
Start crop Point End crop Point

MSA length = 769
- - - - - - - - A T A T T T CAAAA T - - - - - - - - GGAA T ACA T A T A T T T T T A T A T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - C T CAAAAA TGACAA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A TGT T T C - - - - - - - - - - - - - - - - - - - AGTGGA - - - - - - T T T ACCA T AAA
T ACA T T T AC T T CC T C T T T A T T A T AGA T AGA T A T CCA T A T A T T AA T A T A T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - C T CAAAAA TGACAA T T T TGGAC T T AACA T AGT T T AC T T C T AGGGT ACAGA T A T TGA T T ACC T T AC T A TGGCAC T TGTGA T TGGGC T CAAA T T TGT A T AC T
AAAA T A T AAGC T C T T AAAA T T T T T T AA TGA T A T A - - - - - - - - - - - ACA T ACCCGT ACCCCAGAAGCAAAC T A TGT T AAGT CAAAAAACGAA T T T T TGAGA - - - - - - - - - - C T CAAAAA T T ACAA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A TGT A T AGA T T A T T T TGGAAA T A T T A T A T T TGAA T T T AC T T T AAA T A TG
T A T ACCGAA T A T T T AGTGT T TGT T TGAAGGT AGA - - - - - - - - - - - C T A TGT C T A TGCCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - C T CAAAAA TGACAA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA TGTGGA T TGT T T T A T T A T T T AA T AGT A T AAAAGAACC T ACC T TGAAA T T T
CGCAC T AAA T A T C T C TGAA - - - - - - - - - - - - - - - - - - A T CCC T A T ACA T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACA T AACAGAGT T T TGAGA - - - - - - - - - - C T CAAAAA TGACAA T T T TGGACCAAACA T AGT T TGC T T C T AGGGT ACAGA T A T A T A T T - - - - - - - - - - - - - - - - - - - T A T TGAAAGAAA T T T T AAA T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGACAAAA T AGA TGT C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGA TGT T T TGAGA - - - - - - - - - - C T CAAAAA T T ACAA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA TGT T T AA T ACCGT A T T T TGGAA T T T T A T A T AGCGCCAGT T T T - - - - - - - -
CA T CA T CCGT ACCACAAAA T TGT CAAAAAA T T C T C T T AA T AAAA T ACA T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - C T CAAAAA T T ACAA T T T TGGAC T T AACA T AGT T TGGT T C T AGGGT ACAGA T A T A T AGAA T T T T TGGT TGA T A T T - - - - - - - - - - - - - - - T T T TGTGAAGC
A T AAAACAC T C T T ACAAAC T T T CAAA - - - - - - - - - ACGCC T CA T CCCAAGT C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - C T CAAAAA TGACAA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGAAA T A T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGAA T ACA T C
T A - A T TGT A TGT T T T AACA T T T T AAAAA T AAAGCC T T AACA TGA T AAA T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - C T CAAAAA TGACGA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGAGT TGT AGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAGT C T C T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGGT A - - - - - - - - - - - GT A T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - C T AAAAAA TGACAA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A T A T A T T ACC T AA T C T CCAA T CA T T A T A T TGAA T CACAA T T - - - - - - - -
TGCAA T T T ACAAGT T T T AAC T T TGTGAAGACA TGCA T T T T T T AA T ACAAC T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACAAAGT T T TGAGA - - - - - - - - - - C T CAAAAA TGACAA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGAAC T A T AGTGT T CAACA T ACAAAAGT - AAA T CACGGC T T A T T T CA T CCCCG
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TE: rnd_4_family_2280.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 769bp; fragments: 972; full length: 217 (>=692.1bp)
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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 769 bp
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TE: rnd_4_family_2280.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1069bp; fragments: 1063; full length: 0 (>=962.1bp)

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_4_family_2280
 size: 1380bp; fragments: 1689; full length: 1 (>=1242bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 1380 bp



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

TE consensus after TEtrimmer (bp)
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