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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: B1215 and R3177 exhibit similarity to phages Ab105-3phi (partial genome, KT588073) and Ab105-2phi (KT288075). We note that similar sequences are found in a wide range of sequenced A. baumannii isolates, suggesting a widely disseminated prophage cluster.

History: Phage Βϕ-R3177 was isolated from the sewage water at a hospital (location not specified) [1]. Bϕ-B1251 (YMC/09/02/B1251 ABA BP), which was isolated from a sewage sample obtained from a university hospital in South Korea [2]. The two phages share 63.7 nucleotide sequence identity as determined by BLASTN and 67% homologous proteins (Table 1). The genomes are subject to localized differences. In the virion structural and morphogenesis gene module these non-homologous regions correspond to different head-tail joining proteins and a HicAB-like type II toxin-antitoxin cassette in R3177. Additionally, R3177 encodes an integrase, excisionase and transcriptional regulatory proteins that are absent in Bphi-B1251 indicating that, despite significant nucleotide and proteomic similarity, these two related phages undertake different lifestyles [3]. 

Source of the name of this taxon: The taxon name is derived from the last author of the second publication to observe this phage morphotype in Acinetobacter spp. J. F. Vieu has published extensive on bacteriophages and the host species A. baumannii between 1956 and 1991. 

Electron Microscopy: 

Electron micrographs of R3177 show a singular morphology, with virions consisting of a B2 prolate head and a non-contractile tail with multiple transverse disks [2]. This morphotype was first observed among the Acinetobacter phages in 1973 [4] for phage 531 and subsequently in 1974 for phage B9PP [5]. The 531-like phages exhibit a slightly elongated head of 73 x 59 nm and the 252 nm long tail is characterised by the presence of multiple transverse disks, spaced at an average periodicity of 16 nm that gives the tail a segmented appearance. Each disk carries small tail fibers of approximately 10 x 2 nm. Phages with transverse disks have been observed only rarely and include Lactococcus phage 1358 [6], Sinorhizobium meliloti phage NM1 [7], Serratia marcesens phages SLP and 170 [8,9], Lactobacillus delbrueckii subsp. lactis phage JCL-1032 [10], Bacillus thuringiensis phage Tb10 [11] and Bacillus cereus phage vB_BceS-IEBH [12]. No specific function has yet been determined for transverse tail disks.

GenBank Summary: 
Table 1. GenBank details of phages belonging to the genus Lokivirus. 
	Acinetobacter phage
	RefSeq No.
	INSDC Accession No.
	Genome length (bp)
	Genome (mol% G+C)
	No. CDS
	DNA (%sequence identity) *
	% Homologous proteins **

	Bphi-B1251
	NC_019541.1
	JX403940.1
	45.36
	39.1
	62
	100
	100

	YMC11/11/R3177
	-
	KP861230.1
	47.58
	39.8
	80
	63.7
	67


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

Phylogeny:

Figure 1. ProgressiveMauve [13] alignment of the annotated genomes of phages B1251 (top) and R3177 (bottom). Coloured blocks indicate the regions of best alignments, where rearrangement breakpoints indicated in a different colour. The degree of sequence similarity between regions is provided by a similarity plot within alignment blocks, where the height of the plot is proportional to the average nucleotide identity.  


Figure 2. The phylogenetic tree was constructed, using the “one click” mode at phylogeny.fr [14], using the (A) major capsid protein and (B) large Terminase subunit protein homologs of Loki and related phages (boxed in red).
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