
Start crop Point End crop Point

MSA length = 4879
T T A T T T TGT CGA T TGC T T - - CC T TGA TGAGA T AAAC T CAA T T T T A T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AA TGT T T AAAAAAAAGT AAA T AAAC T A T T T TGA T T TGA T T TGA T T TGA T T TGA T A T TGA T CAGT TGCA T AA - - - - AAAAA T AA T AC T A - - - - - - - -
C TGT T ACAAAACA T AAGTGA T AC TGACAGAA T ACA T C TGGT AGACACCACGAAGCA TGCGT ACCGAGT AGGT T A TGTGC T AGCGGCAGT CGT A T T AA T T T - - - - - - - - - - T A T T AA TGT T T AAAAAAAAGT AAA T AAAC T A T T T TGA T T TGA T T TGA T T TGA T T TGGA T T TGA T T TGA T - - T TGA - - - TGAGA T ACGAA T TGGGT T T T T T
T T T T CC T A T AA TG - - - - - - A T T T T A T AACGA T ACC T T CAAC TGCGC T TGA T - AGCA TGCGT ACCGAGT AGGT T A TGTGC T AGCGGCAGT CGT A T T AA T T T - - - - - - - - - - T A T T AA TGT T T AAAAAAAAGT AAA T AAAC T A T T T TGA T T TGA T T T TGT T T AA T T T T AAC T T T AACACCCCC T AAGT AA T T A T A T CAAAA T T A T AACA T T C
T - A T T T TGT AA T A T AC T CAC T T C TGGTGGA TGA TGT T CAA T T T T A T ACA TGAAGCA TGCGT ACCGAGT AGGT T A TGTGC T AGCGGCAGT CGT A T T AA T T T - - - - - - - - - - T A T T AA TGT T T AAAAAAAAGT AAA T AAAC T A T T T TGA T T TGA T T TGA T T TGA TGT AAAA T TGAAGT AC T - - AGAA - - - - - - ACGGT AAGGTGGGA T A T T T
T - ACCA TGACACAAAAC T ACAGA TGCGAAAGAACACCGAA T T ACGA T CGAGAAGCA TGCGT ACCGAGT AGGT T A TGTGC T AGCGGCAGT CGT A T T AA T T T - - - - - - - - - - T A T T AA TGT T T AAAAAAAAGT AAA T AAAC T A T T T TGA T T TGA T T TGA - - - - - - - - - GCGT T CAGGT T T CCCGAAA - - - - - - - - - - - - - - - - - - - - - - - - -
C - AACCCGTGA T A - - - - - - AGTGGCA T T AAAAGC T T CAAAAAC TGTGTGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AA TGT T TGAAAGAAAGT AAA T AAAC T A T T T TGA T T TGA T T TGA T T TGA T T TGAAGGCGA TGAGC T - - CGAA - - - - GAGGAGAGAGGT A - - - - - - - -
C - GT C TGGAAA TGT T T T T AA T T T T AGT T AGGGACCCCAAAACC T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AA TGT T TGAAAGAAAGT AAA T AAAC T A T T T TGA T T TGA T T TGA T T TGA T T T - GA T T TGAA T T C T T - - - - - - T AA - - - - - - - - - - - - - - C T C T A T C T
C TGT T T TGT AAGT AGCACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGCA TGCGT ACCGAGT AGGT T A TGTGC T AGCGGCAGT CGT A T T AA T T T - - - - - - - - - - T A T T AA TGT T T - AAAAAAAGT AAA T AAAC T A - - - - - - GT AAA T AAAA - - - - - - - - - AAAAAGAA T A T C T CAAGAA T - - T A TGT A T AAAA T TG - - - - - - - -
T - GT T C TGT CACA - - - - - - AC T T TGT T AA T AAACA T CAGA T T CGGA T A T AG - AGCA TGCGT ACCGAGT AGGT T A TGTGC T AGCGGCAGT CGT A T T AA T T T - - - - - - - - - - T A T T AA TGT T T AAAAAAAAGT AAA T AAAC T A T T T TGA T T TGA T T TGA T T TGA T T C - GAA T T CAGCACCC - - CAAA T AA - GAAA T CAGAAC T AAAAC T T T C
T - GT T A TGGCACA - GGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AA TGT T T AAAAAAAAGT AAA T AAAC T A T T T TGA T T TGA T T TGA T CAAACGCAGAGC TGAACC T C T CCAAAA - AA TGAAAAC T A T AA TGGGACGGC T
C - AA T C TGACA T A T AAC T A - - - - - - - - - - - - - - T T T T CAAA T T TGTGAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AA TGT T T AAAAAAAAGT AAA T AAAC T A T T T TGA T T TGA T T TGA T - - - - - - - - - - - T TGAA T T CC T - - C T AA - - - - - - AAC T AAAGT T A T AGT A T T T
A T AC T C TGAAGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AA TGT T T AAAAAAAAGT AAA T AAAC T A T T AAAAA T TGA T ACAA T C T T A T T T AAAGAAAAACCGC T CCGAAA - - - T AAAAGAAAAA T CG - - - - - - - -
T - GT CGCGAAA T A - - - - - - - - - - - - - - - - - - - ACGC T CAA T TGTGCAGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AA TGT T T AAAAAAAAGT AAA T AAAC T A T T T TGA T T TGA T T TGA T T TGA T A TGAAA T CGAGT T A T T - - CGGA T AA - T TGAC T CGT T T TGAGA T CAC T
- - GTGT TGCAA T T TGC TGAA T T AGGA T TGGA T AGGA T TGA T A T TG - - - - - - AAGCA TGCGT ACCGAGT AGGT T A TGTGC T AGCGGCAGT CGT A T T AA T T T - - - - - - - - - - T A T T AA TGT T T AAAAAAAAGT AAA T AAAC T A T T T TGA T T TGA T T TGA T T TGA T T T AA T AA T AA T T T T T T - - - - - - CA T T ACACACAAAGACAAAA T A T T T
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TE: rnd_5_family_2036.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 4879bp; fragments: 155; full length: 8 (>=4391.1bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000

20
40

60
80

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000

0
10

00
20

00
30

00
40

00

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4879 bp
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TE: rnd_5_family_2036.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 5185bp; fragments: 155; full length: 7 (>=4666.5bp)
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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_5_family_2036
 size: 3693bp; fragments: 444; full length: 15 (>=3323.7bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 3693 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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