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Abstract

	Here, we propose the creation of the subfamily “Humphriesvirinae” including three genera, Pollockvirus, Ithacavirus and Pylasvirus based on genome-based comparisons, proteomic analysis using ViPTree and phylogenetic analyses of terminase and vRNA polymerase protein sequences. 


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
ViPTree analysis: ViPTree analysis (https://www.genome.jp/viptree/; [1]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [2].  Arrowhead indicates subfamilies to be created.
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VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator; [3]; 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 [4]. 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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Proposal 1: To create a new subfamily Humphriesvirinae

Source of the name of this taxon:  This subfamily is named after James C. Humphries (1914-1992) who was the first to isolate a Klebsiella phage. He was a professor in the Department of Bacteriology at the University of Kentucky, Lexington, Kentucky.
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acc. no. subfamily genus MH899585.1MN163281.1NC_027381.1KC139517.1 KC139520.1 HQ728266.1MK863032.1MN228696.1KM879221.2MG983743.2MN062186.1

Klebsiella phage Pylas MH899585.1 100 83,996 61,467 62,225 62,063 7,573 6,347 6,915 1,453 4,964 4,27

Klebsiella phage KpCHEMY26MN163281.1 83,996 100 59,381 62,236 61,726 8,035 6,489 7,112 2,261 5,65 4,096

Escherichia phage Pollock NC_027381.1 61,467 59,381 100 67,665 66,558 6,978 4,717 6,161 0,772 3,777 2,488

Salmonella phage FSL SP-058 KC139517.1 62,225 62,236 67,665 100 88,829 7,642 6,119 6,717 2,13 4,856 4,245

Salmonella phage FSL SP-076 KC139520.1 62,063 61,726 66,558 88,829 100 7,667 6,076 7,245 1,9 4,919 3,857

Erwinia phage vB_EamP-S6 HQ728266.1 7,573 8,035 6,978 7,642 7,667 100 9,378 9,164 8,094 7,146 8,609

Pseudomonas phage Zuri MK863032.1 6,347 6,489 4,717 6,119 6,076 9,378 100 15,641 14,531 16,532 19,969

Sinorhizobium phage ort11 MN228696.1 6,915 7,112 6,161 6,717 7,245 9,164 15,641 100 6,556 13,491 12,271

Delftia phage RG-2014 KM879221.2 1,453 2,261 0,772 2,13 1,9 8,094 14,531 6,556 100 10,199 14,733
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