
Start crop Point End crop Point

MSA length = 2610
CCGT T ACGT TGCCGT T C TGC T T T T C T T ACGA - - - - - - GACA T AGCC T AAAGA T A TGAAGA T A T - T ACGGAGAGA T CCA T AA TGAA TGAGAGAGT TGGCAA - - - - - - - - - - TGAACAAA T T CGGAA T AGCCAAC T A T T T A T T C T T TGTGGA T CGC T CGGT - - - - - A T A T T CA T - - - - - - - - - - - - - - - - - - - - - A T C T A TGGCAGAGA T AA
AACAGAGT TGAA T TGAA T TGT TGACGCGT CA T AAGTGGA T AA TGT CGACAGA TGGGAAAA T AGA T ACGGAGAGA T CCA T AA TGAA TGAGAGAGT TGGCAA - - - - - - - - - - TGAACAAA T T CGGAA T AGCCAAC T A T T T A T T C T T TGTGGA T CGC T CGGT AAA T T T - GA T T AAAAGT T AAAACCA T AGAA T AAA - - - - - - - - - - - - - - - - -
GT T T T A T T T T A T CGCAAAAA T T AA T A T A TGA T T AA T A T ACC T A T A T T T AAAA T A TGAAAGT A T A T ACGGAGAGA T CCA T AA TGAA TGAGAGAGT TGGCAA - - - - - - - - - - TGAACAAA T T CGGAA T AGCCAAC T A T T T A T T C T T TGTGGA T CGC T CGGT - - - - - A T AA T T A T A T T A T T T AA T ACA T T T T AAAAA T C T AGC T T AACCC T A T
T T TGGA T - - - - - - - - CAACA T T AAA T T ACGC - - - - - - AACA T TGAA T CAA - - - - - - - - - - T A T T T ACGGAGAGA T CCA T AA TGAA TGAGAGAGT TGGCAA - - - - - - - - - - TGAACAAA T T CGGAA T AGCCAAC T A T T T A T T C T T TGTGGA T CGC T CGGT AGA T CA TGA TGAGGC T CGGACACCC TGT ACAAA - - CA T AGC T T AAAC T CAA
T T T TGGT T T - - - - - - GGAAGT T T A T T T A TGA - - - - - - T A T T T CGGC TGAA - - - - - - - - - - - - - - T ACGGAGAGA T CCA T AA TGAA TGAGAGAGT TGGCAA - - - - - - - - - - TGAACAAA T T CGGAA T AGCCAA T T A T T T A T T C T T TGTGGA T CGC T CGGT - - - - - A T AAAGAGGT T T T AAAA T CC T T T A T T AA - - - - CA T T T T AA T A T AGT
T AA TGACA T AA TGT CACA TGT T T CAC T T TGA - GAA T AC T T T T AAA T T AAAGA T A T T AG - - T A T A T ACGGAGAGA T CCA T AA TGAA TGAGAGAGT TGGCAA - - - - - - - - - - TGAACAAA T T CGGAA T AGCCAAC T A T T T A T T C T T TGTGGA T CGC T CGGT - - A T T C TGA TGAAGAC T T TGAAACGT CAA T T AAAAAA T AAA T T AGC T T T A T
AC T CAGTGT A - - - - - - - - - - - - - - - - - - - - - AAA T T A TGCC T ACA T T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAACAAA T T CGGAA T AGCCAAC T A T T T A T T C T T TGTGGA T CGC T CGGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGGGT A T T AGCC T TGT
AACAAA T CC - A T CGAACA TGAGAACC T A T AA T AAC T - GC T AACGCCA T AA - A - - - - AAAAC - - A T ACGGAGAGA T CCA T AA TGAA TGAGAGAGT TGGCAA - - - - - - - - - - TGAACAAA T T CGGAA T AGCCAAC T A T T T A T T C T T TGTGGA T CGC T CGGT A T AA T T CAAA TGAAAGT T AAAACA T T AC T A T AAAAA T AAA T A T AA TGACGC
A TGT AA TGTGAGAGAGACAGAGACCAA T TGA T AAA T AAACA T T AA T AAACGAAA TGAAAA - - - - T ACGGAGAGA T CCA T AA TGAA TGAGAGAGT TGGCAA - - - - - - - - - - TGAACAAA T T CGGAA T AGCCAAC T A T T T A T T C T T TGTGGA T CGC T CGGT ACA T TGT AA TGA T - - - - - - AAA T ACC T TGC T AAGT T ACGA T T T AAA T T T A T
A T A TGACA T CACGT AAGT CAC T ACCACGTGA TGAC T A T AC - - - - - - - - - - - - - - - - - - AA - - - - T ACGGAGAGA T CCA T T A TGAA TGAGAGAGT TGGCAA - - - - - - - - - - TGAACAAA T T CGGAA T AGCCAAC T A T T T A T T C T T TGTGGA T CGC T CGGT AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAACAAAA T CGGAA T AGC T AAC T A T T T AA T CA T TGTGGA T CGC T CCGT A T - - T A T AAA T AAAA T T C T AAACC T T T AAA T AAA - - - - - - - - - - - - - - - - -
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 size: 2610bp; fragments: 261; full length: 8 (>=2349bp)
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 size: 2918bp; fragments: 261; full length: 0 (>=2626.2bp)
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TE: rnd_5_family_12299

 size: 2208bp; fragments: 242; full length: 1 (>=1987.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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