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Abstract
	Here, we propose the creation of the new genus “Littlefixvirus” comprising one new species, based on genome-based comparisons 
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Supporting evidence
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 [1-3].   

Source of the name of this taxon:  The name is derived from the name of the isolated phage of this type, Pseudomonas phage Littlefix.

History:  Phage Littlefix is a member of the Podoviridae family and a member of the N4-superfamily of viruses. It was originally isolated from plant compost and infects Pseudomonas sp. CT12.  Its genome consists of 74,895 bp with 95 unique coding sequences (CDSs).

GenBank Summary:

	Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNA

	Littlefix
	
	MG775260
	74.895
	48.7
	95
	0




BLASTN homologs:  None, genomic orphan/singleton


Electron micrograph: None available


Phylogeny: The phylogenetic tree was constructed with VICTOR [4], using whole genome sequences of N4-like phages at the nucleotide level.
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