
Start crop Point End crop Point

MSA length = 1792
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T T T CC T TGT AA T T A T T C TGA T TGC T AA T AAA T CA T AA - - T AAAAAAAAAA T T AAA T AACAAAAAAGT A T T T T T T A T AA TGT A T T T T T - - - - - - - - -
GACAAAAC TGC T T T AAACA - - - - - - GAA T T AGT AA T CAA T TGAAGACAAAAA T CAAAGAGCCAAAGAGAGGT C T T T TGCAGAGT ACGT AAAAA T T T AAAC - - - - - - - - - - AGAA T T T CC T TGCAAA T A T T C TGA T TGC T AA T AAA T CA T AAAAAAAAAAAA T A T T T CAA TGGCGAAA - - - T T T T T T CAAGAA TGAACCCG - - AAGA T A TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T CAAAGAGCCAAAGAGAGGT C T T T TGCAGAGT ACGT AAAAA T T T AAAC - - - - - - - - - - AGAA T T T CC T TGCAAA T A T T C TGA T TGC T AA T AAACCA T A T - - AAAAAAAAA T A T T AAA TGT TGAGAAA T C T T TGGGT T CAA TGGACGCC T AGA T T T C TG
GACAAAAC TGC T T T AAACA - - - - - - GAA T T AGT AA T CAA T TGAAGACAAAAA T CAAAGAGCCAAAGAGAGGT C T T T TGCAGAGT ACGT AAAAA T T T AAAC - - - - - - - - - - AGAA T T T CC T TGCAAA T A T T C TGA T TGC T AA T AAA T CA T AA T AAAAGAAAA T CGA T AGAAAA TGACA - - - C T C TGAA T AGAA TGGCA T - - - - A T CA T A TG
GACAAAAC TGC T T T AAACA - - - - - - GAA T T AGT AA T CAA T TGAAGACAAAAA T CAAAGAGCCAAAGAGAGGT C T T T TGCAGAGT ACGT AAAAA T T T AAAC - - - - - - - - - - - - - A T T T CC T TGCAAA T A T T C TGA T TGC T AA T AAA T CA T A T - - T AAAGAAA T CAAAA T T A T A T T AAA - A T T T T T T AAA T T AA TG - - - - - - - - T T AAAC T T
GACAAAAC TGC T T T AAACA - - - - - - GAA T T AGT AA T CAA T TGAAGACAAAAA T CAAAGAGCCAAAGAGAGGT C T T T TGCAGAGT ACGT AAAAA T T T AAAC - - - - - - - - - - AGAA T T T CC T TGCAAA T A T T C TGA T TGC T AA T A - - - - A T AAAAAAAAAAAGC T AGAAAAGGAGTGAA - - - CAC T CCAC T AAC TGGACCAG - - A T T C T C T T
TGTGAGT T T AA T T T AAGT T A T T T CAA T AA T TGTGAAAAA T TGGCA T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T T T CC T TGCAAA T A T T C TGA T TGC T AA T AAA T CA T AAAAAAAAAAAA T TGAGAAAGC T TGAAAAA TGAC T T T TGA T AACAAC T T T T T T TGA T CGT A
GA T A T T CC T A - T T CAAGT AA T T T AA T A T ACGT CCA T T T T TGAAAA T TGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T T T CC T TGCAAA T A T T C TGA T TGC T AA T AAA T CA T AAAAAAAAAA T A T T A T T A - - - - - - - - - - - - - T T T T CCA T CCGA T T T T CGT A T A T TGT AA T T
AAAAA T AC T T T C T TGAA T - - - - - - - T A T A T AAACA T T A T T T AAAA T CA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T T T CC T TGCAAA T A T T T TGA T TGC T AA T AAA T CA T AAAAAAAAAAAGT T T T A T AA T T C T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T TG
T ACAC T AAAGC TGT AAGAAA T T T AGGT A T T CA T AGT AAAAA T A T CGT AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T T T CC T TGCAAA T A T T C TGA T TGC T AA T AAA T CA T AA - - - AAAAAAA T CA T AAG - - - - - - - - - - - - CCC T AGA T C T AACGCA T T CC - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - A T TG - - GA T C T T T T AACCGCCCAGGACAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T T T CC T TGCAAA T A T T C TGA T TGC T AA T AAA T CA T AAAAAAAAA T AGC T T T T TGT T AA T AAAAAA T T T T TGA T C T T AA T T TGAC T T - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - A TGT AGCGAAAAA T C T A T AACAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T T T CC T T CCAAA T A T T C TGA T TGC T AA T AAA T T A T AA T AAAAAAAAA - - - - - - - - - - - - - - - - - - - C T T T T T T T AAAACA T T C T T T T AGT C T CC TG
AA T A TGA T T T T T T AA T AAAAC T T A - AA T A T T ACAGT AAA T AGTGAAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T T T CCA TGCAAA T A T T C TGA T TGC T AA T AAA T CA T AA - - T AAAAAAA T AAAAAAA T C T T T A TG - - - T T C T T T AC T T C T TG - - - - - - - - - - - - - - - -
T C T AAGAA T A T T A T AGAGAA TGT AA T T AC T AA T AA T CAA T T AAAA T AAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T T T CC T TGCAAA T A T T C TGA T TGC T AA T AAA T CA T AA - - - - AAAAAA T TGT T ACC T AC T CGAAG - - CGT T ACA T CACACAAACC T CCA - - - - - - - -
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 size: 1792bp; fragments: 286; full length: 5 (>=1612.8bp)
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No TE domain detected

After TEtrimmer 1792 bp
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 size: 2095bp; fragments: 285; full length: 0 (>=1885.5bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_2262
 size: 1777bp; fragments: 131; full length: 3 (>=1599.3bp)
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Before TEtrimmer 1777 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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