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Part 3: TAXONOMIC PROPOSAL
Name of accompanying Excel module
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Abstract
	During a periodic review of the Drexlerviridae we discovered a new genus Veterinaerplatzvirus.



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
Source of the name of this taxon:  This genus is named after the address (Veterinaerplatz 1, Vienna 1210, Austria) where in the Department for Farm Animal and Public Health in Veterinary Medicine, University of Veterinary Medicine Vienna these phages were discovered.

History:  These lytic phages were isolated from “human fluid samples (abdominal, lung, pleural, shoulder and knee effusions, transport fluid from nasal swabs and intravenous catheters, blood, tracheal aspirates and urine).” [Pacifico C et al. 2019]  The authors recognized that they were part of the Rtpvirus clade, however, they show less than 70% nucleotide identity and are therefore classified in their own genus.

Specific Reference:  Pacífico C, Hilbert M, Sofka D, et al. Natural Occurrence of Escherichia coli-Infecting Bacteriophages in Clinical Samples. Front Microbiol. 2019;10:2484. Published 2019 Oct 31. doi:10.3389/fmicb.2019.02484
[bookmark: _Hlk45872424]
VIRIDIC homologs:  VIRIDIC (Virus Intergenomic Distance Calculator) computes pairwise intergenomic distances/similarities amongst viral genomes [10]. Boxed sequences indicate strains.
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ViPTree homologs:  ViPTree analysis (https://www.genome.jp/viptree/; [11]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [12].  This genus is marked with a red arrowhead.
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GenBank Summary:


	Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	[bookmark: _Hlk45873522]Escherichia phage vB_EcoS-12210I
	MK907226.1
	44.22
	44.4
	65
	1



Strain table
	Phage
	Accession
	Belongs to species

	Escherichia phage vB_EcoS-12210III
	MK907227.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-12397I
	MK907228.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-12397II
	MK907229.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-12397III
	MK907230.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-12397IV
	MK907231.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-12469I
	MK907233.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-12469III
	MK907235.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-2004III
	MK907240.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-2004IV
	MK907241.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-2005III
	MK907243.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-2005IV
	MK907244.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-2006III
	MK907245.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-2006IV
	MK907246.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-2006V
	MK907247.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-25988I
	MK907248.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-25988IV
	MK907249.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-26020I
	MK907251.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-26020II
	MK907252.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-26020III
	MK907253.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-26020IV
	MK907254.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-26020V
	MK907255.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-26046II
	MK907257.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-26046IV
	MK907259.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-26046V
	MK907260.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-26047I
	MK907261.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-26047II
	MK907262.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-26174I
	MK907263.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-26174II
	MK907264.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-2862I
	MK907272.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-2862II
	MK907273.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-2862III
	MK907274.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-2862IV
	MK907275.1
	Escherichia virus 12210I

	Escherichia phage vB_EcoS-2862V
	MK907276.1
	Escherichia virus 12210I



Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the terminase large subunit protein homologs of vB_EcoS-12210I and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."
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