
Start crop Point End crop Point

MSA length = 4688
T T TGAC T T T AAAAA T CC T C T T AAAAA T T T AAA T T C T A T C T AGT T C T T AGCAAAA T T CGA T AC T AA T T T A T T AAAGGT TGTGC T ACAGCGAGACC T T T TGG - - - - - - - - - - GGTGGT C T CGT TGCGGCACAACCC T T AGT AAA TGAG - - - - - - - - - - - - - - GT T - - - - - - - - - - - - - - - - - - - T T T T C TGT T AA T T T T CAAGAGAAACAGC
T T TGAC T T T AAAAA T CC T C T T AAAAAC T T AAA T T C T A T C T AGT T C T T AGCAAAA T T CGA T AC T AA T T T A T T AAAGGT CGTGCCACAGCGAGACC T T T TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T AAC T T T AAAAA T CC T C T T AAAAA T T T AAA T T C T A T C T AGT T C T T AGCAAAA T T CGA T AC T AA T T T A T T AAAGGT TGTGCCACAGCGAGACC T T T TGG - - - - - - - - - - GGTGGT C T CGT TGTGGCACAACC - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T - - - - - - - - - - - - - - - - - - T T T T T C TGT T AA T T T T CAAGAGAAACAGC
T T T AAC T T T AAAAA T CC T C T T AAAAA T T T AAA T T C T A T C T AGT T C T T AGCAAGA T T CGA T AC T AA T T T A T T AAAGGT TGTGCCACAGCAAGACC T T T TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T - - - - - - - - - - - - - - - - - - T T T T T C TGT T AC T T T T T ACGAAAAACAGT
T T TGAC T T T AAAAA T CC T C T T AAAAA T T T AAA T T C T A T C T AGT T C T T AGCAAAA T T CGA T AC T AA T T T A T T AAAGGT TGT ACCACAGCGAGACC T T T TGG - - - - - - - - - - AAGGGT T A TGCCGCAACGAGACCA T C TGGAAACGA TGT ACAGA TGACAAGGT T ACACCACCCGT A T T CAAAA T CA T T TGCCGGT CCGT AGGGA - AAGGG -
T T TGAC T T T AAAAA T AC T CA T AAAAA T T T AAA T T C T A T C T AGT T C T T AGCAAAA T T CGA T AC T AA T T T A T TGAAGGT TGTGCCACAGCGAGACC T T T TGG - - - - - - - - - - AAGGGT TGTGCCGCAACGAGACCA T C TGGAAACGA TGT ACAGA TGACAAGGGT ACACCACCCGT A T T CAAAA T CA T T TGCCGGT CCGT AGGGA - A - - - - -
T T TGAC T T T AAAAA T CC T CA T AAAAA T T T AAA T T C T A T C T AGT T C T T AGCAAAA T T CGA T AC T AA T T T A T TGAAGGT T A TGCCACAGCGAGACC T T T TGG - - - - - - - - - - AAGGGT TGTGCCGCAACGAGACCA T C TGGAAACGA TGT ACAGA TGACAAGGGT ACACCACCCGT A T T CAAAA T CA T T TGCCGGT CCGT AGGGG - AAGGGC
T T TGAC T T T AAAAA T CC T C T T AAAAA T T T AAA T T C T A T C T AGT T C T T AGCAAAA T T CGA T AC T AA T T T A T T AAAGGT TGTGCCAC - - - - AGACC T T T TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T TGAC T T T AAAAA T CC T C T T AAAAA T T T AAA T T C T A T C T AGT T C T T AGCAAAA T T CGA T AC T AA T T T A T T AAAGGT TGTGT CACAGCGA T ACC T T T TGG - - - - - - - - - - AAGGGT TGTGCCACAACGAGACCACC TGGAAACGA TGT ACAGA TGACAAGGGT ACACCACCCGT A T T CAAAA T CA T T TGCCGGT CCGT AGGGA - AAGGGC
T T TGAC T T T AAAAA T CC T C T T AAAAA T T T AAA T T C T A T C T AGT T C T T AGCAAAA T T CGA T AC T AA T T T A T T AAAGGT TGTGCCACAGCGAGACC T T T TGG - - - - - - - - - - AAGGGT TGTGCCGC T ACGAGACCA T C TGGAAAAAA T A TGCGACCGACAAAAAGGAGA T AA T CGT T T C T T T T T T C T AC TGA TGGCCC T T A T CGA T T AGGGC
T T TGAC T T T AAAAA T CC T C T T AAAAA T T T AAA T T C T A T C T AGT T C T T AGCAAAA T T CGA T AC T AA T T T A T T AAAGGT TGTGCCACAGCGAGACC T T T TGG - - - - - - - - - - GGTGGT T T CGT T CCGGCACAACCC T T AGT AAA TGAG - - - - - - - - - - - - - - T T T - - - - - - - - - - - - - - - - - - - T T T T C TGT T A T T T T T CAAGAGAAACAGC
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TE: rnd_5_family_8603.fasta.b.bed_uf.bed_g_4.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: 4688bp; fragments: 23441; full length: 0 (>=4219.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000

0
10

00
20

00
30

00
40

00
50

00
60

00

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 4688 bp
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TE: rnd_5_family_8603.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 4970bp; fragments: 15698; full length: 0 (>=4473bp)
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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



0 200 400 600 800 1000 1200

0
5

10
15

20
25

TE: rnd_5_family_8603
 size: 1290bp; fragments: 6250; full length: 2 (>=1161bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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