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This proposal requests three changes to the subfamily Spumaretrovirinae within the Retroviridae. These are 1) the addition of one new species to the genus Simiispumavirus, 2) abolishing one species from the genus Felispumavirus, and 3) the correction of a misspelled species name.
Overview. “Foamy viruses” share several features distinguishing them from other retroviruses, and therefore belong to a distinct subfamily, Spumaretrovirinae, within the family Retroviridae [1, 2]. A unique characteristic of spumaretroviruses (compared to other retroviruses) is an extraordinarily stable, long-term pattern of co-evolution and co-speciation with their respective hosts [3-6]. Consequently, phylogenetic trees of the spumaretrovirus lineage are overall topologically identical to the corresponding trees of their mammalian hosts, with high bootstrap support for the major nodes corresponding to host species splits (Fig. 1) [7]. The discovery of ancient endogenous spumaretrovirus-related sequences in the genomes of animals of several species extends this pattern back millions of years [8]. In addition, natural spumaretrovirus infections are non-pathogenic [9], as expected in cases of long term virushost coevolution. Although rare instances of cross-species transmissions have been revealed in such analyses, successful emergence is the exception rather than the rule [2, 3, 7]. In contrast, the pattern among retroviruses of the subfamily Orthoretrovirinae is dominated by interspecies-transmission and emergence of new virushost combinations and there is very low correspondence between virus and host trees. 
In 2017, the taxonomy of the Spumaretrovirinae was revised to incorporate multiple genera and type species. The new taxonomy was ratified in 2018 and is now official. The creation of new genera and species was based on congruence with host phylogeny and species demarcation criterion of >5% nucleotide divergence—this cutoff reflects the slow rate of spumaretrovirus sequence evolution, which is more similar to DNA viruses than to other types of retroviruses [4, 10, 11]. This proposal seeks the addition of one further species based on these criteria. We also propose the removal of another species that fails to meet these criteria, and finally, we request the correction of a misspelled species name.
The three proposed changes and justifications follow (colors correspond to branches on the tree in Figure 1):
1. Creation of a new species in the genus Simiispumavirus. The new species is to be called Cynomolgus macaque simian foamy virus, represented by the simian foamy virus Macaca fascicularis (SFVmfa) isolate Cy5061 (SFVmfa_Cy5061; acc.# LC094267). A complete viral genome sequence was published for SFVmfa, a spumaretrovirus isolated from crab-eating macaques (Macaca fascicularis) [12]. SFVmfa has a genome of 12,965 nucleotides, similar to other spumaretroviruses, comprising the U5, U3, and R cis-acting elements and five open reading frames—the latter include the canonical gag, pol, and env genes found in all retroviruses, and the tas and bet genes, which are unique to spumaretroviruses. Analysis of the sequence and incorporation into spumaretrovirus phylogeny indicates that SFVmfa represents a new species (Fig. 1). Based on the low rate of foamy virus genome evolution, a species demarcation cutoff of >5% divergence is used. Importantly, the genome of SFVmfa is >15-16% divergent from those of viruses of other species in the genus, which includes the most closely related spumaretroviruses isolated from macaques of other species. This degree of divergence (and a high level of bootstrap support) holds for the conserved pol gene, which is convenient for analyzing a broad range of divergent spumaretrovirus taxa, and which was used for the attached phylogenetic analysis (Fig. 1). 
2. Abolish species Puma feline foamy virus in the genus Felispumavirus. Based on low divergence, the feline foamy virus Puma concolor (FFVpco) is not adequately different from feline foamy virus Felis catus (FFVfca) to be seen as a member of a species separate from the Feline foamy virus. FFVpco may be the result of a rare cross-species host switch. Based on divergence of FFVpco from FFVfca of less than the cutoff of 5%, as well as uncertainty about the origins of FFVpco in pumas, we propose that the species Puma feline foamy virus be abolished.
3. Correction of a misspelled species name in the current taxonomy. The species name Central cimpanzee simian foamy virus is spelled incorrectly. The spelling “cimpanzee” needs to be replaced with the correct spelling, “chimpanzee”. The letter “h” was omitted by mistake and incorporated into the taxonomy in 2017. The complete and correct species name should be Central chimpanzee simian foamy virus reflecting the host, central chimpanzee (Pan troglodytes troglodytes), a subspecies of the common chimpanzee.
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virus phylogeny with three taxa relevant to the proposal highlighted. The proposal is to 1) create a new species, 
Cynomolgus 
macaque 
simian foamy virus 
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), 2) remove an existing species due to low diversity below the demarcation cutoff of the 
exemplar of the 
type species (in 
green
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