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Part 2: PROPOSED TAXONOMY
	Present the proposed new taxonomy on accompanying spreadsheet
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Please display the taxonomic changes you are proposing on the accompanying spreadsheet module 2017_TP_Template_Excel_module. Submit both this and the spreadsheet to the appropriate ICTV Subcommittee Chair.



Part 4: APPENDIX: supporting material
	
Figures 1-3, citing from Reference 1:
“A Maximum Likelihood tree, constructed with nucleic acid sequence data for the RNA-dependent RNA polymerase (RdRp) encoding segments of representative viruses from the different genera within Reoviridae shows the placement of two isolates of MAHLV amongst other orthoreoviruses in the family. Maximum Likelihood trees were prepared using the deduced amino acid sequences from the open reading frames (ORF’s) of all the virus’ segments and those of other viruses in the Orthoreovirus genus. A distinct clade is formed by MAHLV, Bush viper reovirus, Baboon orthoreovirus and Broome virus within the genus. The above-mentioned clade is visibly distinct from others composed of bat-associated viruses; the Nelson Bay orthoreovirus and bat-derived mammalian orthoreoviruses. The closest relative of MAHLV, based on sequence homology of a conserved core protein, is Bush viper reovirus (Lambda B nucleic acid identity—63.7%; RdRp amino acid identity—66.3%) while the closest bat-associated virus is Broome virus (LambdaB nucleic acid identity—60.7%; RdRp amino acid identity—58.0%). Homology of the divergent major outer capsid protein of MAHLV to known orthoreoviruses is much lower: Sigma B nucleic acid identity—28.7%–41.9%; amino acid identity—5.6%–24.3%.

The genome segments of MAHLV were named according to the nucleotide length, which is consistent with the nomenclature of other orthoreoviruses. The total genome size is 23,200 nucleotides and predicted to encode eleven proteins, seven of which are structural. All ten genome segments of MAHLV contain an identical 3' terminal sequence, UCAUC-3', which is conserved between all known species of Orthoreovirus, and an identical 5' terminal sequence, 5'-GGUCA which is unique to MAHLV. Non-coding regions (NCRs) are present at both ends of the genome segments, with the 5' NCRs being shorter in nucleotide length than 3' CRs. The nucleotide sequences of the two isolates of MAHLV, 2511 and 06-24, are not identical. Nucleotide homology of the RdRp encoding segment between the two isolates is 93.5% (99.8% deduced amino acid sequence), and 80.4% (89.0% deduced amino acid sequence) for the Sigma B encoding segment.

Members of a species within the Orthoreovirus genus are usually identified by a number of characteristics: amino acid and nucleotide sequence identity, organization of the polycistronic genome segment and host species. For conserved core proteins, an amino acid identity >85% for homologous proteins indicates that two viruses belong to the same species, while identity <65% indicates a possible new species. When comparing the amino acid sequence of more divergent outer capsid proteins, >55% identity indicates one species and <35% indicates different species. Nucleic acid sequence identity of homologous segments of >75% indicates the same species and <60% a new species. The nature of conserved genome segment termini sequences of orthoreoviruses is also useful for virus classification. The divergence of MAHLV sequence from other known orthoreoviruses combined with a unique conserved 5’ genome segment end and a unique host species, suggests that this is a new virus species in this genus.”
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