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Part 3: TAXONOMIC PROPOSAL
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Abstract

	To create a new subfamily grouping two existing genera and add three new species.




Text of proposal
	
	
Species demarcation criteria: We have chosen 95% DNA sequence identity as the criterion for demarcation of species in this new genus. Each of the proposed species differs from the others with more than 5% at the DNA level as confirmed with the BLASTN algorithm







Supporting evidence
[bookmark: _Hlk42859351][bookmark: _Hlk42859370]VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator; [1]) computes pairwise intergenomic distances/similarities amongst phage genomes. The black box delineates strains. The group indicated with the blue bar represent Tidunavirus, while the red bar indicates the Aphroditevirus.
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ViPTree analysis: ViPTree analysis (https://www.genome.jp/viptree/; [2]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [3].    The large blue arrowhead points to the Tidunavirus genus while the large red arrowhead points the Aproditevirus genus.
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1. [bookmark: _Hlk42863381]Proposal 1.: To add three species to the genus Aphroditevirus
2. Proposal 2.: To create a new subfamily Gorgonvirinae

Proposal 1: To add three species to the genus Aphroditevirus
New species: Based on VIRIDIC and VIPtree analysis, we are creating three new species in the genus Aphroditevirus. The exemplar isolates share more than 68% DNA sequence identity with the type species exemplar and form a monophyletic clade in the VIPtree tree. 

Specific Reference:  2018.061B.A.v1.Aphroditevirus

GenBank Summary:

	Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs
	Overall DNA sequence identity (**)
	% common proteins (**)

	Vibrio phage Aphrodite1
	NC_042100.1
	MG720308.1
	237.72
	43.4
	198
	0
	100
	100

	Vibrio phage USC-1
	
	MK905543.1
	238.1
	43.2
	210
	0
	90.0
	97.0

	Vibrio phage 2 TSL-2019
	
	MK368614.1
	242.45
	43.6
	217
	0
	68.1
	98.0

	Photobacterium phage PDCC-1
	
	MN562221.1
	237.51
	43.3
	214
	0
	70.9
	97.0

	
	
	
	
	
	
	
	
	


N.B. Vibrio phage 5 is a strain of USC-1
(**) Determined using VIRIDIC [1]
(***) Determined using CoreGenes 3.5 at http://binf.gmu.edu:8080/CoreGenes3.5/ [6]

Proposal 2: To create a new subfamily Gorgonvirinae

Source of the name of this taxon:  This subfamily is named after the Gorgons - mythological Greek monstrous sea spirits

The high degree of sequence relatedness (> 40% as calculated with VIRIDIC) between the two genera and monophyly of the group (VIPtree) supports creating a new subfamily.
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