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Appendix Figure 1. Phylogeographic distribution of PUUV and Myodes glareolus voles in Scania, 

Sweden. Bayesian phylogenetic tree is based on partial small sequences (292 nt) of PUUV. Dots indicate 

strains from this study. New PUUV strains have been found in fields belonging to a patient with 

nephropathia epidemica in Scania. PUUV in Sweden belongs to the N-SCA lineage of PUUV carried by 
bank voles of the Ural phylogroup and S-SCA lineage of PUUV carried by bank voles of the Carpathian 

phylogroup. Scania PUUV belongs to the Finnish lineage of PUUV carried by bank voles of the 

Carpathian phylogroup. Scale bar indicates nucleotide substitutions per site. N-SCA, North Scandinavia; 

PUUV, Puumala virus; S-SCA, South Scandinavia. 

 

Appendix Figure 2. Bayesian phylogenetic trees based on partial large sequences. The sequences from 

this study have been highlighted in bold. A) A subset tree that is highlighted in the original tree. B) Pink 

color indicates PUUV strains in Scania, Sweden and light blue color indicates PUUV strains in Finland. 
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Appendix Figure 3. Phylogenetic tree of M. glareolus based on the partial sequence of the mitochondrial 

cytochrome b gene. The sequences from this study have been highlighted in bold. M. glareolus from 

Sörby and Ballingslöv fell into the same lineage as M. glareolus from Mangelbo, Munga, and Bergsjöbo 

(3). 
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