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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
ViPTree analysis: ViPTree analysis (https://www.genome.jp/viptree/; [1]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [2].  The large blue arrowhead indicates subfamily to be created.
[image: ]

VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator; [3]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes. The colour codes in columns 3 and 4 indicate the boundaries of the proposed subfamilies and genera.  [image: ]

Phylogenetic analysis using the (A) terminase and (B) vRNA polymerase protein sequences of N4-like phages. The amino acid sequences were compared using MUSCLE with MEGA7 [6]. The tree was constructed using the maximum likelihood algorithm. The percentages of replicate trees were assessed with the bootstrap test (100).






[image: ][image: ]B
A

Proposal 1: To create a new genus Nahantvirus

Source of the name of this taxon:  This taxon was named after the geographic origin (Nahant, Massachusetts) of the type phage Vibrio phage 1.026.O._10N.222.49.C7.

History:  Vibrio phage 1.026.O._10N.222.49.C7 was isolated from filtered seawater.

Specific Reference:  None

GenBank Summary:

	Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	Vibrio phage 1.026.O._10N.222.49.C7
	
	MG592410.1
	75.88
	43.1
	107
	1


N.B. Vibrio phage 1.025.O._10N.222.46.B6, Vibrio phage 1.150.O._10N.222.46.A6, Vibrio phage 1.152.O._10N.222.46.E1 and Vibrio phage 2.130.O._10N.222.46.C2 should be considered strains in this genus.

Electron micrograph: None available

Proposal 2: To create a new genus Dorisvirus

Source of the name of this taxon:  This taxon was named after the Greek sea goddess Doris.

History:  Vibrio phage 1.097.O._10N.286.49.B3 was isolated from filtered seawater.

Specific Reference:  None

GenBank Summary:

	Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	Vibrio phage 1.097.O._10N.286.49.B3
	-
	MG592470.1
	76.92
	42.6
	98
	-



Electron micrograph: None available

Proposal 3: To create a new genus Galateavirus

Source of the name of this taxon:  This taxon was named after Galatea, the Greek goddess of calm sea.

Specific Reference:  None

GenBank Summary:

	Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	Vibrio phage vB_VspP_pVa5
	-
	KX889068.2
	78.15
	43.2
	106
	1




Electron micrograph: None available

Proposal 4: To create a new subfamily Pontosvirinae

Source of the name of this taxon:  This subfamily was named after Pontos, a primordial god of the sea
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acc. No. subfamilygenus JF974296.1 HQ634194.1HQ634196.1MG592410.1MG592409.1MG592519.1MG592521.1MG592668.1KX889068.2 MG592470.1

Pseudoalteromonas phage pYD6-A JF974296.1 100,000 53,855 53,901 24,371 24,507 24,434 24,431 24,577 22,094 25,397

Vibrio phage VBP47 HQ634194.1 53,855 100,000 99,573 26,882 26,950 26,951 26,942 26,952 23,637 27,211

Vibrio phage VBP32 HQ634196.1 53,901 99,573 100,000 26,646 26,708 26,714 26,707 26,710 23,598 27,083

Vibrio phage 1.026.O._10N.222.49.C7 MG592410.1 24,371 26,882 26,646 100,000 99,074 99,073 99,068 99,067 60,353 69,447

Vibrio phage 1.025.O._10N.222.46.B6 MG592409.1 24,507 26,950 26,708 99,074 100,000 99,997 99,991 99,995 60,461 69,524

Vibrio phage 1.150.O._10N.222.46.A6 MG592519.1 24,434 26,951 26,714 99,073 99,997 100,000 99,991 99,994 60,459 69,512

Vibrio phage 1.152.O._10N.222.46.E1 MG592521.1 24,431 26,942 26,707 99,068 99,991 99,991 100,000 99,984 60,328 69,513

Vibrio phage 2.130.O._10N.222.46.C2 MG592668.1 24,577 26,952 26,710 99,067 99,995 99,994 99,984 100,000 60,330 69,518

Vibrio phage pVa5 KX889068.2 22,094 23,637 23,598 60,353 60,461 60,459 60,328 60,330 100,000 49,495

Vibrio phage 1.097.O._10N.286.49.B3 MG592470.1 25,397 27,211 27,083 69,447 69,524 69,512 69,513 69,518 49,495 100,000
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