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Abstract

	As part of a major study of the siphoviruses infecting Lactococcus strains we examined the current status of the Ceduvirus and identified a large number of new species.




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) Phage Proteomic Tree [2].  The c2-like phage is marked with red 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. (P) partial genome. 
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History:  The genus Ceduovirus was created through Taxonomy Proposal original in 1996 as “c2-like phages” and in its current state as 2011.010aB.

Strains in Ceduovirus:

	Strain Name
	INSDC
	Species name

	Lactococcus phage M6653
	KX373691.1
	Lactococcus virus D4410

	Lactococcus phage M6654
	KX373692.1
	Lactococcus virus D4410

	Lactococcus phage M6165
	KX373689.1
	Lactococcus virus D4410

	Lactococcus phage M6162
	KX373688.1
	Lactococcus virus D4410

	Lactococcus phage M6202
	KX373690.1
	Lactococcus virus D4410

	Lactococcus phage vB_LLc_bIBB27
	MH779520.1
	Lactococcus virus bIBB14

	Lactococcus phage CHPC134
	MN689515.1
	Lactococcus virus PCS1

	Lactococcus phage PC_B3
	MN689532.1
	Lactococcus virus PCS1

	Lactococcus phage 5205F	
	MN689504.1
	Lactococcus virus 5171F

	Lactococcus phage vB_Llc_bIBBD4
	MH779524.1
	Lactococcus virus bIBBA3

	Lactococcus phage vB_Llc_bIBBL81
	MH779526.1
	Lactococcus virus bIBBA3

	Lactococcus phage CHPC1161	
	MN689506.1
	Lactococcus virus LacS15

	Lactococcus phage 74001	
	MF443122.1
	Lactococcus virus 37203

	Lactococcus phage CW09	
	MK301443.1
	Lactococcus virus 20R03M

	Lactococcus phage CHPC973	
	MN689529.1
	Lactococcus virus 50102
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