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Abstract

	We propose creating two species, Andromedavirus novomoskovsk and Andromedavirus bolokhovo, in the genus Andromedavirus, to formally classify two novel virulent siphoviruses infecting Bacillus pumilus.


Text of proposal
	
	Bacillus phages Novomoskovsk and Bolokhovo were isolated from soil samples collected in the Tula region, Russian Federation. On the propagating host strain B. pumilus AVS-01, both phages formed transparent plaques surrounded by turbid halos [1]. The lengths of the Bolokhovo and Novomoskovsk genomes were found to be 49683 bp and 49258 bp, respectively. The number of predicted protein-coding genes was 48 for Bolokhovo and 43 for Novomoskovsk. No integrase genes were predicted, suggesting a virulent lifestyle.
We chose the previously established cut-offs of 95% DNA sequence identity as the criterion for species demarcation, and 70% nucleotide identity as the genus demarcation threshold [2]. The closest to Novomoskovsk was Bacillus phage Finn, with nucleotide identity of 83.4%, as determined with EMBOSS Stretcher. In the case of Bolokhovo, the closest relative was Bacillus phage Curly (92.4% nucleotide identity). Both Finn and Curly are members of Andromedavirus, therefore, Bolokhovo and Novomoskovsk should be classified as two new species of the genus.







Supporting evidence
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Figure 1 - Phylogenetic analysis of the depolymerases (a) and endolysins (b) of Novomoskovsk, Bolokhovo and the members of Andromedavirus. The phylograms were constructed using the Maximum Likelihood method with 500 bootstrap replicates, the nodes are colored in accordance with the bootstrap support values. The scale bars represent the number of amino acid substitutions per site.
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