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 size: 5702bp; fragments: 10824; full length: 0 (>=5131.8bp)
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 size: 6934bp; fragments: 9742; full length: 0 (>=6240.6bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_3619
 size: 581bp; fragments: 2606; full length: 175 (>=522.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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