
Start crop Point End crop Point

MSA length = 510
GAAA T CAAAAAA T A T T AGAGA T T CCC T T A T T CGAAAACGGACGCCA T CGA TGT T A T T T CAA TGT T A T T T T T AAGAAAAAC T T - T T AA T T TGCACC T T T A T - - - - - - - - - - T AGCCAGTGCCGT CAGCGCAC TGT T A T A T T CGT A T C T A T T A T T T T T T T T A TGT AA T CAC TGT TGTGGACA TGA T AAGA T A T T A T AGCGCGT CGA T CGACA
GAAA T CAAAAAA T A T T ACAGA T T CCC T T A T T CGAAAACGGACGCCA T CGA TGT T A T T T CAC TGT T A T T T T T AAGAACAAC T T T T T AA T T TGCACC T T T A T - - - - - - - - - - T AGCCAGTGCCGT CAGCGCAC TGT T A T A T T CGT A T C T A T T A T T T T T TGT A TGT AA T CAC TGT TGTGGACA TGA T AAGA T A T T A T AGCGCGT CGA T C T ACA
C T T A T T T CA T AAAAGT AACAAC TGGC T TGGT AAAA T C T - GACGCCA T CGA TGT T A T T T CAC TGT T A T T T T T AAGAACAAC T T T T T AA T T TGCAC T T T CA T - - - - - - - - - - CACAGA T AGC TGT CAACGCAC TGT T A T T C T CACACC TGC T A T T T T T T AGAACA - - - - AC TGT TGCGAGC T T AGT AGAA T T T C T AAGCGCAACGA T CCCGA
GA T A T AAAAAAA T AA T AGCA T C T CGT T T AC TGAAAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T T T CGCAGT C - A TGCAC TGT T A T T T T T A T AAC TGT T C T T TGTGGT AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGGAAGGAACAAC TGT TGCGGT C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAACAAC TGT TGCGA T C T T AGT AAAA T T T TGTGCAAAGAAGA T CCGA -
GAAA T AAAAAAAAAA T AGCGGC T CGC T T AC T CGAAAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T CAC - - - - - - - - - - GAA TGGT CGC T A T CGGCGGAC T T T T A T T T T CA T ACC T A T A T T T T T T T AGT AC T - - - - - - - GT TGCGAGC T TGGT AGAACAC T TGAGCAC TGT T A T T T T CA
AAAACAAAAC TGAAC TGCCA T CCCA T T T A T T A T T AAAC T AACGCCGT CGA TGT T A T T T CAC TGT T A T T T T - - AGAACAAC T T T T T AA T T TGCAGA T T CAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA - - - - AC TGT TGTGAGCC TGGCAGAA T T AGGTGGCGCAGCGA TGCCGA
GT T A T T C T T TGGGAGT AACAAC TGGCC TGGT AAAACCCG - - - GT CAACGA TGT T A T T T CAC TGT T A T T T T T AAGGACAAC T T T C T AA T T TGCACC T T T AC - - - - - - - - - - GAGCCA T CGA TGT T AGCGT AC TGT T A T T T T CA T AAC TGT T A T T C T T TGGGAGT AACAAC TGT TGT AAGCC TGGT A - AAACCCGGGTGGT AGCGAAAC TGA
GT T AC T T TGTGACCC T CGTGCCC TGC T AAC T T AACA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGC T A T CGT TGT CAA TGCAC TGT T A T T T T CGGACC TGT T A T T T T T TGGAAGT CGCAAAA T T T ACGGT T C T CGT AAAA TGTGT CAACA T TGCAAGA TGT A
AAGACC - - - - - - - AA T T A T AA T A TGC TGGT T AGAGT T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGCGGT CA T TGT CGGCGGAC TGT T A T - T T TGT T CA T T T T A T T T T A TGGAAC T - - - - AC TGT TGCGAGC T TGGT AGAAC T T CGAGGCGTGGCGA T T CCGA
GAAA T AAAAAAGT AA T AGCGACACCC TGAC T CGAAAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT - - - - - - - - - - - - - - - - - - - - - - - T A T T T AGA TGT T T A T T T A TGCA - -
GAAA T T AAA - - - - AA T AGT AAC T CGCA T AA T CGAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T T AC - - - - - - - - - - A TGCGGT CGC TGT TGGAGAAC TGT T A T T T T T A T A T C TGT T A T T T T T TGGAAGT AACAA - T TGT CCCAAC T CGGT AGAA T T T CGTGGTGCGGCGA TGC - - -
GAAA T T AAA - - - - AA T AGT AAC T CGCA T AA T CGAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T T AC - - - - - - - - - - A TGCGGT CGC TGT TGGAGAAC TGT T A T T T T T A T A T C TGT T A T T T T T TGGAAGT AACAA - T TGT CCCAAC T CGGT AGAA T T T CGTGGTGCGGCGA TGC - - -
T A T T T TGGA TGCAAC TGC TGT TGTGCC TGGT ACACA T C - GGTGCCA T TGA TGT T A T T ACAC TGT T A T T T T TGAGAACAAC T T T T CAAAAGT CACC T TGAA - - - - - - - - - - - - - - - - - - - - T A T CGGTGCAC TGT T A T T T T T A T A - - TGT T A T T T T T TGGA TGCAACAAC TGT TGT AAGCC TGGT A - CACA T CGTGGTGCGGCAA T CCCGA
GAAA T CAAAAAA T A T T AGCGAC T CGC T T ACCAAAAAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T CAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T - - - - - - - - - - - - - - - - - - - - - - - AAAACCAAAGT T T ACAGA T AC - - -
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TE: rnd_5_family_42.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa

 size: 510bp; fragments: 46; full length: 0 (>=459bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 510 bp
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TE: rnd_5_family_42.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 831bp; fragments: 21; full length: 0 (>=747.9bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_42
 size: 1062bp; fragments: 90; full length: 1 (>=955.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000

10
20

30
40

50

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

Before TEtrimmer 1062 bp
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