
Start crop Point End crop Point

MSA length = 1050
GC T ACAAAGGAAAAGT T AGAAGAAGT T ACA T C T CAGT T T T T T A T AGCAGCA T A TGT T AAAAAC T CGACAAAGAAGGCCGAACGT AGC T AACGAAGT C T T A - - - - - - - - - - C T TGT CCC T AA T T TGT TGAACC T CGGCC T C T A T A T CACA T CAACA - - - - - CAAA T T A TGT T TGGAC TGAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - -
GC T ACAAAGGAGAAGT T AGAAGAAGT T ACA T C T CAGT T T T T T A T AGCAGCA T A TGT T AAAAAC T CGACAAAAAAGGCCGAACGT AGC T AACGAAGT C T T A - - - - - - - - - - C T TGT C T C T AA T T TGT TGAAGGT CGCCCA T TGT A T CGGCCC TGAGT T A - - T AAGC T AAA T A T T TGGC T T T CC T AAAA T A T T AA T T C T T T T AA T CGT AAAC
GC T ACAAA TGAGAAGT T AGAAGAAGC T ACA T C T CAGT T T T T T A T AGCAGCA T A TGT T AAAAAC T CGACAAAAAAGGCCGAACGT AGC T AAAGAAGT C T T A - - - - - - - - - - C T TGT C T C T AA T T TGT TGAACC T CGGCC - - TGT A T AGGC T C TGGGC T A - - C TGGCCAG - - - - - - - - - - - - T T T AACA T A T T A T T T T T CGGAC T AGTGAAA
GGCGT T AA T ACGC T A T A T ACGGGAGC T A T T A T T - - - - - - A T T A T - - - - - - A T A TGT T AAAAAC T CGACAAAAAAGGCCGAACGT AGC T AACGAAGT C T T A - - - - - - - - - - C T TGT C T C T AA T T TGT TGAACC T CGGCC - - TGT A T AGGC T C TGGGC - - AGCAGAA T ACAGT A T T ACC - - - - - - - - - - - - - - - AAACGA T CGGCAC TGA T A
GC TGT T AGT AAAGC T T A T TGAAAAA T A TGTGC T T T T T T T T C T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T A TGGCACGT T A T C T T A - - - - - - - - - - C T TGT C T C T AA T T TGT TGAACC T CGGCC - - TGT A T AGGC T C TGGGC T A - - - - - - - - - - - - - - - - - - - - - - - - T AAAA T A T T AA T T C T A T T AA T T T T AA T T
- - - - - AGACACGACGT A TGACGGA T T T A T A T T T AAACCC T CCA T AGT AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGT C T C T AA T T TGT TGAACC T CGCCC - - TGT A T AGGC T C TGGGC T A TGT T AA T TGAA T T T TGAA T CGAA T T AAAA T A - - - - - - - T C T T AC T AG - - - - -
- - - GTGAA T AAAAAA T AAAACAGAC T CAGA TGT TGA T CAC T TGT AGGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGT C T C T AA T T TGT TGAAGGT CACCCA T TGT A T CGGCCC TGAAC T A - - - AAA T AA T A T T TGT ACC T C T T - - - - - - - - - T TGTGCACA T T C T T A TGT AG
GCCA T CAA - - - - - - AAACAACAGTGACA T T T T T - - - - - - GCCA T AGGT T A T A T AA T T A T AGT A T TGAGAAAACAGA T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGT C T C T AA T T TGT TGAACC T CGGCC - - TGT A T AGGC T C TGGGC T AAGCAAA TGACGT T T T TGT CCC TGTGCGAA TGT T AA T A T A T T AAGT AC TGCGA
- - - - - - - - - - - - AAACGT AGCAGAGGCAGA - - - CCACCGCACGC TGGA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGT C T C T AA T T TGT TGAAGGT CACCCA T CGT A T CGGCCA TGAGC T AAC T AAA T T T AGT T T T T AAC T A T T - - - - - - - - - - - - - - - - - - A T T T T ACAAAG
GGCGT T AA - ACGC T A T A T ACGGGAGC T A T T A T T - - - - - - A T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGT C T C T AA T T TGT TGAAGGT CACCCA T TGT A T CGGCCC TGAGC T - AGCAGA TGAGAA T AA T ACCAC T - - - - AAACA T T AA T A T AA T CAACAA T AAAA
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 size: 1050bp; fragments: 320; full length: 29 (>=945bp)
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No TE domain detected

After TEtrimmer 1050 bp
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 size: 1384bp; fragments: 317; full length: 0 (>=1245.6bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_9087

 size: 2718bp; fragments: 629; full length: 9 (>=2446.2bp)
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