
Start crop Point End crop Point

MSA length = 931
T T TGCACGCGAAAAC T A TGAAA T CAAGGAGA T A T T A TGA TGT T A TGC - CC T AGAGA TGT T ACGA TGGAACCGGACC T A T T CCGACGGAA T AGGT A T CAGT - - - - - - - - - - T CGGAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AC T A T A T C T CGCAC TGCGA TGGCA T CGA T T C T T C T C T CGGCGGCCAGT CCA T T C T AGT AA
- - - ACA T A TGTGCCC T CCGGA T T T T AAGAAGGT T T A TGGC T T T - - - - - A T T AGAAA TGT T ACGA TGGAACCGGACC T A T T CCGACGGAA T AGGT A T CAGT - - - - - - - - - - T CGGAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AC T A - - - - - T A T T T CGAAAAAAAACAAGT - - - - - - - - - - - - - - T T TGAC T A T T T T AAAAA
T T T CCAGA T CA T C T CAAAGA T C T CAA T CCCGGA T C T T TGTGTGA T T CCAC T AGAGA TGT T ACGA TGGAACCGGACC T A T T CCGACGGAA T AGGT A T CAGT - - - - - - - - - - T CGGAA T AGGT ACA T TGAAAA T C T A T T C TGT AACA T C T C T A - - - TGT AA T A T T AA T CCGTGAAAGAGGT T A T T T T TGCA T T - GC TGCAACA T T T T AAGA -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAGA TGT T ACGA TGGAACCGGACC T A T T CCGACGGAA T AGGT A T CAGT - - - - - - - - - - T CGGAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AA T A T A T AA T AGGTGGAAAGAAAAAAGA T CACC T T T C TGT TGGT CCGT T T C T T CCAA TGA
A T AACAAGCAACAAACGC T AGCC T AAA TGGAC TGAA T AA TGG - - - - - C T C T AGAGA TGT T ACGA TGGAACCGGACC T A T T CCGACGGAA T AGGT A T CAGT - - - - - - - - - - T CGGAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T A - - - - - - - - - - - - - - - - - - - - - - - - - GA T CAC T C T CCAGA T - - - - GACGCGT T T CAGCGA
CA TGCACGT T AA T CCGAGGAGT T T A T CAAAAACC T A T A T T TGT A TGCCA T T AGAGA TGT T ACGA TGGAACCGGACC T A T T CCGACGGAA T AGGT A T CAGT - - - - - - - - - - T CGGAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T - C T A TGT AAC T CA T CC TGCC T T AAGT AAAC T T TGTGT T A T T A TGA - - - - AAAGACGCCGC - - - - - - ACCGGACC T A T T CCGACGGAA T AGGT A T CAGT - - - - - - - - - - T CGGAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AC T T T A T AA TGAGTGACAAAGACAGA TGT TGC T T T C T T TGT T CC TGGCACGT T T AAA T TG
GT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T AGAGA TGT T ACGA TGGAACCGGACC T A T T CCGACGGAA T AGGT A T CAGT - - - - - - - - - - T CGGAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AC - - - - - - - T CCGT AACAA T AA T T AAAAA T A T T T T T T T T A T - - - - - - - - T T T T T T AAGA -
T T TGT AGT CGCCC T C TGTGT CA T T AAGAGGGAAC TGT AAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T CGGT - - - - - - - - - - T CGGAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T A - - - T A T AA TGGAACA TGAAGAAGAAGA TGAGT C T T CAAGTGGCCGAA T AGT CC TGGC - A
T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGC T T T T AGAGA TGT T ACGA TGGAACCGGACC T A T T CCGACGGAA T AGGT A T CAGT - - - - - - - - - - T CGGAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AC T A - - - - - T T T T AGGT AGAAAGT AAAGT - - - - - - - - - - - - GGGAGA T T CGT T CCAAC T A
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 size: 931bp; fragments: 415; full length: 32 (>=837.9bp)
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No TE domain detected

After TEtrimmer 931 bp
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 size: 1231bp; fragments: 412; full length: 0 (>=1107.9bp)
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TE: rnd_5_family_755
 size: 911bp; fragments: 520; full length: 32 (>=819.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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