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Abstract
	This TP contains a proposal to create a new species in the genus Metaavulavirus. The second element of this proposal introduces a correction in the species list.


Text of proposal
	
	Supporting material:
This TP contains a proposal to create a new species in the genus Metaavulavirus. In a paper by Liu et al. (1), the authors suggest the need for a new species in the aforementioned genus based on a virus that they named avian paramyxovirus (APMV) 21 and that was isolated from turtle doves. They proposed the name Avian metaavulavirus 21 for the species However, a species of that name has been established already for a distinct avian paramyxovirus 21 and so both species and virus names should be renumbered. The authors carried out a phylogenetic analysis of the amino acid sequence of the RdRP (L) protein according to the instructions provided by the ICTV Paramyxoviridae Study Group in 2019. Application of the published species demarcation criterion that a branch length of > 0.03 in a maximum likelihood tree derived from a Clustal W alignment of the amino acid sequences of the RdRP protein of the viruses, justifies the classification of APMV/dove/Taiwan/AHR133/2009,  abbreviated now APMV-22, as a member of a new species to be named Avian metaavulavirus 22.







Supporting evidence

The cited paper provides all the appropriate supporting material and a phylogenetic analysis in Fig 3. The SG repeated the analysis for and included all 21 current avulavirinds in a tree (Fig 1).
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Fig 1 Phylogenic tree of all proposed and established 22 members of the Avulavirinae

Evolutionary analysis by Maximum Likelihood method 
The evolutionary history was inferred by using the Maximum Likelihood method and JTT matrix-based model. The tree with the highest log likelihood (-263728.35) is shown. The percentage of 500 bootstrapped trees in which the associated taxa clustered together is shown next to the branches. Initial tree(s) for the heuristic search were obtained automatically by applying Neighbor-Join and BioNJ algorithms to a matrix of pairwise distances estimated using the JTT model, and then selecting the topology with superior log likelihood value. This analysis involved 22 amino acid sequences. There were a total of 2745 positions in the final dataset. Evolutionary analyses were conducted in MEGA X with a gap generation penalty value of 5.0 and an extension penalty of 1.0.
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