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Supplementary figure 5: Inverted repeats derived from transposable elements bracketing piRNA
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clusters. A subset of the piRNA clusters have inverted repeats that are similar in sequence to transposable

elements. In each panel view (from top to bottom): genomic coordinates; pairs of inverted sequences (block

segments connected by colored lines); piRNA sequences (red and blue tracks for the + and - strands,
respectively); piRNA clusters from each of the three datasets (long colored bars); SINE, LINE, LTR and DNA
repeat elements (black and grey tracks). The overlap between the transposable elements and the inverted

repeats indicates that the flanking transposable elements are in opposite orientation. Long transcripts that

span the cluster length can potentially form dsRNA segments that may trigger piRNA processing.
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