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Abstract
	Here, we propose the creation of the genus “Pollockvirus” including one species, Escherichia phage Pollock based on genome-based comparisons and phylogenetic analyses of terminase and vRNA polymerase protein sequences. It was formerly classified as a member of the genus “Ithacavirus”. Based on DNA sequence similarity (Viridic analysis) and the threshold for creating new genera, we propose to create a genus of its own.


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 [1-3].






Supporting evidence
Source of the name of this taxon:  This genus is named after Pollock, the isolated phage, Eschericha phage Pollock, of this type. It was isolated from sewage in the US [4].

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

	Escherichia phage Pollock
	NC_027381.1
	KM236242
	68.4
	36
	84
	4



Electron micrograph: None available
VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator; [5]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes. Colours in columns 3 and 4 indicate 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).
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genome subfamily genus MH899585.1MN163281.1NC_027381.1KC139517.1 KC139520.1 KU356690.1 KU356691.1

Klebsiella phage Pylas MH899585.1 100.000 83.940 61.433 62.095 61.964 4.669 4.595

Klebsiella phage KpCHEMY26 MN163281.1 83.940 100.000 59.318 62.120 61.691 4.596 4.728

Escherichia phage Pollock NC_027381.1 61.433 59.318 100.000 67.588 66.440 5.292 5.279

Salmonella phage FSL SP-058 KC139517.1 62.095 62.120 67.588 100.000 88.810 4.750 4.813

Salmonella phage FSL SP-076 KC139520.1 61.964 61.691 66.440 88.810 100.000 4.564 4.330

Pseudomonas phage ZC03 KU356690.1 4.669 4.596 5.292 4.750 4.564 100.000 92.541

Pseudomonas phage ZC08 KU356691.1 4.595 4.728 5.279 4.813 4.330 92.541 100.000


