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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. 

Maize (Zea mays) leaves with yellowing and mosaic symptoms were sampled for virus sequencing. Sequencing methods included: advanced deep sequencing of vsiRNAs using the Illumina Hiseq2000 sequencing platform and direct sequencing of RT-PCR products via conventional Sanger dideoxy sequencing. The genome of maize yellow mosaic virus (MaYMV) is 5642 nt in length and shows similar genome organization, specifically the number of ORFs and UTRs, to other viruses in the genus Polerovirus (Fig. 1). Nucleotide and amino acid (RdRp and CP) sequence identities were highest when compared to maize yellow dwarf virus (MYDV-RMV), 73%, 78.8%, and 77.7%, respectively (Table 1). Species demarcation criteria in the family Luteoviridae is a >10% difference in amino acid sequence identity of any gene product from its closest relative. This confirms MaYMV as a distinct species. MaYMV displayed a close phylogenetic relationship with MYDV-RMV based on complete genome sequences (Fig. 2) and amino acid sequences of RdRp and CP (Fig. 3). 
[image: ]
Figure 1.  Genome organization of MaYMV.

This image is reprinted from Chen et al. (2016). This article is an open access article distributed under the terms and conditions of the Creative Commons Attribution (CC-BY) license (http://creativecommons.org/licenses/by/4.0/).

	Table 1. Percent nucleotide and amino acid sequence identities between ORFs of MaYMV  (GenBank Accession: KU248489) and other members of the family Luteoviridae. 

	Genus
	Virus Abbreviation-GenBank Number
	Genome Size(nt)
	Nucleotide Identity (%)
	Amino Acid Identity (%)

	
	
	
	
	P0
	P1
	RdRp (P1–P2)
	CP (P3)
	ORF3a (P3a)
	MP (P4)
	RTD (P3–P5)

	Luteovirus
	BLRV-NC_003369
	5964
	38.0
	NA
	6.8
	9.3
	49.2
	34.9
	46.5
	30.7

	Luteovirus
	SbDV-NC_003056
	5853
	36.8
	NA
	7.5
	9.9
	53.9
	44.4
	42.7
	30.5

	Luteovirus
	RSDaV-NC_010806
	5808
	33.7
	NA
	6.0
	8.3
	36.0
	48.9
	25.4
	28.8

	Luteovirus
	BYDV-KerII-NC_021481
	5736
	36.2
	NA
	8.2
	8.6
	45.0
	35.6
	28.9
	31.5

	Luteovirus
	BYDV-PAS-NC_002160
	5695
	36.2
	NA
	11.1
	8.1
	42.8
	35.6
	27.5
	33.4

	Luteovirus
	BYDV-kerIII-KC559092
	4625
	38.1
	NA
	10.9
	10.1
	41.7
	37.8
	23.0
	31.7

	Luteovirus
	BYDV-PAV-NC_004750
	5677
	37.2
	NA
	8.5
	8.4
	43.8
	35.6
	26.1
	33.1

	Luteovirus
	BYDV-MAV-NC_003680
	5273
	37.4
	NA
	9.1
	8.4
	44.6
	33.3
	25.3
	32.4

	Polerovirus
	BMYV-NC_003491
	5722
	50.3
	20.1
	33.2
	50.8
	59.9
	65.6
	42.8
	34.8

	Polerovirus
	BWYV-NC_004756
	5666
	50.0
	20.0
	32.6
	49.0
	60.2
	53.3
	39.9
	32.9

	Polerovirus
	BChV-NC_002766
	5776
	48.8
	16.9
	25.7
	43.6
	61.7
	65.6
	38.2
	33.0

	Polerovirus
	SABYV-NC_018571
	5843
	49.5
	19.8
	26.0
	41.2
	59.2
	55.6
	42.9
	39.3

	Polerovirus
	CLRDV-NC_014545
	5866
	50.3
	18.5
	30.0
	48.4
	62.2
	55.6
	44.8
	38.5

	Polerovirus
	CABYV-NC_003688
	5669
	51.1
	19.7
	32.7
	48.3
	59.5
	55.6
	43.2
	40.5

	Polerovirus
	MABYV-NC_010809
	5674
	51.6
	21.5
	33.7
	49.4
	57.9
	53.3
	45.5
	38.5

	Polerovirus
	CpCSV-NC_008249
	5900
	53.0
	17.4
	29.4
	45.2
	61.7
	46.7
	37.0
	39.9

	Polerovirus
	PeVYV-NC_015050
	6244
	49.1
	21.0
	29.7
	47.7
	54.8
	48.9
	31.6
	36.6

	Polerovirus
	TVDV-NC_010732
	5920
	47.8
	20.9
	31.9
	49.1
	53.8
	48.9
	31.8
	32.7

	Polerovirus
	CtRLV-NC_006265
	5723
	47.4
	13.6
	29.6
	46.9
	44.4
	51.1
	27.4
	29.0

	Polerovirus
	PLRV-NC_001747
	5987
	49.6
	15.2
	27.6
	45.4
	57.7
	53.3
	44.9
	35.1

	Polerovirus
	TuYV-NC_003743
	5641
	51.3
	20.1
	33.2
	49.9
	60.9
	44.4
	42.2
	34.9

	Polerovirus
	CYDV-RPS-NC_002198
	5662
	48.5
	15.9
	27.8
	42.9
	58.7
	42.2
	43.5
	34.1

	Polerovirus
	CYDV-RPV-NC_004751
	5723
	49.1
	16.9
	28.6
	43.0
	60.7
	40.0
	40.1
	36.4

	Polerovirus
	ScYLV-NC_000874
	5899
	56.3
	10.2
	29.7
	44.4
	41.0
	56.8
	32.0
	16.7

	Polerovirus
	MYDV-RMV-NC_021484
	5612
	73.0
	48.3
	68.3
	78.8
	77.7
	33.3
	62.5
	60.8

	Enamovirus
	PEMV1-NC_003629
	5706
	40.3
	10.6
	16.7
	27.8
	32.4
	NA
	NA
	42.7


“NA” indicates not applicable.

This table is reprinted from Chen et al. (2016), This article is an open access article distributed under the terms and conditions of the Creative Commons Attribution (CC-BY) license (http://creativecommons.org/licenses/by/4.0/).

Abbreviations:  CLRDV, cotton leafroll dwarf virus; CABYV, cucurbit aphid-borne yellows virus; MABYV, melon aphid-borne yellows virus; CpCSV, chickpea chlorotic stunt virus; PeVYV, pepper vein yellows virus;  TVDV, tobacco vein distoring virus;  CtRLV, carrot redleaf virus;  PLRV, potato leafroll virus; TuYV, turnip yellows virus; CYDV-RPS, cereal yellow dwarf virus-RPS; CYDV-RPV, cereal yellow dwarf virus-RPV; ScYLV, sugarcane yellow leaf virus; MYDV-RMV, maize yellow dwarf virus-RMV; PEMV1, pea enation mosaic virus 1.
[image: http://www.mdpi.com/viruses/viruses-08-00120/article_deploy/html/images/viruses-08-00120-g003-1024.png]

Figure 2. Phylogenetic analyses of MaYMV (GenBank Accession: KU248489) and selected luteoviruses based on complete genome sequences. The phylogenetic trees were generated using the neighbor-joining method with MEGA6. The percentage of replicate trees in which the associated taxa clustered together in the bootstrap test (1000 replicates) is shown next to the branches.  This image is reprinted from Chen et al. (2016). This article is an open access article distributed under the terms and conditions of the Creative Commons Attribution (CC-BY) license (http://creativecommons.org/licenses/by/4.0/).

Abbreviations not in Table 1: SABYV, suakwa aphid-borne yellows virus; BWYV, beet western yellows virus; BMYV, beet mild yellowing virus; BChV, beet chlorosis virus; BLRV, bean leafroll virus; SbDV, soybean dwarf virus; RSDaV, rose spring dwarf-associated virus; BYDV, barley yellow dwarf virus.  
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Figure 3. Phylogenetic analyses of MaYMV and selected luteoviruses based on amino acid sequences of RdRp (A) or CP (B). The phylogenetic trees were generated using the Neighbor-Joining method and MEGA6 software. The percentage of replicate trees in which the associated taxa clustered together in the bootstrap test (1000 replicates) is shown next to the branches.  This image is reprinted from Chen et al. (2016), This article is an open access article distributed under the terms and conditions of the Creative Commons Attribution (CC-BY) license (http://creativecommons.org/licenses/by/4.0/).
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