
Start crop Point End crop Point

MSA length = 959
- - - - - - - - - - - - - - - - - - - - - T AAA - - - - GACGAA T CA T - - - - A T TGAGGT T AACCC T CGAGCGGGCGTGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAA T ACGCGCC TGC T CGAGGGT T AAA T T CAGA T T C T T T T CCAGT AAGT ACC T ACA T ACACAAACAGT AA T AGAA T
T AA T TGT TGAAGTGGACCC T T T AGT T A T T - - - - - - - - - - - - - - GA T C T T T T T AACCC T CGAGCAGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T CA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGCCCGAGGGT T AAAC T AAA T T T A T CAAC T AAAAAAAA T AGAGCCAA T T T AAA T TGCAA T T - - A
GT T A T A - CAACCC T ACAC TGGCAC T T AA T ACGTGT T T A T T T T AAGT T T T T T T AACCC T CGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGC T CGAGGGT T AAA TGT AG - - - - A T AAC TGT AAA T CGAGT AGT AGAGT CAGTGGTGAAA T T AA
AA T T T T - T ACAC TGAA T T T AA T AG - - - - - AAACA T T T A T T - - - - - - - - - - T T AACCC T CGAGCGGGCGCGT CCCGAAC T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGC T TGC T CGAGGGT T AAA - - - - - - - - - - - - - - - - - - - - - - - AA TGAC TG - - - GA T T TGTGT A T - - - -
- - - - - - - T ACCCA T AA T TGAGT TGA - - - - - - - - - - - - - - - - - - - - - - AA T T T AACCCCCGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGCCCGAGGGT T AAGT AGGT T T - - - - - - - - - - - - - - - - T T T TGT TGCCCCAA T T T CGCAA T T - C
T A T T T A T T AA T T T T AACAAACGA T T - - - - AAAAGGT TGT T T T A T T AAAAC T T AACCA T CGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGC T CGAGGGT T AAGC T T AA T T - - - - - - CAAAAAAAA TGCCAC T T AAA - - - - - - - - - - - - - - - -
A TGT T T - T AAA T T T CAA T T AA T AA T T - - T AAA T AA T T T T C T - - T T T AAA T T T AACCC T CGAGCGGGCGAGT CCCGAAA T T T TGT ACCGT AA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGC T TGAGGGT T AAA T T AGC - - - - - T AAA T T TGA TGT A TGTGGT TGT AAAAAC T C T - - - - - - - -
- - - - - - - - - - - - - - - - - T T AC T AA T - - - - AAAAAA T C T T T C - - C T T T T AA T T AAACC T CGAGCGGGCGCGT CC T T AAA T T T TGT AAAGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGC T CGAGGGT T AAA - - - - - - - - T T T AAAGAAGAAAACAAAC T T T AAA - - - - - - - - - - - - - - - -
A T A T T T A T AAA T T AA T T T T AGA TGC T - - - - - - - - - - - - - - - - - - - - - - - - T T AAACC T CGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGC T CGAGGGT T AAA - - - - - - - - - - - - - A T AAAAAA - - T ACAGGTG - - - - - - - - GAAGAAA - - T
GT T T CGT T AA T T AAGACC T AA T T AA T AA T AAA T A T T T T C TGCAA T T T T T A T T AACCC TGGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T AGTGTGA T T C T AAAGT ACGCGCC TGC T CGAGGGT T AAGA T T AC T - T T T T AAACAAAA T C T T T A T AGGT AAA TGT T A T T TGGAAC T A T
ACA TGA - CAAA T T AAAC - - - - - - - - - - - - AACGAA T TGT C T - - - - - - - - A T T AACCC T CGAGCGGGCGCGT ACCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGC T CGAGGGT T AA - - - - - - - - - - - - - - - - - - - - - - - - T A T AAA TG - - - - - - - - C TGAA T T - - A
- - - - - - - - - - - - - - AA T T AA T T T AG - - - - TGA T AA T T T C T C T AA T T AAAC T T AACCC T CGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGCCCGAGGGT T AAAA T AA T T - A T T T A T A T A T AAA T T T AACA T TGAA T T T AAGC T T AAAAA - - -
C T A T AA - AAAA T T T - ACC T A T T T AA T AGT AAA T AA T T C T CC T AAA T T AAGC T AACCC T CGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGC T CGTGGGT T AA T A T T T T - - - - - - - - - - - - - - - AAGCA T A T T TGT AA T AAA T T T - - - - - - - -
- - - - - - - - AAA T TGAAC T CAA T CGGTGA TGT T T AA T T A T T A - - - - - - - - A T T AA T CC T CGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T C T TGTGA T T C T AAAGT A - - - - CC TGCCCGAGGGT T AAA T - - - - - - - - - - - - A T CAAAAAC T T A T AGT TGGGCGA T T T CAAAA T A - - C
- - - - - - - - - - - - - - - - - - - - - - - GT - - - - - - T T AA T T T TGG - - AA T T T T T T T AA T CCACGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGC T CGAGGGT T AAAAAAGT T T - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - -
A T AA T A - T AAA T A T - GGC TGGT A T C TGA T T AA T AGT T A T T T - - - A T T CA T T T AACAC T CGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGC T CGAGGGT T AAAA T AA T - - - TGT AAAA T AAAGGAACGCA T TGAAA T T AAAC T TG - - - - - - A
ACC T TG - - - - - - - - - - - - - - - - - - - - - - - GAAGGT T CA T T T - - T T T CAGGT T AA T CC T CAAGCGGGCGCGT C T CGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGC T CGAGGGT T AA T A T CGC - - T T T CGT T TGT AGGA TGT C T CGT T C - - - - - - - - - - - - - - - - - -
- - - - - - - GAAA T TGAAA TGAGTGGACAA T AGA T AGCCACCC - - AC T T C T T T T AACCC T CGAGCGGGCGCGT CC TGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGA T CGTGTGA T T C T AAAGT ACGCGCC TGC T CGAGGGT T AAA T T AAGGT - - - - AACCCGAACGAAAGT AC TGGAC T - - - - - - - - - - - - - - -
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TE: rnd_3_family_24.fasta.b.bed_uf.bed_g_2.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: 959bp; fragments: 890; full length: 280 (>=863.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 959 bp
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TE: rnd_3_family_24.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1259bp; fragments: 890; full length: 0 (>=1133.1bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000 1200

0
10

0
20

0
30

0
40

0
50

0
60

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800 1000

0
20

0
40

0
60

0
80

0
10

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 200 400 600 800 1000

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_3_family_24

 size: 1129bp; fragments: 2466; full length: 1 (>=1016.1bp)
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No TE domain detected

Before TEtrimmer 1129 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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