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 size: 6389bp; fragments: 278; full length: 0 (>=5750.1bp)
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After TEtrimmer 6389 bp
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 size: 6544bp; fragments: 278; full length: 0 (>=5889.6bp)
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TE: rnd_4_family_4674
 size: 3298bp; fragments: 140; full length: 24 (>=2968.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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