
Start crop Point End crop Point

MSA length = 430
AAC T T T A T T T T AA T A T AAGCAAA T AAAC T C TGT AAAAACC T TGT T A T A T A T - - - GGT T ACCAGA TGAAAACGTGT CCACCCAGGACAAGT C T T CCAAAAA - - - - - - - - - - CA TGT CCGGA T T AA T CGGGACGT C TGGT AACCC T T AGT AAAAGTGAA T T A - - T AAAGT C TGAAAAAA T AAA T ACAC T A T AGT T T T CA T ACCCA TGC T A T T
GA T T T T TGGT CAACACAAA T CAAAACAAGCC T T CGAAA TGT CA T T C T AAA T T AGGGT T ACCAGA T CAAAACGTGT CCACCCAGGACAAGCC T T CCAAAAA - - - - - - - - - - CGTGT CCGGA T T AA T CCGGACC T C TGGT AACCC T - A T T T A T A T CAAAA T ACA T CCGT T TGAA T AAGC T AAA T AAGAAA T TGGA T CCGT A T TGAGA T A T CA
AA T T CAA T T C T - - - - - - - - - - - - - - - - - - - - CCACAAACCC T CCAGCAGGT T AGGGT T ACCAGA TGAAAACGTGT CCACCCAGGACAAGC T T T T CAAAAA - - - - - - - - - - CA TGT CCGGA T T AA T CCGGACA T C TGGT AACCC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TG - - - - - - - - - - - - - - - - - - - - - - - - T CA
GGT T T ACA T T TGA TGCAAAC T CA - - - - - - - - T T CACAACAGT AC T A T AAA - T AGGGT T ACCAGA TGAAAACGTGT CCACCCAGAACAAGT C T T CCAAAAA - - - - - - - - - - CA TGT CCGGA T T AA T CCGGACGT C TGGT AACCC T - AAC T A T A - - - - - - - - AACA T A T T T T AACAAGA T A - - - - - - - - - - - - - T T AC T TGT CAAGT T T TGC
AA T T T T A T T T AAA - ACGT A T AAAAA T A T A T - - - - - - - - - - - - - - - - - - - - - T AGGGT T ACCAGA TGAAAACGTGT CCACCCAGGACAAGAC T T CCAAAAA - - - - - - - - - - CA T A T CCGAA T T AA T CCGGACGT C TGGT AACCA T AGGA T ACAGT CAAA T T A T T AAAA T TGT AAAAAA T AA T T AAA T AA T T A T T T T A T A T CAAAAA T AAGA
T A T T T TGC T T - - - - - - - - - T T AGAGGC T A T CA T CA T AA T T T TGGCGT TGGT T AGGGT T A T CAGA TGAAAGCGCGT T CACCCAGGACAAGCC T T T CAAA T A - - - - - - - - - - CA TGT CCGGA T T AA T CCAGACGT C TGGT AACCC T A - - - - - - - - - - - - - - - GTGA TGT T T ACAAAA - - - - - - - - AA T AA T T A T T T T A T T T TGT AGA T T T T T
AA T T CAA T T ACAC T A T A T AC T T AAGAGT T T C T T AAAA T T AACAGAA T A T A - - - - - - - - - T CAGT TGT T AGT - T A T CCACCCAGAA T AAGCC T T T CAAAAA - - - - - - - - - - - - - - - - - - - - - T AA T CCGGACC T C TGGT AAGCC T - - - - - A T C T TGACA T AA T CAAAGACCAAAA TGA T ACA TGCGCAA T AGCGT T T T CAA T T A T - - - - - -
AA T T T T AAGT CAGC T T T CGAAGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGGT T ACCAGA TGAAAACGTGT CAACCCAGGACAAGGCA T CCAACAA - - - - - - - - - - CA TGT ACGGA T T AA T CCGGACC T C TGGT AACCC T AAAAAA TGAC T T AA T AAGT AAAA T T A T AAAAA - - - - - - - AA T A T T T AAGT T T T C TGAGGGC T T AGC
AA T T T T A T T T ACC T ACCCGT TGGGT A T T T ACA T TGAGGAACCGCCAC TGA T T AGGGT TGT CAAA TGAAAACGTGT T CACCCAGGACAAGCC T T CC - AAAA - - - - - - - - - - CA TGT CCGGA T T AA T CCGGACGT C TGGT AACCC T - AAA T A T A T T A - - - - - T CAAAAC T T T AAGA TG - - AAACGCGTGA T T C T T T T ACAGC T T AAA T AAGT
T AC T T AGT T ACGT CAC TGA T CACAGAC TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGAAACAAGCC T CCCCAAAA - - - - - - - - - - AAAA T CCGGA - T A T C TGGT AAGT C TGGT AACCC T AAAA TGC T T TG - - - - - AGCAGT A T T T T ACAAAA T - - - T AGAAGGT CGC T T T A T CGGAACAA T AGGC
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 size: 430bp; fragments: 1686; full length: 278 (>=387bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 430 bp
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 size: 731bp; fragments: 1676; full length: 0 (>=657.9bp)
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TE consensus genomic coverage plot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_347

 size: 408bp; fragments: 2084; full length: 322 (>=367.2bp)
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Before TEtrimmer 408 bp



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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