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Fig. S1 Aligment of sequences. Alignment of the study sequences, and other DrERV and SMRYV nucleotide sequences from the NCBI database. (a) The ORF is represented by

yellow bars, indicating the presence of Gag, Pro, Pol, and Env genes. (b) Corresponding to the env gene, when light gray indicates identical sites, and dark gray represents

regions of gaps; the color bar corresponds to the diversity of sites. Each sequence is identified by the location of origin and the year of collection.



