
Start crop Point End crop Point

MSA length = 3398
- - - - - - - - - - T T T CAAAA T AGCAGAAGC T T T T TGA T A TGC T T - - - - - - - - - AAA - - - - - - - C T CA TGT AGGC TGT CGT T AGT T T TGAGGA T CCGCCAC TG - - - - - - - - - - GA T A T TGGT CA T T T TGGAC TGGAAAAGACCC TGT T AAAAA T AAAAGAAAA T T AC TGGT T CCCCAAAA TGAGACGGT T TGT AAGCAAGT ACGT AAAAGCA T
CAAGT TGT T A T T T T C - - - - - - - AGGACAA TGA TGGCCAAAC TGGGGACAGTGGAAAAAA T CCGAA TGT AGGC TGT CGT T AGT T T TGAGGA T CCGCCAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGAA T CA T AAAAA TGAGAA T A T C T AGGA - - - - - - - - - - - - - - - - - -
- - - GA T A T T A T T T AAAAACAGC T AGAAGT AAA T AA T AA T AA T - - - - - - - - - - T T - - - - - - - T A T A TGT AGGC TGT CGT T AGT T T TGAGGA T CCGCCAC TG - - - - - - - - - - GA T A T TGGT CA T T T TGGAC TGGAAAAGACCC TGT T AAAAA T AAAAGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAAGT TGT T A T T T T C - - - - - - - AGGACAA TGA TGGCCAAAC TGGGGACAGTGGAAAAAA T CCGAA TGT AGGC TGT CGT T AGT T T TGAGGA T CCGCCAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T ACAAGT CAAA T AACAGAA T T AC
- - - - - - - GT AA T T T T AGAAAGT AGAA T CAGTGCAACA T AAA T AAAA TGG - - - AG - - - - - - - C TGGTGT AGGC TGT CGT T AGT T T TGAGGA T CCGCCAC TG - - - - - - - - - - GA T A T TGGT CA T T T TGGAC TGGAAAAGACCC TGT T AAAAA T AAAAGAAAA T T AC TGGT T CCCCAAAA TGAGACGGT T TGT AAGCAAGT ACGT AAAAGCA T
CAAGT TGT T A T T T T C - - - - - - - AGGACAA TGA TGGCCAAAC TGGGGACAGTGGAAAAAA T CCGAA TGT AGGC TGT CGT T AGT T T TGAGGA T CCGCCAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CCC T AGA T A T T TGAA T T A TGA T A T T A T AGAGGCGAGT CAAAAAGCGT A T
CGCAA T A T T AC T T T AAAACAGTGAA T CCCCA T T AGT AAAAACAACGT AAGTGA T AAAAA T CGA T A TGT AGGC TGT CGT T AGT T T TGAGGA T CCGCCAC TG - - - - - - - - - - GA T A T TGGT CA T T T TGGAC TGGAAAAGACCC TGT T AAAAA T AAAAGAAAA T T AC TGGT T CCCCAAAA TGAGACGGT T T C T AAGCAAGT ACGT AAAAGCA T
CAAGT TGT T A T T T T C - - - - - - - AGGACAA TGA TGGCCAAAC TGGGGACAGTGGAAAAAA T CCGAA TGT AGGC TGT CGT T AGT T T TGAGGA T CCGCCAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T AAGT T T T C TGT AAGC T TGCAGC T C TGT A TGT CA T A T T A TGT AAC T A T
CGCAA T A T T AC T T T AAAACAGTGAA T CCCCA T T AGT AAAAACAACGT AAGTGA T - AAAA T CGA T A TGT AGGC TGT CGT T AGT T T TGAGGA T CCGCCAC TG - - - - - - - - - - GA T A T TGGT CA T T T TGGAC TGGAAAAGACCCCGT T AAAAA T AAAAGAAAA T T AC TGGT T CCCCAAAA TGAGACGGT T TGT AAGCAAGT ACGT AAAAGCA T
AAGAC TGT AAC T CGAAAACAGT - - A T C T T AAGCGC T TGAAA T T A T C T ACA - - - - - - - - - - - CAAGTGT AGGC TGT CGT T AGT T T TGAGGA T CCGCCAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CC TGAAAA T T T AAA TGT AGAAGT T T TGGT T T CCAA T TGACCGT AA TG -
AAGAC TGT AAC T CGAAAACAGT - - A T C T T AAGCGC T TGAAA T T A T C T ACA - - - - - - - - - - - CAAGTGT AGGC TGT CGT T AGT T T TGAGGA T CCGCCAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCCAGAGGTGT T CGA T T CAGT AGT CCCAGAGCC - - A TGGA T AGAAACAA
- - AC T CGT T AGT CC - - - - - - - - - - GACACGAGCGAC T AAAACAA T AACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAA T T CGAGACAC T C T
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TE: ltr_1_family_129.fasta.b.bed_uf.bed_g_1.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: 3398bp; fragments: 18; full length: 5 (>=3058.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500 3000

0
2

4
6

8
10

12

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500 2000 2500 3000

0
50

0
10

00
15

00
20

00
25

00
30

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 3000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 3398 bp
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TE: ltr_1_family_129.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 3809bp; fragments: 15; full length: 5 (>=3428.1bp)
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TE consensus genomic coverage plot (bp)
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TE: ltr_1_family_129
 size: 286bp; fragments: 13; full length: 11 (>=257.4bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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