
Start crop Point End crop Point

MSA length = 2452
CA TGTGT A T T ACAAGCAGCGT T T A TGCCGGCGGGCC TGAA T C TGAA T - - CAC T AGCGT C T AGCGA T AGCGA T T T CGT A T CGA T T T CA TGAA T CGTGCGCA - - - - - - - - - - TGCGCACGA T T CA TGAAA T CGA T ACGACA T CGC T A T CGC T AGACGC T AGTGCC TGAA T C T T T TGGGTGAAGT T T CAAAC T AAGCAGT AACAGA T AGT TGA
C T T C T T C T T CAAGAGA T AC TGGT A T T T T AAAAA T T T TGACAGAAAAA T AGAC TGGCGT C T AGCGA T AGCGA T T T CGT A T CGA T T T CA T AAA T CGTGCGCA - - - - - - - - - - TGCGCAC T A T T CA TGAAA T CGA T ACGAAA T CGC T A T CGC T AGACGC T AGTGAAAAA T AGT C T A TGGT TGAAACGTGAGC T A T ACA T CA - - - - CC T CA T T A
CGT CA T AAACGCAC - - - - - - - - - CC T AAGGTGT C T T T AGT AGCAAAA T T T AC T AGCGT C T AGCGA T AGCGA T T T CGT A T CGA T T T CA TGAA T CGTGCGCA - - - - - - - - - - TGCGCACGA T T CA TGAAA T CGA T ACGACA T CGC T A T CGC T AGACGC T AGTGCAAAA T T T - - - - - - - - T AAA T T CGGT AC T AAAAA T CA T AACCC TGCGGC
CCGCACCAGCGAAA - T AACACC TGCCACGCCGGC TGT A T C T CAAAAC T ACAC T AGCGT C T AGCGA T AGCGA T T T CGT A T CGA T T T CA TGAA T CGTGCGCA - - - - - - - - - - TGCGCACGA T T CA TGAAA T CGA T ACGACA T CGC T A T CGC T AGACGC T AGT AAAAAC T AC T T A T CG - - T AAC T T TGGAA - - - AACA T CAAGAAA T CGC TGG
T T T CC T AAA T ACA T - - - - - - - - - C T C TGGCGAGCC T CGAC T A - - - - - - - T AC T AGCGT C T AGCGA T AGCGA T T T CGT A T CGA T T T CA TGAA T CGTGCGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AA T A T C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGCCGCGAACGCCA - - - - - - - - - T T T T CAGCCGT CGCAGT C - - - - - - - - GAC T AGCGT C T AGCGA T AGCGA T T T CGT A T CGA T T T CA TGAA T CGTGCGCA - - - - - - - - - - TGCGCACGA T T CA TGAAA T CGA T ACGACA T CGC T A T CGC T AGACGC T AGT T CGCAGT CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT CACA T TG
CGCCAC TGGTGT CC - A T A TGGC T CCACCACCACGCCGAGC T A T AGGAGCGAC T AGCGT C T AGCGA T AGCGA T T T CGT A T CGA T T T CA TGAA T CGTGCGCA - - - - - - - - - - AGCGCACAA T T CA TGAAA T CGA T ACGACA T CGC T A T CGC T AGACGC T AGT A T AGGAGCGGGGCAAA T AAAA T T C T AGAC T T AACA T CAA T A T T ACGT T A T
T A T T A T T A T T ACAAC T C T AGA T T - - - - - - - - - - - - - - - - - - - CGA T AGT CAC T AGCGT C T AGCGA T AGCGA T T T CC T A T CGA T T T CA TGAA T CGTGCGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T AAAA T T T TGCAGGAA T T T T TGAAA TGA - - - - - - - AAA T AGGGGTGA
T CGCGCAAACGAGAGA T AAAGC - - - - - - - - - - - - - - - - - - - - AAGCA T T T AC T AGCGT C T AGCGA T AGCGA T T T CGT A T CGA T T T CA TGAA T CGTGCGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T A T T T C T TGT T AGT AAA T A T T TGAGC T A - - - - - - - GT AGTGAGAGAC
GAA TGCGCA T T CCAGT T A T T T C T A T T T CAA TGAGC T CAGT T A - - - - - - - AAC T AGCGT C T AGCGA T AGCGA T T T CGT A T CGA T T T CA TGAA T CGTGCGCA - - - - - - - - - - TGCGCACGA T T CA TGAAA T CGA T ACGACA T CGC T A T CGC T AGA TGC T AGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAGT T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGA T CGACGAAGCGT C T AGCGA T AGCGA T T T CGT A T CGA T T T CA T AAA T CGTGCGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T T AC T CGTGT CA - - - - - - - - - - - - - - - - - - - - - - - T AGT T CGA T T AA
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TE: rnd_5_family_2183.fasta.b.bed_uf.bed_g_2.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: 2452bp; fragments: 489; full length: 1 (>=2206.8bp)
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TE: rnd_5_family_2183.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 2754bp; fragments: 485; full length: 0 (>=2478.6bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500

0
50

10
0

15
0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500 2000 2500

0
50

0
10

00
15

00
20

00
25

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500 2000 2500

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 500 1000 1500 2000

0
5

10
15

20
TE: rnd_5_family_2183

 size: 2285bp; fragments: 443; full length: 39 (>=2056.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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