[bookmark: _GoBack]Additional file 5: Figure S3. Evolutionary relationship of LTR-retrotransposons based on neighbor-joining analysis using genetic distances calculated with the maximum composite likelihood method. The LTR-retrotransposon in Eimeria tenella is placed within the clade formed by chromoviruses which are widely present in eukaryotic genomes. The LTR-retrotransposon of Cyclospora cayetanensis is clearly out of the clade. Numbers on branches are percent bootstrap values >50 from 1,000 replications
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