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Part 3: PROPOSED TAXONOMY
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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. 



Species demarcation criteria: We have chosen 95% DNA sequence identity as the criterion for demarcation of species in this new genus. The members of each proposed species differ from those of other species by more than 5% at the DNA level as confirmed with the BLASTN algorithm.

BLASTN homologs: Phages of the genus Friunavirus (renamed from Fri1virus in proposal 2018.007B) exhibit a relationship to Acinetobacter phages Petty (KF669656.1), F1245/05 (HH777814) and Acibel007 (KJ473423.1). Members of the genus Friunavirus (renamed from Fri1virus in proposal 2018.007B) are related to other clades within the subfamily Autographivirinae.

Source of the name of this taxon: The taxon was named first sequenced member of this genus with a full and accurate annotation. 

History: Acinetobacter phages vB_AbaP_B1, B3 and B5, vB_Api_P1 and P2 were isolated by Oliveira et al., [1] from samples collected from a raw sewage wastewater treatment plant (Frossos, Braga, Portugal). Phages vB_AbaP_AS11 and vB_AbaP_AS12 were isolated from clinical materials (burn wound samples) from the I. I. Dzhanelidze Research Institute of Emergency Medicine in Russia. The specific source of phiAB6 is not detailed within the literature. This group of phages posses similar morphological features; isometric heads of 50-60 nm and short tails of 9-12 nm. The friunaviruses show significant synteny of genome orgainsation and sequence similarity despite being isolated in disperate geographic locations. Like other phages of the subfamily Autographivirinae, the Fri1-like viruses all encode their own single subunit RNA polymerase (RNAP) and share a common overall genomic organization with genes encoded solely on the forward strand. This clade of phages possess an average genome size and G+C content of 41.7 kbp and 40.15%, respectively.

GenBank Summary: 
Table 1. GenBank details of additional phages to be included within the genus Friunavirus (renamed from Fri1virus in proposal 2018.007B)
	Acinetobacter phage
	RefSeq No.
	INSDC Accession No.
	Genome length (bp)
	Genome (mol% G+C)
	No. CDS
	DNA (%sequence identity) *
	% Homologous proteins **

	Fri1
	NC_028848.1
	KR149290.1
	41805
	39.29
	54
	100
	100

	SH-Ab 15519
	-
	KY082667.1
	40493
	39.46
	51
	78
	81.5

	B1
	-
	MF033347.1
	40879
	39.14
	51
	79
	79.6

	B3
	-
	MF033348.1
	40598
	39.28
	49
	77
	75.9

	B5
	-
	MF033349.1
	41608
	39.31
	53
	83
	81.5

	AS11
	-
	KY268296.1
	41642
	39.29
	51
	87
	81.5

	AS12
	-
	KY268295.1
	41402
	39.31
	49
	81
	77.9

	P1
	-
	MF033350.1
	41208
	39.2
	49
	84
	79.6

	P2
	-
	MF033351.1
	41514
	39.33
	54
	79
	83.3

	WCHABP5
	-
	KY888680.2
	40409
	39.38
	47
	81
	77.8

	D2
	-
	MH042230.1
	39964
	39.23
	47
	77
	75.9

	phiAB6
	-
	KT339321.1
	40570
	39.47
	45
	79
	75.9


* Determined using BLASTN; ** Determined using CoreGenes3.5

Phylogeny: 
Figure 2. The phylogenetic  tree  was  constructed  with  VICTOR [5],  using  whole  genome  sequences  of  phages of the subfamily Autographivirinae at  the  nucleotide  level.


Figure 3. The phylogenetic tree was constructed, using phylogeny.fr [6], using the RNA polymerase proteins homologs of Fri1 and related phages (boxed in red). Shewanella phage Spp001 was used as the outgroup.
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