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 nucl div vs avg_counts_piRNAs: 
  r = -0,1972; p = 0,2714

Figure S4: Correlation between the number of piRNAs targeting the complete six HeT-A copies from D.melanogaster and nucleotide 
diversity among copies in non overlapping windows of 100 ntds without windows containing gag gene sequences. A) Above, 
nucleotide diversity along the sequence of the six complete HeT-A copies estimated in non-overlapping windows. Below, average number of 
piRNAs targeting the HeT-A sequence by windows. B) Scatterplot of the correlation between the average counts of RNA reads and target 
piRNAs and the nucleotide diversity among the six complete copies in non overlapping windows of 100 nucleotides. Higher diamonds indicate 
the window where HeT-A_pi1 is.
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