
Start crop Point End crop Point

MSA length = 5821
A T A - - - - - - - - - - - - CACGT T T AAAACA T A T T T - - - - - - - - - - - - AGT A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAGT A T T A - - - - - - AGAA T T AAAAA T AAACC T AAAA T T A TGTGACAAAAA T T
CAA T A - - - - - - - - - - - - - - - T CGCAGT AAA T TGT CA - - CGCCAAAAA T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGCGGGGT CGCGACAA T A TGA - - - - ACGC T T T T T T TGT T AAAA T AAAAACA T T T CGC T CA - - - - -
AA T T - - T AAA T A TGAAA T ACC T AGGT AA T AGCCAA - - - - - - - - - - AA T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A TGCAGGGAGTGAGT T T AGGT T AGA T T AGAA T T AGT T T AGT TGGT T T T
ACA T T T - - - - - - - - - AACA T C T AAAACA T A T T CGT AC - T AACA - AAA T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T CG - - - - - - - - - - - - - - - - - - - - - ACAGAC T A TGT T CAGTGG - - - - -
AAA T T - - - AA T AAAA - - - A T T AAAA T T - - - - - - - - - - - - - - - - - - - A T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T - - AAAGGAAAA TGT AA TGT T A T CAGGGA - - - - - - - TGAGCGGAGA T
AAGAGT - - - - - - - - - CA TGC T TGGGGT A - GT CC T T A T T TGCCCAAAA T A T TGT CAAGAC T T AAA T A T AGGCCAACC TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T CA - - - - - - AAAGCCCAAAA T AAAA T AAAGC T TGCCCGA T TGCAACG
GT A T T T T AAA T AAAA - T T A T T AAAAGT A T AGTGT AGT T TGAGAA T T A T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGG - AAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T AGAC T T T AAA T A T T CC T T T AGC - - - - - - - - - - - - T AA T T T ACGTG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGT - - - - - - - - - - AA T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAGA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T AAGAGACGAAGCCCGAGCCGGGAGAGAAC T AA T T CGAA TG - - - - -
AAACGC - - - - - - - - - AC T T T ACAAAC TGT T T CGT T A T CAGA TGCAGA T A T TGT CAAGAC T T AAA - AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T CA - - - - GCGGT T T TGT CAGTGGA T T C T AAC TGT T T CAAC TGT T T CG
AAGT A T T T AA T T AAAAA T ACA T AAAA TGT ACC - - - - - - - - - - - - - - GT A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAGT A T - - - - - - - - - - - - - - - - GA T CGAAAAAAAAACGGT CCAGT TGGC TGG
GAA - - - - - - - - - - - - - - - - - - CAAGA T A T A TGCGAA T - - GACAA - CA T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGAACC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T CAAGA - ACAAAGT A T T AGT CGACACACA T CCCA T CAGCAAA - - - - -
AAA T T T T AAA T AAAAA T T A T C T AAAC T C - - - - - - - - - T TGACA - - GA T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGC T T AGA T T AAA T TGGG - AAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T TGAGAGT CAAAAA T T CAGT CGT T ACAGAGT T A - T T TGAA T TGCA TG
AAA T T T T AAA T AAAAA T T A T C T AAAC T C - - - - - - - - - T TGACA - - GA T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGC T T AGA T T AAA T TGGG - AAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T TGAGAGT CAAAAA T T CAGT CGT T ACAGAGT T A - T T TGAA T TGCA TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C T T - - - - - - - - - - T A T A T TGT CAAGAC T T AAA T A T AGGCCAACC TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_649.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: 5821bp; fragments: 2440; full length: 0 (>=5238.9bp)
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No TE domain detected

After TEtrimmer 5821 bp



0 1000 2000 3000 4000 5000 6000

0
5

10
15

20
25

30
TE: ltr_1_family_649.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 6121bp; fragments: 2643; full length: 0 (>=5508.9bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000 5000 6000

0
10

0
20

0
30

0
40

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000 5000

0
10

00
20

00
30

00
40

00
50

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000 5000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 1000 2000 3000 4000 5000

0
5

10
15

20
25

TE: ltr_1_family_649
 size: 5166bp; fragments: 1531; full length: 5 (>=4649.4bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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