
Start crop Point End crop Point

MSA length = 380
- - - - - AAAC T T C T T A T AC T - - - - - - - - - - - - - - - - - - - - - - - ACA T T - - - - - - - - - - - - - - - - - - - - CAGGGT CGGAC TGGCCA T A T AGT CAGGGTGGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAC T ACGT T T AGT AA T A TGT AA - - - - - AGT T TGT CCAACG
- - - - - AAAC T T C T T A T AC T - - - - - - - - - - - - - - - - - - - - - - - ACA T T - - - - - - - - - - - - - - - - - - - - CAGGGT CGGAC TGGCCA T A T AGT CAGGGTGGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAC T ACGT T T AGT AA T A TGT AA - - - - - AGT T TGT CCAACG
T T A T AAAA T CAAA TGT T A T AAAGT T - - - - - - T AAAAAAA T ACACAC TGT T A T A T T T AAGAAGGAAGCC TGGGT CGGAC TGGCCA T A T AGT CAGGGTGAGG - - - - - - - - - - CACCCGGCC T C T T C T CA T AA TGCC T CCGAGCCCC T C TGGCCCAGCCACC TGCAA - - - - - AGAGC T ACA TGGAGGGT T T T CAAAAGGT A T C T T A T C T AAA T
ACA T CACAGA T T A TGT T C TGTGA TGACCA T AGAAACGAA TGT T T AA TGT T AA T - - - AAAAC TGT A T ACAGGGT CAGAC TGGCCA T A T AGT CAGGGTGGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGT - - - - - T T T A T T A T AAGT C T A TGGT ACGAAC TGT A T T ACA TGCAACG
ACA T CACAGA T T A TGT T C TGTGA TGACCA T AGAAACGAA TGT T T AA TGT T AA T - - - AAAAC TGT A T ACAGGGT CAGAC TGGCCA T A T AGT CAGGGTGGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGT - - - - - T T T A T T A T AAGT C T A TGGT ACGAAC TGT A T T ACA TGCAACG
ACGT CC T CC T T T A TGT T T T AAGA TGT T T A T - CAA T T T T A T T AACAC T - TGAA T T T CAAAAGCGT AGCCAGGGT CGGAC TGGT CA T A T AGT CAGGGTGGCG - - - - - - - - - - CACCCGGCCCC T CC T CACAA TGCC T CCGGGCCCC T C TGGT CCAGCAGC T C T AAA T CCAGCC T T T T TGACCGT T A TGT T T TGGA T AA - AGCGGT T A T AA T T
A TGC T A T CC T T T T CGTGT TGAAA T T - T T A - - CAA T T T T A T T T T CA T T - TG - - - T A T ACGGT C - - - GCCAGGGT CGGAC TGGT CA T ACAGT CAGGGTGGCG - - - - - - - - - - CACCCGGCCCC T CC T CACAA TGCC T CCGGGT CCC T C TGGCCCAGCCACC TGCGCGCCAGT T CAC T TGT T T T T T AC T ACCCGAAACA - GCGT T ACA T CACA
ACCA T AAACC T T C T AA T T T - - - - - - - - - - - - CAA T T T T A T A T ACA T C - - - - - - - - - - - - - - - - - - - - CAGGGT CGGAC TGGCCA T A T AGT CAGGGTGGCG - - - - - - - - - - CACCCAGCCCC T CC T CACAA TGT CCCCGGGCCCC T C TGGCCCAGCCACC - T ACA T CCAA T T T T C T CGA T T T T T T AAA T CCGAA - - - - ACCCCA T A T A T C T
AACGT A T CC T TGA T A T TGT ACAGTG - - - - - - T A T T T CAC T AGA T A T TGT A - - - T T T A T AAGTGT - ACCAGGGT CGGAC TGGCCA T A T AGT CAGGGTGGCG - - - - - - - - - - CACCCGGCCCC T CC T CACAA TGCC T CCGGGCCCC T T TGGCCCAGCCACC TGGTG - - - - - T C T AC T A T ACA T T AAGT A TGCAACA T A T A T T T T T T A T CAGA
- - - - CCGCC T CAGAACGC TGAAGT T A T TGT A T AA T TGAA T AGC T AAC - CA - - - - - - - - - - - - - - - CCCAGGGT CGGAC TGGCCA T A T AGT CAGGA TGGCG - - - - - - - - - - C - - CCGGCCCC T CC T CACAA TGCC T CCGGGCCCC T C TGGCCCAGCCACC T AGGC T ACAGTGGT CCAGCCGT TGGCCGT CGAGGCCGCAC T TGGTGCC T A T
- - - - - AAAC T T CCCCCAC TGGGACCA T T A TGT AA T T A T C T ACACA T TGTG - - - - - - - - - T CC - - - AGCAGGGT CAGAC TGGCC - - - - AGT CAGGGTGGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T CCAGT T ACCACAAC T T T TGA T T T T T AAA TGGT AC T T T A T A TGGCA
- CCCGT AC T T T T T CCC T T TGA TGTGA T T ACACAC T CAAAA T CCCA T T ACGGA T T T T T AAGCCC TGT CCAGGGT CGGAC TGGCCA T A T AA T CAGGGTGGCG - - - - - - - - - - C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 380bp; fragments: 673; full length: 78 (>=342bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 380 bp
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 size: 689bp; fragments: 664; full length: 0 (>=620.1bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_2661

 size: 300bp; fragments: 897; full length: 118 (>=270bp)
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Before TEtrimmer 300 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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