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Foamy viruses display several shared features that distinguish them from other retroviruses [1, 2], and consequently comprise a subfamily within the Retroviridae, the Spumaretrovirinae. The current taxonomy includes a single genus, Spumavirus, with a small number of species listed. However, one of the most distinctive characteristics of the foamy viruses is an extraordinarily stable, long-term pattern of co-evolution and co-speciation with their respective hosts [2-4]; phylogenetic trees of the foamy virus lineage are topologically largely identical to the corresponding mammalian host trees [5], spanning millions of years of mammalian evolution, with high bootstrap support for the major nodes (which also correspond to major nodes on the host tree) (Fig. 1). Moreover, natural foamy virus infections are non-pathogenic [6], an expected consequence of long term virushost coevolution. Although rare instances of ancient cross-species transmissions are revealed in such analyses, these are the exceptions rather than the rule [4]. In contrast, the pattern among retroviruses in the subfamily Orthoretrovirinae is often dominated by interspecies-transmission and emergence of new virushost combinations. 
Given the very long (millions of years) co-evolution of foamy viruses and their respective hosts, lack of evidence that spillover transmission leads to successful emergence, and the large taxonomic divergence between the respective hosts (in some cases reflecting hosts from different mammalian orders), we propose the creation of new genera within the subfamily Spumaretrovirinae, to be composed of species (existing and new) represented by well-defined foamy virus isolates representing each host. The new genera, which replace the genus Spumavirus, are: Simiispumavirus (simian foamy viruses), Prosimiispumavirus (foamy viruses of prosimians), Bovispumavirus (bovine foamy viruses), Equispumavirus (horse foamy viruses), and Felispumavirus (foamy viruses of domestic and wild cats). Currently, the most species-rich genus would be Simiispumavirus, which includes distinct viruses of old world monkeys, new world monkeys, and apes (Fig. 1).
In summary, the overall changes in classification are needed since FVs are ancient viruses that co-speciate with their hosts and therefore the viruses can be reliably classified according to the taxonomy of the host (genus and species). Furthermore, since FV genome sequences are highly stable, even upon cross-species transmission, it is easy to identify the host of origin (we have also included this situation in our nomenclature, i.e. species of origin vs species of isolation). Initially only a small number of viruses were available and therefore all were classified under one genus Spumavirus:  among these, most were simian foamy viruses and only one from other animal species. Now there are several strains isolated from representatives of different animal genera, including different orders of mammals. The new taxonomy is meant to allow for this ongoing expansion in foamy viruses, and to prevent confusion as the list of foamy virus isolates from different mammalian orders continues to expand.
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[bookmark: _GoBack]Figure 1. Spumaretrovirus phylogeny reflects long-term virushost cospeciation. The figure shows an unrooted maximum likelihood tree based on an alignment of the highly conserved pol gene of 23 foamy virus isolates representing hosts from five mammalian orders. Branch tips are labeled with the designation of the representative virus isolate from a host organism, followed by the viral species name and the proposed genus name. Some viruses not yet included in the current proposal are shown for completeness (such virus names are non-italicized except for host name). Nodes are labeled with bootstrap support values (out of 100 replicates). Tree was inferred by PhyML as implemented in Geneious 10.1.3. Similar trees and related discussion can be found in references 2-4.
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NFVraf  –   noctilionine foamy virus  Rhinolophus affinis    

BFVbta   –   Bovine   foamy virus    

EFVeca  –   Equine  foamy virus   

FFVpco    –   Puma  feline   foamy virus   

FFVfca   –   Feline   foamy  virus   

SFVocr   –   Brown greater galago  pro simian  foamy virus   

SFVppy   –   Bornean orangutan simian  foamy virus   

SFVggo   –   Western lowland gorilla   simian  foamy virus   

SFVpsc   –   Eastern chimpanzee   simian   foamy virus   

SFVptr   –   Central chi mpanzee   simian   foamy virus   

SFVpve   –   Western chimpanzee simian  foamy virus   

SFVmcy   – Taiwanese macaque  simian   foamy virus   

SFVmfu   –   Japanese  macaque  simian   foamy virus   

SFVmmu   –   Rhesus macaque  simian   foamy virus   

SFVmsp  –   simian foamy virus   Mandrillus sphinx  

SF Vmle   –   simian foamy virus   Mandrillus leucophaeus  

SFVcae   –   Grivet  simian   foamy virus   

SFVcni   –   Guenon  simian   foamy virus   

SFVpcy   –   simian foamy virus   Papio cynocephalus    

SFVa xx   – Spi der monkey  simian   foamy virus   

SFVsxa   –   Yellow - breasted capuchin  simian   foamy virus   

SFVcja   –   White - tufted - ear mar moset  simian   foamy virus   

SFVssc   –   Squirrel monkey  simian   foamy virus   
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