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We found different repetitive elements associated with R-loop formation in
different species. Satellites, LINEs, and DNA transposons were found to be specifically enriched in
R-loops in human, Drosophila, and Arabidopsis, respectively. R-loops tended to occur in regions of
low complexity or simple repeats across species, and the repeat elements associated with R-loop
formation were found to vary by developmental stage. For example, LINE and long terminal repeat
retrotransposons (LTRs) were found to be more likely to contain R-loops in embryos and low
complexity or simple repeats in postdevelopmental S2 cells.
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