
Start crop Point End crop Point

MSA length = 2681
GGTGT CAGCA T A T T TGCAAAAGAACA T T T AAAAAC TGAAGAAA T ACAAGT AGAGTGT CAAGAGAAAGTGTGTGAGTGT ACCGT AGT A TGTGT C T ACCGA T - - - - - - - - - - GT T CCACA T TGT A T TGCAA T A T T TGAACAAA T AAAGAA T C T A T C T C T A T C T A T AGAAA T C T AG
GACCCAAGCAAAGT TGCGCAAGAAAGT T T AAAAA T T CC T AA T AC T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T CCACA T TGT A T TGCAA T A T T TGAACAAA T AAAGAA T C T A T C T C T A T C T A TGA - - - - - - - -
GGCGT C T A T C T T C T T C T A T A T AAAACC T T AA T T T T TGGAAGT T T T CGT T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T CCACA T TGT A T TGCAA T A T T TGAACAAA T AAAGAA T C T A T C T C T A T CAAGGAAAACCGAC
GGTGT CAGCA T A T T TGCAAAAGAACA T T T AAAAAC TGAAGAAA T ACAAGT AGAGTGT CAAGAGAAAGTGTGTGAGTGT ACCGT AGT A TGTGT C T ACCGA T - - - - - - - - - - GT T CCACA T TGT A T TGCAA T A T T TGAACAAA T AAAGAA T C T A T - - C T A T C T - - - - - - - - - - - -
GGTGT CAGCA T A T T TGCAAAAGAACA T T T AAAAAC TGAAGAAA T ACAAGT AGAGTGT CAAGAGAAAGTGTGTGAGTGT ACCGT AGT A TGTGT C T ACCGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAA - - - T C T AG
GA TGT CAGAA T C T C T T CAAACAAAA T T T T AA T AAA T AAAGGCAC T C T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T CCACA T TGT A T TGCAA T A T T TGAACAAA T AAA T AA T C T A T C T C TGT T AAAAA - - - - - - - A
TGTGT - - - - - - - - - - - T AAGGAAACGT T - - - - - - - - - - - - - - - - - - - - - - ACAGTGT CAAGAGAAAGTGTGTGAGTGT ACCGT AGT A TGTGT C T ACCGA T - - - - - - - - - - GT T CCACA T TGT A T TGCAA T A T T TGAACAAA T AAAAAA T C T A TGT T T A T C T TGAAAAA T C T AA
GGTGT CAGCA T A T T TGCAAAAGAACA T T T AAAAAC TGAAGCAA T ACAAGT AGAGTGT CAAGAGAAAGTGTGTGAGTGT ACCGT AGT A TGTGT C T ACCGA T - - - - - - - - - - GT T CCACA T TGT A T TGCAA T A T T TGAACAAA T AAAGAA T C T A T - - T T A T C T AAAAAAA TGT AG
- - - - - - - - - - - - - - - - - - - - - - AAGGT T TGGA T C T T A T TGAAGT CCAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T CCACA T TGT A T TGCAA T A T T TGAACAAA T AAAGAA T C T A T - - C T A T C T A T AA - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T T T T AGCA T C T T TGTGAAAACAAC T T T AAA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT A T TGCAA T A T T TGAACAAA T AAAGAA T C T A T C T C T A T C T A T A T - - - - - - - -
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 size: 2681bp; fragments: 112; full length: 11 (>=2412.9bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500

10
20

30
40

50
60

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 2681 bp



0 500 1000 1500 2000 2500

0
5

10
15

20
TE: rnd_5_family_7677.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 2878bp; fragments: 112; full length: 8 (>=2590.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500

0
10

20
30

40
50

60

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



0 200 400 600 800 1000 1200

0
5

10
15

20
TE: rnd_5_family_7677

 size: 1337bp; fragments: 245; full length: 22 (>=1203.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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