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	Abstract of Taxonomy Proposal: 

	Description of current taxonomy: 
Negarnaviricota, Polyploviricotina, Bunyaviricetes, Hareavirales, Phenuiviridae 
The family Phenuiviridae currently includes 24 genera and 223 species. 

Proposed taxonomic change(s):
Create six new species in the five established genera to classify six newly discovered phenuivirids.

Justification: 
The six newly discovered phenuivirids are proposed to be classified into new species in five phenuivirid genera based on the species demarcation criteria of <95% identity in the amino acid sequence of the L protein.



	Text of Taxonomy proposal:  

	Description of current taxonomy:   
The family Phenuiviridae (Negarnaviricota: Polyploviricotina: Bunyaviricetes: Hareavirales: Phenuiviridae) classifies viruses with 2–8 segments of negative-sense or ambisense RNA that are 8.1–25.1 kb in total length. Phenuivirids infect animals including livestock and humans, birds, and arthropods as well as plants or fungi that serve as single hosts or act as biological vectors for transmission to animals or plants. The family currently includes 24 genera and 223 species for 242 viruses [1].

Proposed taxonomic change(s):     
Establish six new species in five established genera in the family Phenuiviridae.

Demarcation criteria for new taxon/taxa:
Species demarcation across all genera of the family Phenuiviridae relies on the phylogenetic relationship of the large protein (L) encoded by the phenuivirid large (L) segment, with <95% identity of the amino acid sequence marking the threshold for new species [1].

Justification:
 Based on the phylogenetic trees constructed from the amino acid sequences of the L protein, six newly discovered phenuivirids are proposed to be classified into new species in the established genera Coguvirus, Entovirus, Laulavirus, Lentinuvirus, and Tenuivirus (Figure 1 and Table 1).


Novel species in the genus Coguvirus:
· Brassica oleracea torzella virus 1 (BoTV1) was discovered by high-throughput sequencing (HTS) in Torzella cabbages (Brassica oleracea var. viridis L.), collected in Italy [2]. BoTV1 is a negative-sense RNA virus with a two-segmented genome. The negative-sense RNA1 (OR513471) encodes an RNA-directed RNA polymerase (RdRP), and the ambisense RNA2 (OR513472) encodes a nucleocapsid protein (N) and a cell-to-cell movement protein (MP). This genome organization is similar to that reported previously for members of the phenuivirid genus Coguvirus. In the maximum-likelihood phylogenetic analysis based on the amino acid sequences of the L protein from BoTV1 and representative members of genera within the family Phenuiviridae, BoTV1 clusters with members of the genus Coguvirus. The highest amino acid identity value (88.5%) of the L protein was obtained between BoTV1 and Brassica campestris chinensis coguvirus 1, which is below the phenuivirid species demarcation criterion (<95% identity) (Table 1). For these reasons, we propose to classify BoTV1 as a member of a novel species, named “Coguvirus torzellae”. 

Novel species in the genus Entovirus:
· Phlomis phenuivirus 1 (PhPV1) was discovered by HTS in Jerusalem sage (Phlomis fruticosa L.), collected in Switzerland. PhPV1 is a negative-sense RNA virus with a two-segmented genome. The negative-sense L segment (PV370485) encodes an RdRP, and the ambisense S segment (PV370486) encodes an N and an MP. This genome organization is similar to that reported previously for members of the phenuivirid genus Entovirus. In the maximum-likelihood phylogenetic analysis based on the amino acid sequences of the L protein from PhPV1 and representative members of genera within the family Phenuiviridae, PhPV1 clusters with members of the genus Entovirus. The highest amino acid identity value (33.8%) of the L protein was obtained between PhPV1 and Jiāngsū sediment phenui-like virus, which is below the phenuivirid species demarcation criterion (<95% identity) (Table 1). For these reasons, we propose to classify PhPV1 as a member of a novel species, named “Entovirus phlomis”.

Novel species in the genus Laulavirus:
· Grapevine-associated cogu-like Idaho virus (GaCLIdV) was discovered by HTS in wine grapes (Vitis vinifera L., cultivar Chardonnay), collected in Idaho, USA [3]. GaCLIdV is a negative-sense RNA virus with a three-segmented genome. RNA1 (PX111645), RNA2 (PX111647), and RNA3 (PX111649) encode an RdRP, an MP, and an N, respectively. This genome organization is similar to that reported previously for members of the phenuivirid genus Laulavirus. In the maximum-likelihood phylogenetic analysis based on the amino acid sequences of the L protein from GaCLIdV and representative members of genera within the family Phenuiviridae, GaCLIdV clusters with members of the genus Laulavirus. The highest amino acid identity value (41.2%) of the L protein was obtained between GaCLIdV and switchgrass phenui-like virus 1, which is below the phenuivirid species demarcation criterion (<95% identity) (Table 1). For these reasons, we propose to classify GaCLIdV as a member of a novel species, named “Laulavirus idahoense”; and
· Hǎinán phenui-like virus 7 (HaPLV7) was discovered by the mangrove metagenome analysis in海南省 [Hǎinán Province], China [4]. HaPLV7 is a negative-sense RNA virus with a three-segmented genome. RNA1 (MW8968885), RNA2 (MW896889), and RNA3 (MW896890) encode an RdRP, an MP, and an N, respectively. This genome organization is similar to that reported previously for members of the phenuivirid genus Laulavirus. In the maximum-likelihood phylogenetic analysis based on the amino acid sequences of the L protein from HaPLV7 and representative members of genera within the family Phenuiviridae, HaPLV7 clusters with members of the genus Laulavirus. The highest amino acid identity value (39.2%) of the L protein was obtained between HaPLV7 and switchgrass phenui-like virus 1, which is below the phenuivirid species demarcation criterion (<95% identity) (Table 1). For these reasons, we propose to classify HaPLV7 as a member of a novel species, named “Laulavirus hainanense”.

Novel species in the genus Lentinuvirus:
· Pleurotus ostreatus lentinuvirus 1 (POLV1) was discovered by HTS in oyster mushrooms [Pleurotus ostreatus (Jacq.) P. Kumm.], collected in China. POLV1 is a negative-sense RNA virus with a two-segmented genome. The negative-sense RNA1 (PV524683) encodes an RdRP, and the ambisense RNA2 (PV524684) encodes an N and an MP. This genome organization is similar to that reported previously for members of the phenuivirid genus Lentinuvirus. In the maximum-likelihood phylogenetic analysis based on the amino acid sequences of the L protein from POLV1 and representative members of genera within the family Phenuiviridae, POLV1 clusters with members of the genus Lentinuvirus. The highest amino acid identity value (41.3%) of the L protein was obtained between POLV1 and Armillaria bunya-like virus, which is below the phenuivirid species demarcation criterion (<95% identity) (Table 1). For these reasons, we propose to classify POLV1 as a member of a novel species, named “Lentinuvirus pleuroti”. 

Novel species in the genus Tenuivirus:
· Taro tenuivirus (TarTV) was discovered by HTS in taros [Colocasia esculenta (L.) Schott], collected in Solomon Islands. TarTV is a negative-sense RNA virus with a five-segmented genome. RNA1 (PQ520508) and RNA5 (PQ520512) are negative-sense, and RNA2 (PQ520509), RNA3 (PQ520510), and RNA4 (PQ520511) are ambisense.  RNA1 and RNA3 encode an RdRP and an N, respectively. This genome organization is similar to that reported previously for members of the phenuivirid genus Tenuivirus. In the maximum-likelihood phylogenetic analysis based on the amino acid sequences of the L protein from TarTV and representative members of genera within the family Phenuiviridae, TarTV clusters with members of the genus Tenuivirus. The highest amino acid identity value (75.3%) of the L protein was obtained between TarTV and rice stripe virus, which is below the phenuivirid species demarcation criterion (<95% identity) (Table 1). For these reasons, we propose to classify TarTV as a member of a novel species, named “Tenuivirus solomonense”.
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Figure 1. Maximum likelihood phylogenetic tree of the amino acid sequences of the L protein between the viruses proposed to be classified (red colored), and the members of the genera Coguvirus (A), Entovirus (B), Laulavirus (C), Lentinuvirus (D), and Tenuivirus (E). GENETYX-MAC v22.0.5 was used to align the sequences. Phylogenetic trees were constructed using FastTree with the WAG model and gamma-distributed rate variation. Node support was assessed using SH-like local support values. For all taxa shown here, the complete genome or complete coding sequence is available at the GenBank nucleotide sequence database. Accession numbers are shown next to the respective virus.

Table 1. Highest amino acid sequence identity of the L protein between the proposed virus and viruses assigned to the corresponding genus. Sequences were aligned with MUSCLE and the pairwise p-distance was calculated in MEGA 12. 

	Virus
	Most closely related virus
	Dist
	% Identity

	OR513471_Brassica oleracea torzella virus 1
	MW291944_Brassica campestris chinensis coguvirus 1
	0.115
	88.5

	PV370485_Phlomis phenuivirus 1
	MW896874_Jiāngsū sediment phenui-like virus
	0.662
	33.8

	PX111645_Grapevine-associated cogu-like Idaho virus
	PP996022_switchgrass phenui-like virus 1
	0.588
	41.2

	MW896888_Hǎinán phenui-like virus 7 
	PP996022_switchgrass phenui-like virus 1
	0.618
	39.2

	PV524683_Pleurotus ostreatus lentinuvirus 1
	ON875995_Armillaria bunya-like virus 
	0.587
	41.3

	PQ520508_Taro tenuivirus
	D31879_rice stripe virus
	0.247
	75.3
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