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Technical Appendix Figure. Correlation of phylogenetic and geographic clustering of virus RNA sequences of
tickborne encephalitis viruses, Slovenia. A) Bayesian phylogenetic analysis of 56 partial envelope protein gene
sequences (1,272 bp). Scale bar indicates nucleotide substitutions per site. S, clade. B) Map of Slovenia showing
geographic locations (circles) of permanent residencies of patients. Circles are colored according to results of
phylogenetic analysis of an envelope protein gene sequence of tickborne encephalitis virus, which identified

clades of virus isolated from patients. Blue boxes indicate road numbers.
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