
Start crop Point End crop Point

MSA length = 5129
- - - - - - - - - - - - C T AAA T A T T TGCG - T AGC T CACGT CGT A T TG - GGT AAGCAAACAAGCA T C T CAAAACAGAAGAGA T T CCA T CGA TGT TGCCA T A T TGC - - - - - - - - - - T CGT AAA T C TGGCAACGT CGA TGGAA T CGT T T C T C T T T TGAGA TGC T TGT AGCAAGGTGGCGGT A T T CGT CC T AGGGGT A T T TGCAAC T CCGA TGAA T T C
GTGAAA T AGAAAA T T AA T A T T TGCA T C T CC T CACGACAAGT A T - - - - - - - - - - ACAAGCA T C T CAAAACAGAAGAGA T T CCA T CGA TGT TGCCA T A T TGC - - - - - - - - - - T CGT AAA T C TGGCAACGT CGA TGGAA T CGT T T C T C T T T TGAGA TGC T TGTGACAGGCCGCCGAGACAAGGACAGAA TGT T T C TGCAAC T CCGA TGAA T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GTGAGA T AGAAAA T T AA T - - T TGCA T C T CC T CACGACAAGT A TGCC T AGACAGACAAGCA T C T CAAAACAGAAGAGA T T CCA T CGA TGT TGCCA T A T TGC - - - - - - - - - - T CGT AAA T C TGGCAACGT CGA TGGAA T CGT T T C T C T T T TGAGA TGC T TGTGT T - - - - - - - - - - - - - - - - - - - - - - - TGT T T T TGCAAC T CCGA TGAA T T T
GT CAA T CCG - - - T T T AA T A T - - - - - - C T T T AAACGT CAAGCAG - T T T AAGCAAACAAGCA T C T CAAAACAGAAGAGA T T CCA T CGA TGT TGCCA T A T TGC - - - - - - - - - - T CGT AAA T C TGGCAACGT CGA TGGAA T CGT T T C T C T T T TGAGA TGC T TGTGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT A T A T T T AAAAAGT - - - - - - - - GCC T TGT T T ACAAA - - - - - - - - - - - - - - - - ACAAGCA T C T CAAAACAGAAGAGA T T CCA T CGA TGT TGCCA T A T TGC - - - - - - - - - - T CGT AAA T C TGGCAACGT CGA TGGAA T CGT T T C T C T T T TGAGA TGC T TGT T T T - AAAGT CCA T T C T AAAA T T CAGC TGAGT T TGCA - C T T CGA T - - A T T T
GT AAA T T T TGT AAA T AACAG - - - AA T T AAA T TGT CAAGT T TGT - - - - - GACGAACAAGCA T C T CAAAACAGAAGAGA T T CCA T CGA TGT TGCCA T A T TGC - - - - - - - - - - T CGT AAA T C TGGCAACGT CGA TGGAA T CGT T T C T C T T T TGAGA TGC T TGTG - - - AA T TGT CA TGA TGGT T AGAAAC T A TGT T TG - - - - - - - - - - - - A T T C
T T T AGA T C T AAAAACGC T A T T TGC T T T AGCC T CCA T A - - - - - - - - - - - - - - - - - - - - - - - - C T CAAAACAGAAGAGA T T CCA T CGA TGT TGCCA T A T TGC - - - - - - - - - - T CGT AAA T C TGGCAACGT CGA TGGAA T CGT T T C T C T T T TGAGA TGC T TGTG - - - AAA TGACAC T C TGAA T AGAAGCCA T A T - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - T T A T CAGCAACAGAAAAACACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGT AAA T C TGGCAACGT CGA TGGAA T CGT T T C T C T T T TGAGA TGC T TGTGGG - GCAGGC T AA T T A TGT TGT T AGT T AGT T T T T T T AC T C TGAGAAGAC T
A T T TGT T T A - - - - - - - - - - - - - - - - - T T AC T CGCGGCAAAGAGGT T TGGT - - - GCCGGT CGT CCAAAACAGAAGAGA T T CCA T CGA TGT TGCCA T A T TGC - - - - - - - - - - T CGT AAA T C TGGCAACGT CGA TGGAA T CGT T T C T C T T T TGAGA TGC T TGTGA T AACGGGACGCGACGGGACGAACGACAGAAAACAAA T CCAA TGAGT T C
- - - - - - - - - - - - - - - - - - - - T T CGT T - - - - - - - - - - - - - - - - - GTGT AAACAAACAAGCA T C T CAAAACAGAAGAGA T T CCA T CGA TGT TGCCA T A T TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 5129bp; fragments: 124; full length: 7 (>=4616.1bp)
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No TE domain detected

After TEtrimmer 5129 bp
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 size: 5437bp; fragments: 120; full length: 7 (>=4893.3bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_6445

 size: 3189bp; fragments: 97; full length: 9 (>=2870.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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