
Start crop Point End crop Point

MSA length = 2686
TGT C T T T AA T A - T T T T T T ACGGGT AGT CGGCACAGC T T A T T C - - - - - - - A T AGT CCAGGAAAC T T A T T T T T AA T T A T A TGGTGC T CGTGGAACAAAA T CC - - - - - - - - - - T T AGC T T T AGGGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT A - - - - - - - - - - T T CAGT AC T AGC TGT CCA T C T T CGC T T AAAG - T A T CCACA
- - - - - - - - AC T - ACA T A T ACAC T T A T T CCGAGGCC T T CA T A T AA T CAACA T CAC T T AGGT AAGT T CGT T T TGA T T A T A TGGTGC T CGTGGAACAAAA T CC - - - - - - - - - - T CAGC T T T AGGGGA T T T TGT T CCACGAGGCACC T T AA T T T CCC TGGAGT A T AGT A - - A T AGCA T A T T AGAACCGCACA T T AAA T CACAA T A T T A T CCA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCA T C T T T T AACCGGCCAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGC T T T ACGGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT A T AAGGCGGCA T CGCGAACAAGAGCC T T A T T C T CGT T T AC T AAA T TGT T CG
T AAGCCGAA T AAA T T CGT T CGCA T T C T CGGAGCCA T T CGCACCA - - - - - T T AGT CCAGGAAAC T T A T T T T T AA T T A T ACGGTGC T CGTGGAACAAAA T CC - - - - - - - - - - T T AGC T T T AGGGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT ACA T TGCGA TGACACGT T TGAACGAA T CC T T T T C T T T TGC T AA T T T CCACC
AC TGT CAAAAGAA T A T CAGCGG - - - - - - - - - - T AC T T AGAA TGAC TGAAGT AGT CCAGGAAAC T TGT T T T T AA T T ACA TG - - - C T CGTGGAACAAAA T CC - - - - - - - - - - T T AGC T T T AGGGGA T T T TGT T CCACGAGGCA T C T T AA T TGC T C TGGAGT ACA - - - GGAAA T CGT T CAAGAGT AAAGT ACC T T T A T T TGAAAAAAAA T - - -
T T T C T CAAA TG - A TGT T A T AAAGCAAC T AGACAC T C T TGT T T A - - - - - - T T AGT CCAGGAAACA T A T T T T T AA T T A T ACGGTGC T CGTGGAACAAAA T T C - - - - - - - - - - T T AGC T T T AGGGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT A T A T AA - - T AAAA T T A T T AAGACAAAA T A T TGT T T T A T AGT T - T A T T CACC
CA T T T CAA - - - AA T A T T T AAAA T TGA - - - - AACC T T TGGCGT T ACAA - CA T AGT CCAGGAAAC T T A T T T T T AA T T A T A TGGTGC T CGTGGAACAAAA T CC - - - - - - - - - - T T AGC T T T AGGGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAACAGCAA T AC T CACC
AGTGT CAAA T A - GTGT CGACGT CGT C T CGACGT CGT CAA TGT CGACAGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGC T T T AGGGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT A T AAAA - - - - - - - - - - T A T AAGTGGACCAACA T T T T TGAA TG - - - - - - - - -
A T T T T CAAAAAAA T A T T T T CGC T CG - - - - - - - T C T T T AAAACCA T A - - - T T AGT CCAGGAAAC T T A T T T T T AA T T A T A TGGTGC T CGTGGAACAAAACCC - - - - - - - - - - T T AGC T T T AGGGAA TGT TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT A T A T T T CGGCC T CCA T T AAAACGCAA T TGT C T - T AA T T AA T AA T AAA T A T C
A T CCCCGAA TG - A TGT AAAAAAA T AA T - AAAA T A T CA T A T T C T AGGAA T A T AGT CCAGGAAAC T T A T T T T T AA T T A T A TGGTGT T CGTGGAACAAAA T CC - - - - - - - - - - T T AGC T T T AGGGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT A T A TGG - - A TGC TGTGT T A T ACC T A TGT A T T T T T A T T T AA - - - - - - - - - - -
AA TGT AA T - - - AGT T T T T - - - - - - - - - - - - - - C T C T CA T CA T AAAAA - AA - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGTGCC T CGTGGAACAAAA T CC - - - - - - - - - - T T AGC T T T AGGGGA T T T TGT T CCACGAGCAGCA T T AAGT T T CC T A T AACGCGT C T CGGT A T T A T T T AAAA T CACA T TGT A T T AA T T T A T T A T T A T A T A TG
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TE: rnd_1_family_844.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_ce.fa_gs.fa_bc.fa

 size: 2686bp; fragments: 1903; full length: 30 (>=2417.4bp)
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No TE domain detected

After TEtrimmer 2686 bp
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TE: rnd_1_family_844.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: 2986bp; fragments: 1824; full length: 2 (>=2687.4bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500

0
10

0
20

0
30

0
40

0
50

0
60

0
70

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
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TE: rnd_1_family_844
 size: 2177bp; fragments: 1255; full length: 34 (>=1959.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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