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Abstract

	The genus PB1likevirus was created by Taxonomy Proposal 2009,001a-gB, and subsequently renamed Pbunalikevirus and Pbunavirus. It contains myoviruses infectious for Pseudomonas aeruginosa. We have added thirteen more species to the Pseudomonas myovirus genus Pbunavirus, based upon overall DNA sequence similarity.
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Supporting evidence

Source of the name of this taxon:  NA

[bookmark: _heading=h.gjdgxs]History:  The genus PB1likevirus was created by Taxonomy Proposal 2009,001a-gB, and sequentially renamed Pbunalikevirus and Pbunavirus.  It is one of the most rapidly growing Pseudomonas myovirus genera.

ViPTree analysis: NA

VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator; [3]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes, see attachment. The heatmap for the new phages is shown below. Phage PBI is highlighted in yellow  
[image: ]
Specific Reference:  None

  
GenBank Summary:

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

	Pseudomonas phage PB1
	NC_011810.1
	EU716414.1
	65.76
	54.9
	93
	100
	100

	[bookmark: _heading=h.30j0zll]Pseudomonas phage datas
	NC_050143.1
	MT119378.1
	60.75
	54.8
	89
	91.2
	93.5

	Pseudomonas phage EPa61
	NC_048744.1
	MK317959.1
	65.91
	55.1
	92
	93.7
	94.6

	Pseudomonas phage R12
	NC_048662.1
	LC472881.1
	65.42
	55.4
	90
	87.2
	87.1

	Pseudomonas phage Epa7
	NC_050146.1
	MT118289.1
	65.63
	55.5
	94
	87.3
	93.5

	Pseudomonas phage PaGU11
	NC_050145.1
	AP018815.1
	65.55
	55.6
	90
	87.2
	92.5

	Pseudomonas virus Pa193
	NC_050148.1
	MK837009.1
	66.66
	55.7
	92
	86.1
	92.5

	Pseudomonas phage BrSP1
	NC_048675.1
	MF623055.1
	66.19
	55.7
	94
	86.5
	92.5

	Pseudomonas phage vB_PaeM_USP_1
	NC_050149.1
	MT491204.1
	65.92
	55.6
	87
	86.3
	89.2

	Pseudomonas phage antinowhere
	NC_050150.1
	MT119374.1
	65.85
	55.2
	92
	92.4
	95.7

	Pseudomonas phage crassa
	NC_050151.1
	MT119377.1
	66.3
	55.2
	92
	90.9
	93.5

	Pseudomonas phage PA01
	NC_048626.1
	AP019535.1
	66.22
	55.4
	92
	89.7
	93.5

	Pseudomonas phage vB_PaeM_SCUT-S1
	NC_048745.1
	MK340760.1
	66.09
	55.4
	94
	89.5
	95.7

	Pseudomonas phage Epa14
	NC_050144.1
	MT118293.1
	65.8
	55.3
	93
	93.1
	93.5


(*) Determined using VIRIDIC [3]
(**) Determined using CoreGenes 3.5 at http://binf.gmu.edu:8080/CoreGenes3.5/ [4]


Strains:  
	Phage name
	Accession No.
	Strains of:

	Pseudomonas phage DRL-P1
	MN564818.1
	Pbunavirus PB1

	Pseudomonas phage Epa13
	MT118292.1
	Pbunavirus Pa193

	Pseudomonas phage PASA16
	MT933737.1
	Pbunavirus Pa193

	Pseudomonas phage vB_PaeM_USP_2
	MT491205.1
	Pbunavirus Pa193

	Pseudomonas phage chumba
	MT119375.1
	Pbunavirus EPa61



Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the terminase large subunit of some of these phages with phylogeny.fr in “one click” mode [5]. "The "One Click mode" targets users that do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [6] for details."
[image: ]
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