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Abstract

	The family Anelloviridae is composed of negative single-stranded circular DNA viruses that have been identified infecting mammal and avian species. Here we propose to abolish a genus and reassign two species to currently established genera.



Text of proposal
	
	The family Anelloviridae is composed of negative single-stranded circular DNA viruses that have been identified infecting various mammal and avian species. 

Analyzing large datasets of new anelloviruses based on the phylogeny of the ORF1 sequences, we notice two discrepancies which we propose to correct with this proposal. The ORF1 amino acid sequences of representative anelloviruses were aligned using MAFFT [2]. The alignment was trimmed with TrimAL [1] using the gappyout option and the alignment was used to infer a maximum likelihood tree with IQTree [3] with LG+F+G4 substitution model. Based on our analysis (Figure 1):

1) We propose to abolish the genus Tautorquevirus and move the sole member of this genus, species Torque teno felid virus 5 (GenBank Accession # JF304937 for exemplar virus), to genus Etatorquevirus. The sequence of JF304937 clusters with those in the genus Etatorquevirus (Figure 1).

2) We propose to reassign the species Torque teno pinniped virus 5  (GenBank Accession # FJ459582 for exemplar virus) from genus Lambdatorquevirus to the genus Sigmatorquevirus given that the sequence FJ459582 is nested with other members (Figure 1). 
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Figure 1: Maximum likelihood phylogenetic tree of the ORF1 amino acid sequences of representative member of each species in the family Anelloviridae. Representative sequences of species in the genus Gyrovirus are not included as their VP1 is divergent from ORF1. Numbers at the nodes represent aLRT branch support values. Branches with less than 60% support have been collapsed with TreeGraph2 [4]. Species to be reassigned are highlighted in pink and the reassignment genera colour coded and named to the right of the taxa names. 
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