[image: ]ICTV Taxonomy Proposal Form 2025 v.2
[image: ]	





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


Part 1a: Details of taxonomy proposals

	Title:   
	Create one new genus Aussievirus with two species (class Caudoviricetes).

	Code assigned: 
	2025.005B.Ac.v3.Aussievirus_1ng_2ns



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

	Given name (+middle initial(s))
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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: https://ictv.global/sc

	Caudoviricetes Study Group



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

	Study Group
	Number of members
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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
	x

	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	W - Withdrawn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:

	Please improve the quality of the abstract.





Part 1d: Revised Taxonomy Proposal Submission 
	Response of proposer: 

	Corrected.





	Revision date:
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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

	Aussievirus
	Name derived from Sinorhizobium phage Aussie

	
	

	
	

	
	



	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 viruses described in this proposal are unclassified.

Proposed taxonomic change(s):     
To create a new genus, “Aussievirus”, with two new species

Justification: 
On the basis of VIRIDIC  and ViPTree analysis and in keeping with the demarcation criteria described below we have created a new genus for two temperate phages of Sinorhizobium meliloti.




	· Text of Taxonomy proposal:  


	
Taxonomic rank(s) affected:       
Genus, species


Description of current taxonomy: 
The viruses described in this proposal are unclassified.

Proposed taxonomic change(s):     
To create a new genus, “Aussievirus”, with two new species

Demarcation criteria:  
Genus demarcation criteria: An intergenomic similarity cut-off of 70%, a combination of average nucleotide identity and alignment fraction, was 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 [8]

Justification:      On the basis of VIRIDIC and ViPTree analysis and in keeping with the demarcation criteria described above we have created a new genus for two Sinorhizobium meliloti temperate phages.
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	Accompanying files: 

	Filename
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	2025.005B.Aussievirus_1ng_2ns
	Data for this proposal

	
	



	Tables, Figures:  


<Start here>Table 1.  Characteristics of the phage described in the proposal
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Sinorhizobium phage Aussie
	Sinorhizobium meliloti NRRL L-50
	Siphovirus 
	Temperate
	OR786373.1
	39025 bp
	53
	0

	Sinorhizobium phage StopSmel
	Sinorhizobium meliloti NRRL L-50
	Siphovirus
	Temperate
	OR786374.1
	37851 bp
	52
	0


[bookmark: _Hlk197507033][image: A screen shot of a chart

AI-generated content may be incorrect.]Figure 1. VIRIDIC heat map of a group of phages with the one under discussion indicated with a red arrowhead.   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. Abbreviations: phg = phage; Baci = Bacillus; Sino = Sinorhizobium; Rhiz = Rhizobium; Sten = Stenotrophomonas; Rhod = Rhodobacter; Rhodv = Rhodovulum; Micr = Microcystis; Lept = Leptolyngbya
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Figure 2. ViPTree analysis:  ViPTree analysis (https://www.genome.jp/viptree/; [4]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [5].   The taxon under discussion is indicated with a red arrowhead.   Abbreviations: phg = phage; Baci = Bacillus; Sino = Sinorhizobium; Rhiz = Rhizobium; Sten = Stenotrophomonas; Rhod = Rhodobacter; Rhodv = Rhodovulum; Micr = Microcystis; Lept = Leptolyngbya
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Rhodococcus phage Toil (NC_055061) [17,253 nt]
Streptomyces phage WheeHeim (NC_055060) [18,266 nt]
Streptomyces phage Forthebois (NC_055059) [18,251 nt]
Rhodococcus phage Trina (NC_042040) [139,262 nt]
Streptomyces phage BillNye (NC_042105) [127,084 nt]
Streptomyces phage Wakanda (NC_070785) [126,614 nt]
Streptomyces phage Muntaha (NC_070786) [127,551 nt]
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Faecalibacterium phage FP_Mushu (NC_047913) [36,636 nt]
KP063903.1_Baci_BalMu-1_2 [39,861 n]

Bacillus phage BalMu-1 (NC_030945) [39,873 n]
KP063902.1_Baci_phg_BalMu-1_1 [39,873 nt]

Burkholderia phage KS10 (NC_011216) [37,635 nt]
Bordetella phage vB_BbrM_PHB04 (NC_047861) [94,005 nt]
Rhodovulum phage vB_RhKS_P1 (NC_031059) [38,773 n]
Ochrobactrum phage POA1180 (NC_070931) [41,655 nt]
MZ436628.1_Micr_phg_Mwe-Yongl1 [39,679 nt]
OR786373.1_Sino_phg_Aussie [39,025 nt]
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Rhodovulum phage RS1 (NC_020866) [40,231 nt]
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Rhodobacter phage RcapMu (NC_016165) [39,283 nt]
MW677528.1_Rhod_phg_RcWaterboi [38,301 nt]

Ralstonia phage RS138 (NC_029107) [41,941 n]
Mannheimia phage vB_MhM_3927AP2 (NC_028766) [33,755 nt]
Haemophilus phage SuMu (NC_019455) [37,151 nt]
Pseudoalteromonas phage HS6 (NC_070820) [35,330 nt]
Vibrio phage martha 12B12 (NC_021070) [33,277 nt]
Shigella phage SfMu (NC_027382) [37,146 nt]

Escherichia phage Mu (NC_000929) [36,717 nt]

Escherichia phage D108 (NC_013594) [37,235 nt]
Burkholderia phage phiE255 (NC_009237) [37,446 nt]
Burkholderia phage BeepMu (NC_003882) [36,748 nt]
PP438411.1_Lept_phg Lsp-JY19 [37,390 nt]
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Pseudomonas phage B3 (NC_006548) [38,439 nt]
Pseudomonas phage vB_PaeS_PM105 (NC_028667) [39,593 nt]
Pseudomonas phage Ps60 (NC_074748) [39,676 nt]
Pseudomonas phage vB_Pae_CF78a (NC_074750) [39,705 nt]
Pseudomonas phage JBD67 (NC_042135) [38,232 nt]
Pseudomonas phage vB_Pae-SS2019XII (NC_074749) [39,701 nt]
Psendomonas phage JD18 (NC 027986) [39.014 nt]
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