
Start crop Point End crop Point

MSA length = 706
AAAAGAA T T A TGA T T TGAC T T C - - - - - AAGT AA T - GAAAAACCAAAAAAAAAAAA - AACAGTGTGTGCAC T A TGTGCGCA T A T T TGAAGTGAGAC T T C T T - - - - - - - - - - CAC T T T T T T C T CGC TGCCGTGTGT CACAGCC T TGAA T T T T T A T AAAGT T TGT T T A T T CA T T AA TGCAGT CAAAA T TGAAAGA T T AGAA T T CA T CA TGGCA
- - A T A TGGGT T AACACAAGT A T T ACA - - - - - - - - - GA T A T A T T T T C T AAAAAA T AGAACAGTGCGTGCAC T A TGTG - GCA T A T T TGT AGTGAAGC T T C T T - - - - - - - - - - CACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T T TGGA T T AAGGGGAC TGAAAC T CGGAA TGT AGA T C T T T T CA TGA T A
ACAA T CGGT AGAAAAAC TGA T T T T AA T AAAGAAC - - - - - - - - - - - - TGT A T T AAAAAACAGTGTGTGCA T T A TGTGCGCA T A T TGGAAGTGAAAC T T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACGA T T AC - - - GA T T A T CAAAAAAACGACGAAA T A T A T A T T T CA T A T AA
- GGAACA T T AAAA T A T - - - - - - - - - - - - - - - - - - - AAGA TGC T T T A TGAAAAAAAAAACAGTGTGTGCGC T A TGTGT ACA T A T T TGAAGTGT CAC T T C T T - - - - - - - - - - CAC T T T CA T C T CGC TGTGGTGTGT AACGGCC T TGAA T T T T T A T AAAA T T T TGT T A TGCG - - - - - - - - - - - - - - - - - T AGGAC TGAGGCGT T AC T AAGAAA
A TGAA T T A T TGAAGA T A TGAA T T A T T T - - - AAA T AGT AACA T T T T A T ACAAAAAAAAACAGTGTGTGCAC T A TGT ACGCA T A T T TGAAGTGA - - - - - - - - - - - - - - - - - - CAC T T T CA T C T CGC TGT CGTGTGT CACGGCC T TGAA T T T T T AGA T AAGT CCC T T C TGCGA T AAGA TGGCCAAAAGACAAACGAAAAAGT T CA T AGT AGAA
- CAAAGGA T A T TGAC T A TGT T T T T T T T - - - T AA T A TGAA T A T T AAGCAGT AAAAA - AA T TGTGTGTGCAC T A TGT T CGCA T A T T TGAGGTGAAAC T T T T T - - - - - - - - - - GGAGGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T A T CACA T T A - - - - - - - - - - - - - - AAAAA T CGGGAGCCGT CCACA T T A
- - - AA TGT T T T A T TGT CAA T AA T T T A TGAGGAGT AAAAAAAACA T A T AAAAAGAAAAAAA T TGTGT A T A - T AAGT CCGCA T A T T TGAAGTGGAAC T T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T CAA - - - - - - - - - - - - - - - - - T AGTGCC T AG - - - - T A T CAGCAAA
AAAAA T A T TGTGAAA T ACGC T CAAAAGAAGT AGCA T A T AAACAAAGT AAAAAAGT AAGCAGTGTGTGCAC T A TGTGCGCA T A T T TGAAGT AAAAC T T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAA T ACGGC TGCAA TGT AAAGGAAAGAGACCA T CGTGGAA
ACAAA T A T T AAAAGAAAAGAAAACAGT AAGAAA T AGAAA T ACCGT A TGA T CGAAAAAACAA TGTGTGCAC T ACGTGCGCA T A T T TGAAGTGAAAC T T C T T - - - - - - - - - - CAC T T T CA T C T CGC TGT CGTGTGT CACGGCC T TGAA T T T T T A T AAAA T C T CAC T T CAAA - - - AAA TGGC T AAA TGACCA T CAA TGACA T T CC T CA T A T AA
- - - - AAGT T C T AAGAGAGGAAC TGCC - - - - AA T TGAAGAGCCA T T A T AA T AAAAA - AACAGTGTGTGCAC T A TGT C - - - - - - - - - - - - - - - AAAC T T C T T - - - - - - - - - - CAC T T T CA T C T CGC TGT CGTGTGT CACGGCC T TGAA T T T T T A T AAAA T T T CAC T A TGTGT T AAAGTGAA T AA T AAAAAGAA T A T AGAAA TGT CAACGAAA
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 size: 706bp; fragments: 12193; full length: 35 (>=635.4bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 100 200 300 400 500 600 700

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 706 bp
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 size: 1015bp; fragments: 12169; full length: 0 (>=913.5bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_151

 size: 519bp; fragments: 6417; full length: 417 (>=467.1bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 519 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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