
Start crop Point End crop Point

MSA length = 779
C T TGAC T TGTGA T C T C T A T - T T T T A T T T C T T AC T C T A TGT T T AC T T T AA T AAAA TGT A T T A T A T ACA T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CAC - - - - - - - - - - AAAAA TGACGA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGACA T A - - - - T AA T A T AA T AA T AGCA - - - AA T AA T AA TGA T AA T T - - - - - - - - - -
- - - GAGT TGAAAGT T T TGAA T T C T A T T TGACAAGT AGA TGACAAAA T T AC - - - - - C T TGT CCA T A T A T C TGT ACCCCAGAAGCAA T C T A TGT T AAGT CAC - - - - - - - - - - AAAAA TGACGA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A TGT A T T TGA T A TGGGAAGTGT CCA T C T T TGCGA T T T CGACAAAAAAGGT T A
- - T AA T TGCC TGAGC T T T C - C T T CA T T TGC T AGGC T A T TGT TGA T - - - - - - - - - - GGA T T T T ACA T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CAC - - - - - - - - - - AAAAA TGACGA T T T TGGAC T T AACA T AGT T TGC T T C T A TGGT ACAGA T A T ACA T T TGGTGCAC T TGGGGCA - - - AAC TGGGGT T T CCC TGT CC TGA T T T T
- - T AGT T CAGCA T C T T TGT A T ACGACC T AAAA T A TGT T TGC T AGAA T - - - - - - - - - - - - T CGA T A T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CAC - - - - - - - - - - AAAAA TGACGA T T T TGGAC T T AACA T AGT T TGC T T C T AGGT T ACAGA T A TGT T T T T T T T CCAAGA - - - - - - - - - - - - - - - - - - - T CACC T AA T CAGAGAC
- - AAAAA TGT T TGT T T T AAGTGC T A T A T T T AAGA T C T A T AA TGGA T AAGGA - - - - ACGAGA T ACA T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CAC - - - - - - - - - - AAAAA TGACGA T T T TGGA T T T AACA T AGT T TGC T T C T AGGGT ACAGA T A T ACA T A T CAC T CAAAA T AA T T CAAAAGC T A T AAC T T A T AGT T AAAA T A T T T
- - - - - - - - - - CAGT A T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T T T C T A T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT T AC - - - - - - - - - - AAAAA TGACGA T T T TGGAC T T AACA T AGT T TGCA T C T AGGGT ACAGA T A T A T - - - T T AAGT AACGA T AAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CGT CA T T T T T T A T T T T T T T - CC T AAAACACCACA T AACAAA T C T T AGT AAAAAA T - - - - - - CA T A T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CAC - - - - - - - - - - AAAAA TGACGA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A T A - - - - - - - - GAAA T T T T AA - A - - - C T T T T TGGT T T T ACC T CA T T AGGT AA
T - AGA T T CAGCAA T CC T T CACGT A T T T C TGGGAGT AGTGGT T T T T A T AA T - - - - - - - - - - - T ACA T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CAC - - - - - - - - - - AAAAA TGACGA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A T A T T T TGT T T A T AAGAAAAACAG - - AA T A T T AAAGT TGAGC T A T T A T AGAG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAA T T A T AAA T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CAC - - - - - - - - - - AAAAA TGACGA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGAACAGAAA TGCA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAGGT
C T - GGC T TGGT AA T T T T T CAGC T T AAA T A T AAAAACGAAGA T T C T A T T AGGCAGT - - - - T ACGT A T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CAC - - - - - - - - - - AAAAA TGACGA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A T A TGT T T T A TGT AAGT T AAAGAA - TGT T T A T AAA T T CAA T T TGAAAAA T AC
- - - - - - - - - GC TGT C T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T T TGCA T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CAC - - - - - - - - - - AAAAA TGACGA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A T AGAGGT AGAAAAAAAACAGT AAA T AAACA T T A T TGT T T T T CGAAGT A T T C
C T - - - - - - - T CAGT T T T T T - T A T T A T A T CAAAA T CCACA T T T CC T A T CGAAAAA TGCA T CC TGT A T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CAC - - - - - - - - - - AAAAA TGACGA T T T AGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A TGT - - - T T A T ACAGACA T AG - A - - - AC T AAAAA T T C T C T T T T CAAAGA T A T
C T T T T T T T T T T AGA T T T T T A T T C T ACA T AGAAAA T C T T T AAA T AAA T AGT AAAA T T A T T T T T CAA T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAA T CAC - - - - - - - - - - AAAAA T T ACGA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A TGT A T T T T A TGCAAAAA T CGGGAA T AACAA T AA TGT TGAACAAA T AA - - - -
- - - GA T T CA T CGA TGT T T C - - - - - - - - CGGAACA T CGA TGT T C T CGT AGA - - - - - - - - - - - - - - - - - - C TGT ACCCCAGAAACAAAC T A TGT T AAGT CAC - - - - - - - - - - AAAAA TGACGA T T T TGGAC T T AACA T AGT T TGC T T C T AGGGT ACAGA T C TGT T T T CGAGGAAAGT T CGAAA - GT CAC T A TGAA T CCGA T CGGT AAAA T AG
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TE: rnd_4_family_477.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: 779bp; fragments: 1472; full length: 301 (>=701.1bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600

0
10

0
20

0
30

0
40

0
50

0
60

0
70

0

TE consensus genomic coverage plot (bp)
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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 779 bp
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TE: rnd_4_family_477.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: 1081bp; fragments: 1472; full length: 0 (>=972.9bp)

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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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_477

 size: 844bp; fragments: 2232; full length: 235 (>=759.6bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 844 bp



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

TE consensus after TEtrimmer (bp)
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