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Additional file 4. J-circos plots showing the distribution of repeats along ten longest scaffolds for each trypanosomatid 
species. The tracks are the following (from inside out): repeat distribution, GC skew, transcriptomic read mapping, 
scaffold borders and IDs. Total length of the ten largest scaffolds is shown in the center of each circle. Repeats are color-
coded: yellow - LINEs, light green - low complexity, magenta - LTRs, blue - rolling circles, dark green - satellites, 
orange - simple repeats, red - transposons, turquoise - unclassified repeats. 
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