
Start crop Point End crop Point

MSA length = 429
- - - - - - T T C T T CAGT T AAA T A T T C T AGGACGT ACA T A T AAACGACA - T T T T T AGT T AAGACCCCGT T CACA T TGAGCGAC T T AC T A T CGACGCGGCGT CG - - - - - - - - - - CGCCGCGT CGAGAGT AAGT CGC T CAGTGTGAACGGGA T C T T A T AGT AAACAGT T T T T T T T C T T C T A T TGCGCAGAA TGCCGT AGT T AAAGGC TGC T T C T T
T T T A T AC TGT CC T AC T AAA T CGGA T AAAGT A T ACGAAGCAA T CAGGC - - - - - - - - T AAGACCCCGT T CACAC TGAGCGAC T T AC T C T CGA TGCGGCGT CG - - - - - - - - - - CGCCGCGT CGAGAGT AAGT CGC T CAGTGTGAACGGGGT C - - - - - - - - AAC - - - - - - - - - - - - - - GAAAGA TGACAACGCGCGTGGAA - - - - - - - - - T TGG
T A T CAAGTGT C T AA T CA T A T T AC TGAGC T T A T ACAAC TGAC T T AA T T T T T - - - - - - - - - - - CACA T T T ACAC TGAGCGAC T T AC T A T CGACGCGGCGT CG - - - - - - - - - - CGCC T CGT CGAGA T T AAGT CGC T CAGTGTGAACGGGT C T T AGAGGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAGT T ACCGCA
T T T AGAGT T AGA T T T TGACAA T A T T AGGT TGAGGGGA T T AC T T T - - - T T A T T AGA T AAGACCCCGT T CACAC TGAGCGAC T T AC T C T CGGCGCGGCA T CA - - - - - - - - - - CGCCGCGT CGGGAGT AAGT CGC T CAGTGTGAACGAGGT C T T AGAGG - - - - GT T T T T A TGAAA T AGT TGAAAGAAAGAGC T T T T T C T T AAAAAAACACC T A
T T T AAGT T CA T A T T T T A T A T T T A T TGT AGAA T T TGT A T T T T T T CC T A T T T C T AGA T T AGACCCCGT T CACAC TGAGCGAC TGAC T C T CGACG - - - - - - - - - - - - - - - - - - CGCCGCGT CGAGAGT AAGT CAC T CAGTGTGAACGGGGT T T T AGAGT - - - - GGA T T T T A T T A T TGGGAGGAAGA TGG - - - - - - - - - - - - - - - - - GT A T TGA
T A T A TGGCCA T T A T T T T AAAA T C T T AAAC TGT T A T CGT A T AA T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT CGCGT CGAGAA T AAGT CAC T CAGTGTGAACGGGGT C T AAGT C T - - - - - - - - - - - - - - - - - - - - A T AGAAA TGA TGT C T T T AAGAA - GAA TGT T CACA
T T T A T - - - - - - - - - - - AAA T T ACA T AA TGCGT CAGT AC T AA T C T TGA T T T - CGT C T T AGACCCCGT T CACAC TGAGTGAC T T AC T C T CGA TGCGGCGT CG - - - - - - - - - - CGCCACGT CGAGAGT AAGT CGC T CAGT A TGAACGGGGT C T T A TGC TGCACAC T T T AA T A T AA T AGAGGT A T AA T AGT A T AC T AGGGAA T T CACA T TGT CG
CACGT A T CCGT AAACGAAA T T T C T CAC TGCGCAAGCGT ACA TGT CAA T T T T T AGA T T AGACCCCGT T CA T CGTGAGCGAC T T AC T C T CGACGCGGCGT CG - - - - - - - - - - CGCCGCGT CGAGAGT AAGT CGC TGAGTGTGAACGGGGT C T T AGAA T - AACGGT T T T AA T A T AGAAAA T AGCAA T AA T A T AAA T A T TGAAAAA T AA T T AGA
- - - - - - - - - - - - - - - - AGT T AGCCGGGT CAGC T AGT A T T T AC T AAAA - - - - - - - A T AA T ACCCCGT T CACAC TGAGCGAC T T AC T C T CGACG - - - - - - - - - - - - - - - - - - CGCCGCGT CGAGAGT AAGT CGC T CAGTGTGAACGGGGT C T AAC - - - AAACA T CGT TGA T TGAAGAAA T AAAGAAGA TGCGCAACC T T A - GGAGA T T T TGT
T T TGCC T TGC T T T T T T - - - - - - - T T AAA T TGT CGGT A T T - - - - - - - - - - - - T AGC T T AGACCCCGT T CACAC TGAGCGACA T AC T T T CGACGCGGCGT CG - - - - - - - - - - - - - - - - - - - - - GAGT AAGT CGC T CAGTGTGAACGGGGT C T T A T AC - AAGC T T A T T T A T AAAA T T AAAAA T TGACAAAA T CAGAGC TGA - T AA T A T ACACA
T T T ACAGT C T T T T T C T AGA T T CGCAA T AA TGT CAC TGT T AA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCCGCGGCGGGAA T - - GT CGC T CAGTGTGAACGGGGT C - - - - - - - - AACA T A T T T T T AAAA T CAGAAAAAAA TGGTGC - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGGT AAGACACCGT T CACAC TGAGCGAC T T AC T C T CGAGGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 429bp; fragments: 143; full length: 7 (>=386.1bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 429 bp
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 size: 737bp; fragments: 123; full length: 0 (>=663.3bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_4536

 size: 442bp; fragments: 117; full length: 2 (>=397.8bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 442 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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