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	Annex:
Please explain the reasons for the taxonomic changes you are proposing and provide evidence to support them. The following information should be provided, where relevant:
· Species demarcation criteria: Explain how new species differ from others in the genus and demonstrate that these differences meet the criteria previously established for demarcating between species. If no criteria have previously been established, and if there will now be more than one species in the genus, please state the demarcation criteria you are proposing. 
· Higher taxa: 
· There is no formal requirement to state demarcation criteria when proposing new genera or other higher taxa. However, a similar concept should apply in pursuit of a rational and consistent virus taxonomy. 
· Please indicate the origin of names assigned to new taxa at genus level and above.
· For each new genus a type species must be designated to represent it. Please explain your choice. 
· Supporting evidence: The use of Figures and Tables is strongly recommended (note that copying from publications will require permission from the copyright holder). For phylogenetic analysis, try to provide a tree where branch length is related to genetic distance. 
 
We propose common midwife toad virus as a member of a new species of the genus Ranavirus, within the sub-family Alphairidovirinae, family Iridoviridae. The virus was first reported in 2008 as the cause of a massive die-off of larval stages from Alytes obstetricans and Messotriton alpestris (Balsiero et al., 2009) and has since been found in various sites throughout continental Europe causing severe mortality events in both wild and captive amphibian populations (Pelophylax spp., Rana temporaria, Alytes obstetricans, Messotriton alpestris, Lissotriton vulgaris, etc.) (van Beurden et al., 2013; Price et al., 2014; Rijks et al., 2016). The virus causes distinct clinical signs such as edema and widespread hemorrhages, and microscopically necrosis in multiple organs and presence of intracytoplasmic inclusions which correspond to virus assembly sites are characteristic.
Next generation sequencing has allowed complete genome sequencing of various viruses belonging to the tentative Common midwife toad virus species; these include common midwife toad virus (CMTV-E) from Spain, common midwife toad virus Netherlands (CMTV-NL), Andrias davidinus ranavirus, Testudo hermanni ranavirus and pike perch iridovirus. The genomes of all ranaviruses belonging to the tentative new species Common midwife toad virus share a unique medium sized inversion (30 kp in length) that dissects an opening reading at the end of the genome from another ranavirus species, Ambystoma tigrinum virus (Price, 2016). The unique genome structure of common midwife toad virus, as well as its more or less restricted distribution in the wild throughout Continental Europe and the classical clinical signs and pathological changes in affected hosts, are the reasons we propose common midwife toad virus as new species of the genus Ranavirus.
The proposed taxonomic change is based on the unique genomic structure, pathological changes, spreading patterns and severe population impacts that have characterized the proposed virus species (Common midwife toad virus) for almost 10 years since strains of the proposed virus were originally described.

Species demarcation criteria: 
The majority of ranaviruses show a high nucleotide similarity among themselves. The attached phylogeny clearly depicts the phylogenetic difference between the proposed members of the new proposed species and the other ranavirus species. The overall nucleotide similarity between the members of the proposed Common midwife toad virus and other ranavirus species varies between 94-98%, this seemingly low variation in nucleotide similarity is not unlike that which exists between two already characterized species of the genus: European catfish virus and Epizootic hematopoietic necrosis virus (approximately 96%). 

All proposed members of the newly proposed species, Common midwife toad virus, possess genome lengths ranging from 107-108 kbp, 102 putative opening reading frames, and a G+C content of approximately 55%. All these genomes share a unique medium sized inversion (30 kp in length) that dissects an opening reading at the end of the genome from another ranavirus species Ambystoma tigrinum virus (Price et al., 2016). 

Origin of name: 
The name was formulated based on the English name of the host species in which the virus was originally detected. This host species was the common midwife toad (Alytes obstetricans) (Balseiro et al., 2009). 

Supporting evidence: 
We enclose the figure of the Maximum likelihood phylogeny (1000 replicates) of the common midwife toad virus from our PLoS ONE 2016 publication to highlight the position of these viruses within the Ranavirus genus. To reconstruct the phylogeny of the fully sequenced Dutch isolate, (GenBank no.NL_KP056312), twenty-six core protein sequences from 17 full genomes from members of the family Iridoviridae were extracted from GenBank. These were aligned with the isolate’s 26 core iridovirus proteins using MAFFT version 7 to produce a protein alignment for each gene. The core set of genes was concatenated and the best protein substitution models for each gene partition were selected using PartitionFinder. The maximum likelihood phylogeny was reconstructed using 1000 bootstrap replicates using RAxML (version 8). The attached figure corresponds to our PloS ONE 2016 publication (modified to indicate proposed and existing virus species). 

Further support is provided by references to previously published papers by Price (2016), Balseiro et al. (2009) and van Beurden et al. (2014).
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Fig 1. Phylogeny of ranaviruses (virus strains provided in the left / recognized virus species provided in the right). The figure was modified from Rijks et al. (2016) to highlight published strains (red square) belonging to the proposed Common midwife toad virus species (in red). Maximum likelihood phylogeny based on the 26 iridovirus core proteins of the fully sequenced Dutch ranavirus and other publicly available ranavirus genomes. The Singapore grouper iridovirus and Santee-Cooper ranavirus were used as an outgroup (not shown). The bootstrap support is shown at the nodes. Virus strains used include: common midwife toad virus-NL (CMTV GenBank no. KP056312), common midwife toad virus-E (CMTV GenBank no. JQ31222), Andrias davidianus ranavirus (ADRV GenBank no. KF512820), Andrias davidianus ranavirus (ADRV GenBank no. KF033124), Chinese giant salamander virus (GenBank no. KG512820), tortoise ranavirus (TRV GenBank no.KP266743), German gecko ranavirus (GGRV KP266742), frog virus 3 (GenBank no. AY548484), frog virus 3 (GenBank no. KJ175144), Rana grylio virus (RGV JQ654586), soft-shelled turtle iridovirus (STIV GenBank no. EU627010), European sheathfish virus (ESV), epizootic hematopoietic necrosis virus (EHNV GenBank no. FJ433873), and Ambystoma tigrinum virus (ATV, GenBank no. AY150217).
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