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Abstract
	We propose the classification of nine novel nairovirids into eight novel orthonairovirus species and one new genus including a new species.


Text of proposal
	
	The bunyaviral family Nairoviridae currently includes seven genera (Norwavirus, Ocetevirus, Orthonairovirus, Sabavirus, Shaspivirus, Striwavirus, and Xinspivirus). In 2021, the ICTV Nairoviridae Study Group established a species demarcation criterion of <93% identity in the amino acid sequence of the nairovirid RNA-directed RNA polymerase (RdRp) (TaxoProp 2020.027M). A reanalysis of the dataset used of last year’s TaxoProp 2022.015M, complemented with newly described nairovirid sequences, indicated nine viruses should be classified into nine novel species, with one of them included in a new genus (Supplementary Data, Figure 1):

Novel genus Sitinavirus:
Sìchuān tick nairovirus (proposed abbreviation ScTNV rather than the published STNV, which is already in use for other viruses) was first discovered by high-throughput sequencing (HTS) in unspecified ixodid ticks feeding on giant pandas in Sìchuān Province (四川省), China [4]. We propose to establish genus/species Sitinavirus sichuanense to classify this virus.

Novel orthonairovirus species:
· Āntú virus (proposed abbreviation: ANTV) was first discovered by HTS in ticks (ixodid Dermacentor silvarum Olenev, 1931) collected in Āntú County (安图县), Yánbiān Korean Autonomous Prefecture (延边朝鲜族自治州), Jílín Province (吉林省), China [2]. We propose to establish species Orthonairovirus antuense to classify this virus.
· cencurut virus (CENV) was first discovered by HTS in Singapore in Asian house shrews (soricid Suncus murinus (Linnaeus, 1766)) and in a nymphal tick (ixodid Amblyomma helvolum Koch, 1844) collected from an infected shrew [3]. We propose to establish species Orthonairovirus sunci to classify this virus.
· Gubbo nairovirus (GUBV) was first discovered by HTS in ticks (argasid Carios vespertilionis Latreille, 1796) in Snesslinge, Uppland, Sweden [6]. We propose to establish species Orthonairovirus gubboense to classify this virus.
· Lamusara virus (LMSV) was first discovered by RT-PCR in goliath shrews (soricid Crocidura goliath Thomas, 1906) sampled around Lambaréné in Gabon [7]. We propose to establish species Orthonairovirus lambarenense to classify this virus.
· Méihuā Mountain virus (MHMV) was first discovered by HTS in ixodid ticks (Haemaphysalis hystricis Supino, 1897, Haemaphysalis formosensis Neumann, 1913, Dermacentor taiwanensis Sugimoto, 1935, and Rhipicephalus microplus (Canestrini, 1888)) sampled in the Méihuā Mountains (梅花山), Fújiàn Province (福建省), China [8]. We propose to establish species Orthonairovirus meihuashanense to classify this virus.
· orthonairovirus sp. strain YS was first discovered by HTS in an unspecified shrew sampled in China [unpublished]. We propose to establish species Orthonairovirus sinense to classify this virus.
· pangolin orthonairovirus (PONV) was first discovered by HTS in unspecified pangolins sampled in China [unpublished]. We propose to establish species Orthonairovirus manidae to classify this virus.
· Wufeng Crocidura attenuata orthonairovirus 1 (proposed abbreviation: WfCAV1) was first discovered by HTS in Asian grey shrews (soricid Crocidura attenuata Milne-Edwards, 1872) sampled in China [unpublished]. We propose to establish species Orthonairovirus crocidurae to classify this virus.
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Figure 1. The maximum-likelihood phylogenetic tree was inferred using IQtree [5]; the numbers on the nodes represent bootstrap values derived from the ultrafast bootstrap algorithm [1]. Trees were inferred under the LG+G+I substitution model. Tree branches are proportional to genetic distances between sequences, and the scale bars at the top indicate substitutions per amino acid. For all taxa shown here, the complete genome or complete coding sequence is available on the GenBank nucleotide sequence database. Accession numbers are shown next to the respective virus taxon.
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