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 size: 8224bp; fragments: 11788; full length: 0 (>=7401.6bp)
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 size: 9026bp; fragments: 11367; full length: 0 (>=8123.4bp)
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TE: rnd_4_family_2387

 size: 1331bp; fragments: 1740; full length: 0 (>=1197.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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