
Start crop Point End crop Point

MSA length = 374
T AAGAAAAACAA T T AAACAAAGAAAA TGT CCAAA T T T AAAC T AGAAGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAAAACGCA TGCGT T T - - - - - - - - - - GCCA T CCC TGCGT T T T T AC TGCAGCCGCAAAAACGCGCAGTGT AACACCGGAC T AAAAGAAA T T - GCAC TGAGAAA T T AC T AAGAAAAACCCAAAAAA - -
- - - - - - - - - - - - - - - - - - - - AGACCAACACCAAA T T T T A - - - - - - - GA T T AGGCGGTGT T ACAC TGCGT T T T TGC - GC TGCAGT AAAAACGCA TGCGT T T - - - - - - - - - - CCCA T CCC TGAGT T T T T AC TGCAGCCGCAAAAACGCA T AGTGT AACACCG - - - - - - - - - - - - - - - T TGTGCAAGGGCC T ACCAGAAACA T T T T T T AAA - -
T AAA TGGAAACC T T TGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGCCGGTGT T ACAC TGCGT T T T TGAGGC TGCAGT AAAAACGCA T AAGT T A - - - - - - - - - - GCCA T CCC TGCGT T T T T ACCGCAGCCGCA T AAACGCGCAGTGT AACAACGGGC T T AGGAGT A - - - - - - - - - - - - - - - - - - - AAAA TGT AC T T T T - - - - GT
T AAA T AAAA T T T C T T AA T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCA T CCC TGCGT T T T T A T TGCAGCCGCAAAAACGCACAGTGT AA T ACAGGCC T AA T AGT T A - - ACAA T AAACGTGGT AGTGT T T A T T A T T T T C - - - - - -
- - - - - - - - - - - - - - - - - - - - GGTGCA T CGCCGCGC T T TGAAGTGT CGACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCA T CCC TGCGT T T T T AC TGCAGCCGCAAAAAGGCGCAGTGT AACACCGGGC T AAG - - - - - - - A T CA T CAAAGT A T TGCCA T T T AA T AC T T T CAAAA TG
T AAA T AGAAGC T CCCAAAAAAGA T CCAGACCACGC T TGG - - - - - - - - - T AAGCCCGTGT T ACAC TGCGT T T T TGCGGC TGCAGT AAAAACGAGTGCGT T T - - - - - - - - - - GCCA T CCC TGCGT T T T T AC TGCA T ACGT AAAAACGCGCAGTGT AACACCGGGC T AAAACCAA T T - GGT T AGAGACA T A T T AGACGAA T A T T T AAAA - - GT
- - - - - - - - - - - - - - - - ACAAAGAA T A TGGA T AAGT T T A T AC T ACA - - - - - - - C TGC TGT T ACAC TGCGT T T T TGCGGC TGCAGT AAAAACGCA TGCGT T T - - - - - - - - - - GCCA T CCC TGCGT T T T T AC TGCAGCCACAAAAACGCA T AGTGT AACACCGCAC T AAGGTGGC - - AAAACCA T CACA T AGT AACAAAGT AC T T T A - - - - GT
- - AAGGACAAC TGT AAACAA - - - T AA T A T CGAAC T T T CGC TGGGAA - - T AAGCCGGTGT T ACAC TGCA T T T T TGCGGC TGCAGT AAAAACGCA T ACC T T T - - - - - - - - - - GCCA T CCC T AC T T T T T T AC TGCAGCCGCAAAAACGCGCAGTGT AACACCGGGC T AAGGCA T A T T T ACAAAAA T AGA T AAAAAAGGAAAGCGT CAAAAAAA
- - - - TGT T T T C T T C TGACGA - - - C T T T T T A TGAA T T CGT ACGAAGA T ACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T AAAAACGT A TGCGT T A - - - - - - - - - - GT CA T CCC TGCGT T T T T AC TGCAGCCGCAAAAACGCGCAGTGT AACACCGGGT T AAGACGT AC T - - - GT T AAAACGT AAGGAA T A T AAACC T T AA T AGA T
- - - - - AA T A T T ACA TGAC T A - - - A T AACCAAAAA T T T CAGTGGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCA T CCC TGCGT T T T T AC TGCAGCCGCAAAAGCGCA T AGTGT AACACCGCA T T AACCCGACA T - - AGT CCAAAGA T AACC T A TGA T CACCC T A - - - - GA
- - - - - GAAAAC T T C TGACAA - - - ACAAGGA T AGAC T T A TGTGGGAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACA T CCC TGCGT T T T T AC TGT AGCCGCAAAAACGCA T AGTGT AACACCACAC T T ACA TGCC T T - - - - - - - AAA T A T T A TGCAA T A T T A T T T T A - - - - A T
TGT A TGGCAC T CC - - - - - - - - - - GCACGCCAGCGCC TGT CGT T ACAGGT T AGCCGGTGT T ACAC TGCGT T C T TGCGCC TGCAA T AAAAACGCA TGCGT T T - - - - - - - - - - GCCA T CCC TGCGT T T T T AC TGCAGGCGCAAAAACGCGCAGTGT AGCACCGGGC T T ACACACA TGAGCGT CAGTGT AAAAA T CCGT AACAGT T C T - - - - AG
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 size: 374bp; fragments: 205; full length: 19 (>=336.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 374 bp
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 size: 677bp; fragments: 151; full length: 0 (>=609.3bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_1246

 size: 350bp; fragments: 108; full length: 2 (>=315bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 350 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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