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Abstract

	Here, we propose the creation of one new subfamily, Erskinevirinae, comprising two genera, the existing genus Johnsonvirus and the newly delineated genus Yonginvirus.



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 Herelleviridae root distance is marked as a reference with red arrowhead; other arrowheads indicate subfamilies to be created, the subfamily Erskinevirinae with a green arrowhead.
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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. The black box delineates strains. Column 2 - (P) partial genome. The colour codes in columns 3 and 4 indicate the boundaries of the proposed subfamilies and genera.  
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Proposal 1: To create a new genus Yonginvirus

Source of the name of this taxon:  This genus is named after Yongin, Korea where at Kyung Hee University, the first virus of its type Erwinia phage phiEaP-8 was isolated [Park J et al. 2018, 5].

History:  Lytic bacteriophage phiEaP-8 was isolated from apple orchard soil and could efficiently and specifically kill both Erwinia amylovora and Erwinia pyrifoliae.

Specific Reference:  Park J, Lee GM, Kim D, Park DH, Oh CS. Characterization of the Lytic Bacteriophage phiEaP-8 Effective against Both Erwinia amylovora and Erwinia pyrifoliae Causing Severe Diseases in Apple and Pear. Plant Pathol J. 2018;34(5):445-450. doi:10.5423/PPJ.NT.06.2018.0100

GenBank Summary:

	Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	Erwinia phage phiEaP-8
	MH160392.1
	75.93
	46.8
	78
	5


Electron micrograph: None available

Proposal 2: To create a new subfamily, Erskinevirinae

Source of the name of this taxon:  This genus is named in honour of John M. Erskine (d. who in the early 1970s, while working with Canada Department of Agriculture, Summerland (BC) was one of the first people to isolate phages against Erwinia species.  He then moved to the Institute of Natural Resources, University of Natal, South Africa)

History:  This subfamily contains two genera, Yonginvirus (see above) and the existing Johnsonvirus (2016.078a-dB and 2018.007B).
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4 The viral proteomic tree
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