
Start crop Point End crop Point

MSA length = 4032
T TGT T CGA T T C T AAAA T T CGGT CC T CCA T AC T AC T ACGAACCAA T CAA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AGT CAAAAAAGA T T A T T T A T T T A T T T A T C TGT T A T T A T ACA T T T AA T C T T T T AGTGC T - - - - - - - - - - - - - TGT T T AAA T T CA TGT AGA T AGAAAC T
CGT CGAGTGT CACAGAACCCCGCC T C T A T AC T AC T - - - - - - - - - - - - - - - - T CAAGA TGGCGT C T AGTGACCAGT CGCA T A T TGC T TGTGAA T T AAAAAA - - - - - - - - - - AGT AGT CAA T AAAGA T T A T T A T T T T T T T T AA T T T T TGT T A T A TGT C T T A T T A T C - - - - - T CCA T AA T A T AG - A T T AA T T AAAA T AA T CAAAACAAAAGAA
- - - - - - - - - - - - - - - - - - - - - - - - T T TGCAAGT C TGT ACACGAAA T TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AGT CAA T AAAGA T T A T T T A T T T A T T T A T T T A T T T A T A T A T CACA TGGGCCCAAAGCC T CCGAGTGAGGT A T AAACCC T AGCAACA T AACC T AAC T T A
- - - - - - - T T T T T T AAAA T T A T CA - T T CGT AACAC T AC T T T C T AAAC T A T T T T CAAGA TGGCGT C T AGTGACCAGT CGCA T A T TGC T TGTGAA T T AAAAAA - - - - - - - - - - AGT AGT CAA T AAAGA T T A T T T A T T T A T T T A T T T A T T A T - - T C T A TGT T A T CGAC T ACGGC T AAAAGAACGGT T T TGACCAACGAAGT A T AAA T T AGGT T C
AAGCCAACCCCC TGAGT CCA T T AC T T T AA T A T AGT AC T TGAGAAAC T AAA T T CAAGA TGGCGT C T AGTGACCAGT CGCA T A T TGC T TGTGAA T T AAAAAA - - - - - - - - - - AA T AGCCGAGGAAGA T CA T T A T T A T CA T T A TG - - - - - - - - - - - - - - - - - - GC T A T A T AGA T T A T CAAAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
G - GAA T C T T CC TGA T AAGCGT T AC T T TGGAAAAC T AC T TGT CC T A T T A TGT T CAAGA TGGCGT C T AGTGACCAGT CGCA T A T TGC T TGTGAA T T AAAAAA - - - - - - - - - - AGT AGT CAA T AAAGA - - - - - - - - T T A T T T A T T T A T T A T - - T A T T T A T T A T T T CGGAGAGC TGGT AGTGTGGT AC T CA T TGGAAGTGAAGAAAA TGAA T T T
C T A TGT A TGT CACA T AGAC T C T T - GT CGT A T CA T TGTGGC TGCAGC T A T A T CCAAGA TGGCGT C T AGTGACCAGT CGCA T A T TGC T AGTGAA T T AAAAAA - - - - - - - - - - AGT AGT CAA T AAAGA T T A T T A T C T C T T T T TGC TGT T A T TGT A T AC - - - - - TGTGCAAGT ACAGGA T TGA T T T A T T A T CCA T T ACA T TGGA T T T TGAGGT C
T T T CGCCCGCGTGGAGA T CGTGA T TGCGT A T AAC T T T A TGAGGAGC TGTGT T CAAGA TGGCGT C T AGTGACCAGT CGCA T A T TGC T TGTGAA T T AAAAAA - - - - - - - - - - AGT AGT CAA T AAAGA T T A T T T A T C T A T T TGA T T A T T ACCA T T TGT A T - - - GGT AAAA T A T TGA TGGT AAAGT A T CAC T TGAAGCAA TGT AGAA TGAGGCA
A T - - - - - - - - - - - - - - - - - - - - - - T T TGT AA T AGT AAGT ACAAAAAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T CGA TGGT AAACGGAA T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T AAAA T A T C T CGAGAACCA T T T - C T CGT AGCGA T T T T T AGCAAGA T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AGT CAA T AAAGT A T A T T T A - T T A T T T A T T A T T T A T - - T A T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 4032bp; fragments: 154; full length: 4 (>=3628.8bp)
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 size: 4343bp; fragments: 155; full length: 4 (>=3908.7bp)
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TE: rnd_5_family_14904

 size: 3104bp; fragments: 137; full length: 9 (>=2793.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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