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 size: 5703bp; fragments: 175; full length: 7 (>=5132.7bp)
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No TE domain detected

After TEtrimmer 5703 bp
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 size: 6016bp; fragments: 175; full length: 5 (>=5414.4bp)
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TE: rnd_2_family_80

 size: 1736bp; fragments: 165; full length: 14 (>=1562.4bp)
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TE consensus after TEtrimmer (bp)
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