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VIRION
Unknown.

GENOME
The wupedevirid genome comprises three RNA segments (small 
[S], medium [M], and large [L]) of linear negative-sense RNA 
with a total length of about 20.5 kb (S segment: about 1.9 kb; M 

segment: about 7.0 kb; and L segment: about 11.6 kb) (Table 1). 
Each segment contains an ORF that encodes an NP (S segment), 
a GP (M segment), and an L protein containing an RdRP domain 
(L segment) [1] (Fig. 1).

REPLICATION
Unknown.
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ICTV

Abstract

Wupedeviridae is a family of negative-sense RNA viruses with genomes of about 20.5 kb that have been found in myriapods. The 
wupedevirid genome consists of three monocistronic RNA segments with open reading frames (ORFs) that encode a nucleoprotein 
(NP), a glycoprotein (GP), and a large (L) protein containing an RNA-directed RNA polymerase (RdRP) domain. This is a summary of the 
International Committee on Taxonomy of Viruses (ICTV) Report on the family Wupedeviridae, which is available at ictv.global/report/​
wupedeviridae.

Table 1. Characteristics of members of the family Wupedeviridae

Example Wǔhàn millipede virus 2 (S: KM817757; M: KX650645; L: KM817696), species Wumivirus millepedae, genus Wumivirus

Virion Unknown

Genome About 20.5 kb of trisegmented negative-sense RNA

Replication Unknown

Translation Unknown

Host range Polydesmid myriapods (millipedes)

Taxonomy Realm Riboviria, kingdom Orthornavirae, phylum Negarnaviricota, class Ellioviricetes, order Bunyavirales; the family includes the genus Wumivirus and the species Wumivirus 
millepedae
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TAXONOMY
Current taxonomy: ictv.global/taxonomy. Wupedevirids are most 
closely related to arenavirids, discovirids, leishbuvirids, mypo-
virids, nairovirids, and phenuivirids [2–4] (Fig. 2). The family 
includes the genus Wumivirus for viruses that infect myriapods 

(millipedes). Like most closely related viruses [3, 5], wuped-
evirids (i) have multisegmented, negative-sense single-stranded 
RNA genomes; (ii) encode proteins with high sequence identity 
to proteins of other bunyavirals; (iii) and have five conserved 
motifs (A–E) in their RdRP domain.

RESOURCES
Full ICTV Report on the family Wupedeviridae: ictv.global/​
report/wupedeviridae.
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Fig. 1. Genome organisation of Wǔhàn millipede virus 2. ORFs are coloured according to the predicted protein function (GP, glycoprotein 
gene; L, large protein gene; NP, nucleoprotein gene).

Fig. 2. Phylogenetic relationships of Wǔhàn millipede virus 2. Family 
branches have been collapsed. Numbers at nodes indicate bootstrap 
support  >70 %. For details of viruses and methods see the full ICTV 
Report on the family Wupedeviridae.

References
	1.	 Li C-X, Shi M, Tian J-H, Lin X-D, Kang Y-J, et al. Unprecedented genomic 

diversity of RNA viruses in arthropods reveals the ancestry of negative-
sense RNA viruses. Elife 2015;4:e05378. 

	2.	 Huang P, Zhang X, Ame KH, Shui Y, Xu Z, et al. Genomic and phylo-
genetic characterization of a bunya-like virus from the freshwater 
Chinese mitten crab Eriocheir sinensis. Acta Virol 2019;63:433–438. 

	3.	 Herath V, Romay G, Urrutia CD, Verchot J. Family level phylogenies 
reveal relationships of plant viruses within the order Bunyavirales. 
Viruses 2020;12:1010. 

	4.	 Olendraite I, Brown K, Firth AE. Identification of RNA virus-derived 
RdRp sequences in publicly available transcriptomic data sets. Mol Biol 
Evol 2023;40:1093. 

	5.	 Sun Y, Li J, Gao GF, Tien P, Liu W. Bunyavirales ribonucleoproteins: 
the viral replication and transcription machinery. Crit Rev Microbiol 
2018;44:522–540. 

http://ictv.global/taxonomy
http://ictv.global/report/wupedeviridae
http://ictv.global/report/wupedeviridae

	ICTV Virus Taxonomy Profile: ﻿Wupedeviridae﻿ 2023
	Abstract
	Virion
	Genome
	Replication
	Taxonomy
	Resources
	References


