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Abstract
	We propose the establishment of one new species in arenavirid genus Mammarenavirus to accommodate Mafiga virus discovered in single-striped lemniscomys in Tanzania.


Text of proposal
	
	A distinct mammarenavirus was detected in single-striped lemniscomys (murid Lemniscomys rosalia (Thomas, 1904) first in Mafiga, Morogoro and then in Komtema, Tanga, in Tanzania (Goüy de Bellocq et al. (2010); Cuypers et al. (2022)). Metagenomic sequencing revealed a complete, single S segment, but two complete, distinct L segments. The TZ29841 L segments are 87% identical to each other and 82-83% identical to the ‘Lemniscomys/F4-8/TZA/2008’ fragment, indicating they all belong to the same mammarenavirus species. This virus, named Mafiga virus (MAFV), is hosted by single-striped lemniscomys, not known to host any other mammarenavirus (demarcation criterion: association of the virus with a distinct main host or group of sympatric hosts). PAirwise Sequence Comparison (PASC) analysis (https://www.ncbi.nlm.nih.gov/sutils/pasc/viridty.cgi) reveals that the TZ29841 segments share 70% nucleotide sequence identity for S (demarcation criterion: < 80%) and 61% for both L segments (demarcation criterion: <76%) with Solwezi virus. NP amino acid sequence identity shared with Solwezi virus is 79% (demarcation criterion: < 88%). MAFV therefore meets the ICTV requirements to be assigned to a new mammarenavirus species.






Supporting evidence
Figure 1 (adapted from Figure 2 from Cuypers et al., 2022): L, NP, and GPC gene phylogenetic trees. The trees were inferred with MrBayes v3.2.7a with codon partitioning and a GTR+G nucleotide substitution model. In two independent runs four chains ran for 10,000,000 generations with a burn-in of 25%. Average standard deviations of split frequencies were examined for convergence, as were parameter effective sample sizes and trace patterns in Tracer (https://beast.community/tracer). Trees were visualized in FigTree (http://tree.bio.ed.ac.uk/software/figtree/). The scale bars indicate 0.5 nt substitutions per site. Numbers at the nodes represent posterior probability.
[image: ]
Figure 2 (adapted from S2 from Cuypers et al., 2022): PASC figures. PASC (PAirwise Sequence Alignment) webtool histogram of pre-computed pairwise identities of known arenavirus sequences. The best hit for the three Mafiga virus segments was Solwezi virus (S: NC_038367/AB972428; L: NC_038366/AB972429), those pairwise identities are marked by a red stripe on the x-axis.
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