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Sand Fly—Associated Phlebov
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. Distance matrix an
among complete RARp genes (A) and nucleoprotein genes (D) based on nucleotide sequences are

shown on the upper right side and pal
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sequences on the lower left. Colors indicate level of identity from high (red), medium (yellow), to low
(green). Established species according to the International Committee for the Taxonomy of Viruses are

underlined. The frequency of pairwise amino acid (B, E) and nucleotide (C, F) identities among complete
RdRp genes and nucleoprotein genes is plotted.
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