_ WH [229,829 nt]
Baci_phg_Edson [233,813 nt]

Bacillus phage phi4J1 (NC_029008) [41,486 nt]
Bacillus phage Mgbh1 (NC_041879) [58,951 ]
Paenibacillus phage C7Cdelta (NC_055028) [55,774 nt]
Paenibacillus phage Unity (NC_055031) [50,316 nt]
Paenibacillus phage Scottie (NC_055030) [55,990 nt]
Paenibacillus phage Halcyone (NC_055029) [55,560 nt]
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