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[image: ]This Word module should be used for all taxonomic proposals. 
Please complete Part 1 and:
either Part 3 for proposals to create new taxa or change existing taxa 
or Part 2 for proposals of a general nature.   
Submit the completed Word module, together with the accompanying Excel module named in Part 3, to the appropriate ICTV Subcommittee Chair.
For guidance, see the notes written in blue, below, and the help notes in file Taxonomic_Proposals_Help_2018.
Part 1: TITLE, AUTHORS, etc

	Code assigned:
	2018.132B
	(to be completed by ICTV officers)

	Short title: To rename one (1) species and create two (2) new species within the order Caudovirales  (e.g. “6 new species in the genus Zetavirus”)


	  

	Author(s):

	
Evelien Adriaenssens - University of Liverpool, UK
Igor Tolstoy - NCBI
Andrew Kropinski - University of Guelph, Uk

	Corresponding author with e-mail address:

	
Evelien Adriaenssens - evelien.adriaenssens@gmail.com

	List the ICTV study group(s) that have seen this proposal:

	A list of study groups and contacts is provided at http://www.ictvonline.org/subcommittees.asp . If in doubt, contact the appropriate subcommittee chair (there are six virus subcommittees: animal DNA and retroviruses, animal ssRNA-, animal ssRNA+, fungal and protist, plant, bacterial and archaeal)
	Bacterial & Archaeal Viruses Subcommittee

	ICTV Study Group comments (if any) and response of the proposer:

	     

	

	Date first submitted to ICTV:
	June 2018

	Date of this revision (if different to above):
	     



	ICTV-EC comments and response of the proposer:

	     



Part 2: NON-STANDARD
Template for any proposal regarding ICTV procedures, rules or policy, not involving the creation of new taxonomy. 
	Text of proposal:

	







Part 3: PROPOSED TAXONOMY

	Name of accompanying Excel module: 2018.132B.N.v1.Caudovirales_2sp1ren


The taxonomic changes you are proposing should be presented on an accompanying Excel module, 2017_TP_Template_Excel_module. Please enter the file name of the completed module in this box.
Supporting material:
	additional material in support of this proposal

	Please explain the reasons for the taxonomic changes you are proposing and provide evidence to support them. The following information should be provided, where relevant:
· Species demarcation criteria: Explain how new species differ from others in the genus and demonstrate that these differences meet the criteria previously established for demarcating between species. If no criteria have previously been established, and if there will now be more than one species in the genus, please state the demarcation criteria you are proposing. 
· Higher taxa: 
· There is no formal requirement to state demarcation criteria when proposing new genera or other higher taxa. However, a similar concept should apply in pursuit of a rational and consistent virus taxonomy. 
· Please indicate the origin of names assigned to new taxa at genus level and above.
· For each new genus a type species must be designated to represent it. Please explain your choice. 
· Supporting evidence: The use of Figures and Tables is strongly recommended (note that copying from publications will require permission from the copyright holder). For phylogenetic analysis, try to provide a tree where branch length is related to genetic distance. 



This proposal originates from the observation that there were three Salmonella-infecting phages with the same or similar names, in the NCBI database. We propose the following changes to species names to differentiate between the isolates and species. 

Salmonella phage SE1 (DQ003260), a podovirus, will be placed in the genus Lederbergvirus (renamed from P22virus in proposal 2018.007B) based on nucleotide sequence similarity with the type isolate. It will be the type isolate of the new species Salmonella virus SE1Spa with the suffix Spa indicating the country of origin (Spain). 

Table 1.  BLASTN analysis of the genome of this phage against the viruses (taxid:10239) database
	Description
	Accession
	Overall DNA Sequence Identity

	Bacteriophage P22 
	AF217253.1
	100%

	Salmonella phage 25
	KR296687.1
	99%

	Salmonella phage 34
	KR296688.1
	99%

	Salmonella phage 22
	KR296686.1
	99%

	TPA: Enterobacteria phage P22 wild type
	BK000583.1
	99%

	Bacteriophage P22-pbi, complete sequence
	AF527608.1
	99%

	Enterobacteria phage P22 , strain: ATCC 19585-B1
	AB426868.1
	98%

	Enterobacteria phage P22 , complete sequence, strain: MSU
	AB362338.2
	98%

	Enterobacteria phage UAB_Phi20
	GQ422450.1
	92%

	Enterobacteria phage Phi75, partial genome
	GQ422451.1
	90%

	Salmonella phage 103203_sal4
	KU927495.1
	69%

	Salmonella phage 101962B_sal5
	KU927496.1
	69%

	Salmonella phage 118970_sal4
	KU878967.1
	69%

	Salmonella phage 146851_sal4
	KU927492.1
	69%

	Salmonella phage 64795_sal4
	KU927498.1
	69%

	Salmonella phage 146851_sal5
	KU927491.1
	68%

	Salmonella Phage 103203_sal5
	KU927494.1
	67%

	Salmonella phage S149
	MH370387.1
	62%

	Salmonella phage Bp96115, partial genome
	MG407615.1
	62%

	Enterobacteria phage ST104 
	AB102868.1
	62%

	Salmonella phage SE1 (in:P22virus)
	DQ003260.1
	62%




Salmonella phage SE1 (KY926791), a siphovirus, will be placed in the genus Nonagvirus, based on nucleotide sequence similarity with the type isolate. The new species name will be Salmonella virus SE1Kor with the suffix Kor indicating the country of origin (South Korea). 

Table 2.  BLASTN analysis of the genome of this phage against the viruses (taxid:10239) database

	Description
	Accession
	Overall DNA Sequence Identity

	Enterobacteria phage 9g
	KJ419279.1
	100%

	Enterobacteria phage JenK1
	KP719134.1
	93%

	Enterobacteria phage JenP2
	KP719133.1
	82%

	Salmonella phage SE1 (in:Nonagvirus)
	KY926791.1
	81%

	Enterobacteria phage JenP1
	KP719132.1
	79%




The existing species Salmonella virus SE1 in the renamed genus Seunavirus (renamed from Se1virus in proposal 2018.007B, subfamily Vequintavirinae, family Myoviridae) will be renamed Salmonella virus PVPSE1 after the isolate name Salmonella phage PVP-SE1.

Table 3.  BLASTN analysis of the genome of this phage against the viruses (taxid:10239) database

	Description
	Accession
	Overall DNA Sequence Identity

	Salmonella phage PVP-SE1
	GU070616.1
	100%

	Salmonella phage SSE-121
	JX181824.1
	95%

	Enterobacteria phage 4MG
	KF550303.1
	65%

	Cronobacter phage vB_CsaM_GAP31
	JN882284.1
	64%
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