
Start crop Point End crop Point

MSA length = 978
T T T AA T A TGGCAACAC TGT CGC T T T CAGAGC TGCC T T AGC TGGCCGAA T TGA T AGGT - - - - - - - T T A T CA T AGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - CAGGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGGT T A T TGAAGCAC T T CAGAAACCAAA T CAGCC T - - - - - - - - C T CGAA T T C
A TGCAAA T CAA T A T AAACACAGT T T CAAAACGGCAACAGAGGGT T ACA T A - - - - - - - T T T A T CAC T A T CA T AGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - CAGGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGA T A T T TGCGGAGAACGAA - - - - - AAA T TGGT A T T A T AAC T AC T T AA T CCG
T T T T T T AAGGTGT T AACGT TGAAA T T AAG - - - - - - GTGGAAGCCACCACA - - - - - - - A T TGT T T CAAACACAGA T AACAGAAC T AA T T T AGA T AGGAGAC - - - - - - - - - - CAGGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGGT - - - - - - - - - - - - - - - - AAAA TGCAC TGT T T C - - - - - - - - - - - - - - - - -
C T T CAGGT AGGT A T AGTGT T T - - - - - - - - GCGGAAGT AC TGAGAC T C T T AGA T AGGT - - T A T T CCAACCA T AGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - CAGGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGA T AC T T AAGA TGGT T T AG - - - - - AAA T T A - - - - - - - - - - - - - - - T ACAGG
T ACCGGAACGAAGT AA TGC T T C T T T - - - - - - - - - - - - - - - - - - - - - - A T A - - - - - - - - - - GT T T AC T T CA T AGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - CAGGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGGT T T - TGAAACAAGA T AG - AA T TGAAACC T CC T - AAAAA T T T T CGAC - - -
T TGTGAAAGGCCGT T C T C TGT C T T T CAAAGCCAGAGCAGT AGGTGGCGT C - - - - - - - - - - ACAAGT ACCA T AGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - CAGGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGAC - - T CGAGGCGT T T CC T TGCC T AA T CCA T CC T T AAAAACC T ACAA T T T T
A T AC T AA T CCA T A T T A TGCC T AC T ACAAAGCGCCAACAC T AAGCCACA T AGA T AAGT T T T A T ACCGGT CA T AGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - CAGGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCGTGA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC
T TGA T AGA TGAA T T T T CGCAACA T T T CAGA TGAGA T TGA T ACGCCGCACGG - - - - - - T T TGT CGCGA T CACAGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - CAGGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGCGCCCGCCCCA TGGT A T - - - - - - - - - - - - - - - AAC TGCAACAC T - - - - - - - - - - - - - - - - - - -
AA T CAGT T T A T AC TGA TGCA T - - - - - - - - - - GA T AA TGCCAGGT CCCACGAA T AGA T - - - GT AGT TGGCGCAGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - CAGA T AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGGT - - - - - AGT TGGGC T ACAGA T TGGAA TGACCC TGACC T CAA T ACAA T CA
C TGC TGA TGA TGC T AACA TGGT T AGCGAAGAAAAAGTGT T T TGGTGT A T TGA T AGGT T T TGT AACACCCACAGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - CAGGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGGT - - - - - - - - - - - - - - - - ACACCAAAGGT T CC - - - - - AACCC T CAAC TGT
T AGCACA T T A T AA T AACA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - T A - - - - - - - - - - GT AGGT A T CA T AGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - CAGGT AC T AAAAA T AAAGACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGGT - - - - - AGGT A T T AAAG - T A T T AAA T T A T T - - - - - - - A T T T T CGGC T C T
C T CCAAAA TGC TGT T ACGT CAGCCGCA - - - CGCCGACGACGGGT C T CAA T - - - - - - - - - - - - - - AAACCA T AGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T - - A T AAGCAAACA T ACAAAC T AAAACA - - - - - - - - - A T AC T T T A T ACA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT ACCACAGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAGGCGT T T CC T TGCC T AA T CCA T CC T T AAAAACC T ACAA T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T CAGA T CACAGA T AACAGAAC T AA T T T AGA T TGGCGAC - - - - - - - - - - CAGGT A T T AAAAA T AAAAACC TGT CAAA T CGCAGGAGTGCCCGCCCCA TGA T A T - - - - - - - - - - - - - - AAAAAAAAC TGT T T T T - - - A T C T C T T AAAAAC
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 size: 978bp; fragments: 182; full length: 56 (>=880.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 978 bp
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 size: 1278bp; fragments: 184; full length: 0 (>=1150.2bp)

TE consensus (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_225

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

TE consensus after TEtrimmer (bp)
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