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Abstract
	We have added five new species of Pseudomonas phages to the genus Hollowayvirus.


	Text of proposal
	
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 [1,2] – usually calculated using intergenomic distance calculator VIRIDIC [3].

Genus demarcation criteria: In search for criteria that create cohesive and distinct genera that are reproducible and monophyletic, the Bacterial Viruses Subcommittee has established 70% nucleotide identity of the genome length as the cut-off for genera. Genus-level groupings should always be monophyletic in the signature genes, as tested with a phylogenetic tree [10].
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Figure 1. VIRIDIC heat map:  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; vir = virus; Pseu = Pseudomonas. Names terminated with –[P] are partial genomes and are not included in this proposal.
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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 phages of interest are indicated with blue bars and red stars.  

 
Taxonomic Proposals: 

A. To add five (5) new species to the genus genus, Hollowayvirus

Origin of the name of this taxon:  N/A

Historical aspects: The genus Hollowayvirus was created through Taxonomy Proposal 2013.040a-dB.A.v4.F116likevirus.  It currently possesses two species Hollowayvirus F116 and Hollowayvirus H66.


Genome summary:

	Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Pseudomonas phage F116
	AY625898.1
	65.2
	63.2
	70
	100
	100

	Pseudomonas phage PA8
	MZ285879.1
	63.65
	63.6
	69
	71.6
	68.6

	Pseudomonas phage vB_PaeP_E220
	MF490237.1
	62.87
	63.8
	67
	78.4
	75.7

	Pseudomonas phage phiC725A
	LT603684.1
	64.15
	63.5
	62
	86.3
	77.1

	Pseudomonas phage LKA5
	KC900378.1
	64.75
	63.3
	66
	76.2
	75.7

	Pseudomonas phage Epa33
	MT118301.1
	64.02
	63.5
	72
	76.9
	72.9 



(*) determined using VIRIDIC [3]
(**) determined using CoreGenes 3.5 [6]
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