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Abstract
Please provide a concise summary of your taxonomic proposal (maximum 150 words).
	We propose creating a new genus, Samaravirus, containing one species, Samaravirus Sam46



Text of proposal
		Sam46 is a virulent Bacillus-infecting myovirus. The genome is 45,419 bp long, with 77 predicted CDSs and GC-content of 41.6%. The whole-genome arrangement is typical of virulent phages with middle-size genomes, with all the predicted genes located on the same DNA strand.
It was shown experimentally that Sam46 uses headful DNA packaging with site-specific initiation, and the pac-site was located [1].
We have chosen 95% DNA sequence identity as the criterion for species demarcation. 
We have chosen the previously established cut-off of 70% nucleotide identity of the full genome length as the genus demarcation threshold [2]. As of August 2022, the closest relative, Bacillus phage Wes44, is only 5% identical to Sam46 at the nucleotide level (total BLASTN identity, calculated as % coverage multiplied by % identity), meaning that Sam46 cannot be assigned to any of the existing phage genera.
We therefore propose the creation of a new phage genus, Samaravirus, containing one phage species, Samaravirus sam46. The name of the proposed genus is derived from the name of the city (Samara) in Russia, where soil samples containing the phage were collected.
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Figure 1 - The phylogenetic tree constructed in Phylogeny.fr (“one click” mode) using the terminase large subunit sequences of phages Sam46, Sam112 and the closest relatives.
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