
Start crop Point End crop Point

MSA length = 959
A TGGGAG - - GC T T AAAAAA - - - - CGAAAA T C T C T AGAC T - - GGAA T CGAC - - - - - - - - - - - T CA T AGA T AAC TGAAC T AA T T T AGA T TGGCGAC T C T CGC - - - - - - - - - - AA TGT AC T AAAGA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGAA T - GAC TGCAGT T CAAA T - - - - - - - - - CGT T CAAA T TGA T AA T - - - - - -
A T AAAG - - - - - - - - AA T AAAGC T CGGCAGT CAAAACA T T - - AGAAC TGA TGAA T AGT T ACA T CA T AGA T AACAGAAC T AA T T T AGA T TGGCGAC T C T CGC - - - - - - - - - - AA TGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGG - - - - T A T ACA T CACGAACGT A T A T AAA T A T T TGAAGTGAAAC T T C - - - T
A T AAA T C - - T CC T - - - - - - ACC T CCA T AGT T A TGAGAGTG - AGAGTGTGTGGA TGACCGT TGCA T AGA T AACAGAAC T AA T T T AGA T TGGCGAC T C T CGC - - - - - - - - - - AA TGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGGACA T A T T AC T C T A TGGACGTGT C T CGA T A T T CGAG - - - - - - - - - - - - - -
- - - - - - - - T A T T CAGA T AAA T T T AAA T AA T CACCA T T T C T - - - - - - - - - - - - - - AAAAGAGCCACAGA T AACAGAAC T AA T T T AGA T TGGCGAC T C T CGC - - - - - - - - - - AA TGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGAAC - AAACAAAGTGAGGT T AAGCACGGA TGACAGAAGCGA TGT TGAACC -
GT A T T T A T T T TGAAAAAAC - GCGC T A TGT T T AA T AAA T TGCAGCGT C T ACGAA T AA T T AGAGCACAGA T AACAGAAC T AA T T T AGA T TGGCGAC T C T CGC - - - - - - - - - - AA TGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGA T AA T CA T CCAGT CCGGAGT T A T T AAGA T T T AAA T AAAGAGAGA T CAC T C
AAAAGAC - - T AGGAGA T AA - GC T T AACAC T T CA TGAAC TGCAGAGCCGT T - - - - C T T CCAAGCACAGA T AACAGAAC T AA T T T AGA T TGGCGAC T C T CGC - - - - - - - - - - AA TGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGT T CG - - - - - - - - - - - - - - - - - - - - - - - - AAC T T A T AGCGGAAC T CAAC T T
A T TGGGT C - GTGGAGCCACGGA T CGGC T C T CGAGCA T T TGAGC TGACAACGAA T CC TGT A TGCACAGA T AACAGAAC T AA T T T AGA T TGGCGAC T C T CGC - - - - - - - - - - AA TGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGC T C - TGC T TGAA T C TGAAGTGGT C TGGACGT A TGTGACACGGC TGCA - - -
A T A - - - - - - T CGT AAA T AA - GT T A T ACGA T AAGT AGT T T C - GGCGCCCA T T A T T - - - - - - - - CACAGA T AACAGAAC T AA T T T AGA T TGGCGAC T C T CGC - - - - - - - - - - AA TGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGGT - - C T ACCCGGT - - - - - - - - - - - - - - A TGT T AGT AA TGACA T ACC T C T T
A TGACGGT A T C TGAAA T AAAGA TGAA T T T CCGGAAAGC T - CGT CGAC T A TGAA TGGT ACA T T CA T AGA T AACAGAAC T AA T - - - - - - - - - - - - - - - - - - C - - - - - - - - - - AA TGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGGT T A T T T T T T T A T ACGTGCGTGC T C TGA T AC T CGCA - - - - - - - - - - - - - T
A T AGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T AGA T AACAGAAC T AA T T T AGA T TGGCGAC T C T - - - - - - - - - - - - - AA TGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T AAA T T T T T TGT AAA T A T AA T T T C TGGA T C TGAAAAC TGCAGCACGAGTGAA T ACA T AGACCA T AGA T AACAGAAC T AA T T T AGA T T TGCGAC T C T CGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACACCC TGT ACAGACGT AC TGT CAAAC T ACGAA TGAAA T CCAG - - T
GT ACAGGT T T T T T AAGTGA - AC T T T A TGAAAAA T T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGAACA - - - - - - - GT ACGT ACGGA T CGGGCGGCAGGAGTGGGGAGTGCAC T -
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 size: 959bp; fragments: 179; full length: 58 (>=863.1bp)
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No TE domain detected

After TEtrimmer 959 bp
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 size: 1259bp; fragments: 170; full length: 0 (>=1133.1bp)
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TE: rnd_5_family_225

 size: 929bp; fragments: 195; full length: 59 (>=836.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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