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	Abstract of Taxonomy Proposal: 


	
Description of current taxonomy:       
The bacterial viruses described in this proposal are currently unclassified. These viruses correspond to a group of temperate Gordonia siphoviruses that are related to members of the genera Jujuvirus and Fairfaxidumvirus.

Proposed taxonomic change(s):     
We propose to create a new genus “Obliviatevirus” with 25 species.  

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.   Because these phages are temperate and show higher rates of recombination, we have been more relaxed in drawing the genus boundaries.

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.

Justification:      
These bacteriophages are temperate viruses that infect Gordonia sp. Analysis of intergenomic nucleotide sequence similarities shows that the 21 proposed species form a single genus that shows approximately 50% similarity to species in the genera  Jujuvirus and Fairfaxidumvirus, suggesting that these genera could be grouped into a subfamily. The creation of a new genera is also supported by the TBLASTX distance tree and phylogenetic analysis of the large terminase subunit.





	Text of Taxonomy proposal:  

	
Description of current taxonomy:       
The bacterial viruses described in this proposal are currently unclassified. These viruses correspond to a group of temperate Gordonia siphoviruses that are related to members of the genera Jujuvirus and Fairfaxidumvirus.

Proposed taxonomic change(s):     
We propose to create a new genus “Obliviatevirus” with 25 new species.  

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.   Because these phages are temperate, we have been more liberal in drawing the genus boundaries.

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: 
These bacteriophages are temperate viruses that infect Gordonia sp. Analysis of intergenomic nucleotide sequence similarities (Figure 1) [1] shows that the 21 proposed species form a single genus that shows approximately 50% similarity to species in the genera  Jujuvirus and Fairfaxidumvirus, suggesting that these genera could be grouped into a subfamily. The creation of a new genera is also supported by the TBLASTX distance tree (Figure 2) [2,3]and phylogenetic analysis of the large terminase subunit (Figure 3) [9].
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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.  Phage names  with golden backgrounds are existing species while those highlighted in yellow are new species (exception Obliviate).   Abbreviations: phg = phage; Gord = Gordonia.  Because this diagram is somewhat difficult to read we have attached the full-sized Excel spread sheet.
[image: ][image: ]Figure 2. ViPTree analysis:  ViPTree analysis (https://www.genome.jp/viptree/; [2]) is based upon Rohwer and Edwards (2002) Phage Proteomic Tree [3].   The taxons under discussion are indicated with red bars and stars.   Abbreviations: phg = phage; Gord = Gordonia.  
[image: ][image: ]Figure 3.  Phylogenetic tree constructed with the large subunit terminase proteins from these and related phages using “One Click” Phylogeny.fr [9] at https://www.phylogeny.fr  using the TerL protein from Gordonia phage Finkle as an outlier (Left).  Below is the tree calculated without an outlier.
Table 1.  List of species in the new genus Obliviatevirus
	Accession No.
	Phage name
	Taxon

	ON724008.1
	Gordonia phage Murp
	Obliviatevirus murp

	MN585963.1
	Gordonia phage Wocket
	Obliviatevirus wocket

	ON970567.1
	Gordonia phage KappaFarmDelta
	Obliviatevirus kappafarmdelta

	MK919470.1
	Gordonia phage Mellie
	Obliviatevirus mellie

	KU998248.1
	Gordonia phage Utz
	Obliviatevirus utz

	MK878896.1
	Gordonia phage Begonia
	Obliviatevirus begonia

	ON724011.1
	Gordonia phage Malachai
	Obliviatevirus malachai

	MN096365.1
	Gordonia phage Samba
	Obliviatevirus samba

	MW601225.1
	Gordonia phage ZiggyZoo
	Obliviatevirus ziggyzoo

	MF919521.1
	Gordonia phage Lysidious
	Obliviatevirus lysidious

	MH020241.1
	Gordonia phage Fenry
	Obliviatevirus fenry

	MZ150785.1
	Gordonia phage Jalammah
	Obliviatevirus jalammah

	KU963259.1
	Gordonia phage Guacamole
	Obliviatevirus guacamole

	MT723936.1
	Gordonia phage Hitter
	Obliviatevirus hitter

	MT723942.1
	Gordonia phage Archis
	Obliviatevirus archis

	MK501730.1
	Gordonia phage Barco
	Obliviatevirus barco

	MT553336.1
	Gordonia phage BlingBling
	Obliviatevirus blingbling

	MK864263.1
	Gordonia phage Melba
	Obliviatevirus melba

	MH576969.1
	Gordonia phage Zarbodnamra
	Obliviatevirus zarbodnamra

	MN010762.1
	Gordonia phage MintFen
	Obliviatevirus mintfen

	KX557274.1
	Gordonia phage CaptainKirk2
	Obliviatevirus captainkirk2

	MK801724.1
	Gordonia phage PhrostedPhlake
	Obliviatevirus phrostedphlake

	KU963251.1
	Gordonia phage UmaThurman
	Obliviatevirus Thurman (*)

	MN234179.1
	Gordonia phage Pipp
	Obliviatevirus pipp

	KU963254.1
	Gordonia phage Obliviate
	Obliviatevirus obliviate


(*) Taxon renamed because the phage was named after a living person
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