
Start crop Point End crop Point

MSA length = 336
A T AAGAA T AAGCCGCACGT AGCGGT T T T T T TGT A T AAGCGGAA T T T TGAG - - - - - - - - - - - GG - GA T ACGGCGC T AGT CACGT ACGCCACGAGT ACGGC T - - - - - - - - - - GGT T T T C T AGAAGAAA T CC T A T A TGGTGGA T AGGGT AGACCC T AC T CCCCCACA T T TGGT CC T T CGAGCCGGA T T TGGT A T ACGT T AAAGC T TGGAAAGC
- - - - - - - - - AGT C T TGCGCCGC TGT T T T C T TGG - - - AGT AGGCCGGCAAC TGCGCCGTGAAGGCGACGCA T CGCCAGT CACGT ACGCCACGAGT ACGGC T - - - - - - - - - - GGT T T T C T AGAAGAAACCC T A T A TGGTGGA T AGGGT AGACC T T AC T CCCCACAACA T C T A T A T C - - - - T T AA T A T T T T C TGGAAA T AC T T C T C TGACCGG
AGCGACAAAAC T T - - - - - - - - - - T T C T T A T AGCGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGCGC T - - - - - - - - - - GGT T T T C T AGAAGAAA T CC T A T A TGGTGGA T AGGGT T T CCCCCA T - - - - - - - AGA T AGT T T A - - TGAAA T T A T ACAGGCACCGGT T T T - T T AGA T ACAA T
CAAAGGGAAGCACGCACA T C T CA T C T C TGC T CCGCAGC T AGGCCGGCAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCACGAGT ACGGC T - - - - - - - - - - AA T T T C T T AAAAGAAA T CC T A T A TGA T AGA T AGGGT AGACC T T AC T CCCCCACAC T A T T C T T T T AGACGCAAC - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAGCAAAACGA T T T CCCA T T T CAC T T CC T CCCA - - - GGT AAGAC TGCAGT - - - - - - - - - - - - - - - - - - - - - - - - - - GC T ACGCA T AACCCCGGT ACGGC T - - - - - - - - - - AA T T T C T T AGAAGAAA T C T T A T A TGGTGGA T AAGGTGGACC T T AC T CCCCCACA T CAGGGT C T T C TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - AA T C T CGCGCCGC TGT T T T C T TGG - - - AGT AGGCCGACAAC TGCGCCGTGAAGGCGACGCA T CGCCAGT CACGT ACGCCACGAGT T CGGC T - - - - - - - - - - GGT T T T C T AGAAGAAA T CC T A T A TGGTGGA T AGGGCAGACC T T A T T CCCCCAAA T T TGGT CC T T CGAGCCGGA T T TGGT A T ACGT T AAAGC T TGGAAAGC
- - - - - - - - - AA T C T CGCGCCGC TGT T T T C T TGG - - - AGT AGGCCGACAAC TGCGCCGTGAAGGCGACGCA T CGCCAGT CACGT ACGCCACGAGT T CGGC T - - - - - - - - - - GGT T T T C T AGAAGAAA T CC T A T A TGGTGGA T AGGGCAGACC T T A T T CCCCACAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - AGT C T CGCGCCGC T C T T T T C T AGGA - - AGT AGGCCGGCAAC TGCACCGTGAAAACGACGCA T CACCAGT CA TGT ACGCCACGAGT ACGGC T - - - - - - - - - - GGT T T T C T A - T A T AAA T CC T T T A T AGTGGA T AGGGT AGACC T T AC T CCCCCACA T T TGGT CC T T CGAGCCGGA T T TGGT A T ACGT T AAAGC T TGGAAAAC
- - - - - - - - - AGT C T CGCGCCGC TGT T T T C T TGG - - - AGT AGGCCGGCAAC TGCGCCGTGAAGGCGACGT A T CGCCAGT CACC T ACGCCACGAGT ACGGC T - - - - - - - - - - GGT T T T C T AGAAGAAA T CC T A T A TGGTGGA T AGGGT AGACC T T AC T CCCCACAAGT AC T A T A T T T CGA T CGA T A TGA T CAC T AAA T C TGAAC T T AAC TGA
A T AGT AAACAAAC - - - - - - - - - - T T T T CCC TGT T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAGT AGT T T A T T T TGT T T T A T AAAGAAA T AAGT T - - - - - - GGT ACAA T
A TGCCA - - - AAAC T C T CCAC T AGT T T C T T CCGCACAAGGTGGC T CCAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T TGT C T A TGGC T - - - - - - - - - - GGT T T T C T AGAAGAAA T CC T A T A TGGTGGA T AGGGCAGACC T T A T T CCCCCACACAGGAACA T T TGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAAAAAAAAAAA T A T ACACC T T A T T C T C T T T TGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T T C T T AGAAGAAA T CC T A T A TGA TGGA T AGGGT T T CCC T CAC - - - - - - - AGA T TGCA T A T T AAAAA T AA TGT T T T TGT CAA T T T T A T CC T A T ACGA T
C T AGGGC T AAGCCCCCCCCCCCGGCCCCC T AGCGA T T AGCGGT T T T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAC T ACGGC T - - - - - - - - - - GGT T T T C T AGAAGAAA T CCGA T A T CGCACGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCGAACAAAA - - - - - - - - GTGT CA T AAC T CAAAA T A T
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TE: ltr_1_family_157.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: 336bp; fragments: 17; full length: 7 (>=302.4bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 336 bp
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TE: ltr_1_family_157.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: 636bp; fragments: 18; full length: 0 (>=572.4bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_157
 size: 315bp; fragments: 14; full length: 9 (>=283.5bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 315 bp



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)

T
E

 c
on

se
ns

us
 b

ef
or

e 
T

E
tr

im
m

er
 (

bp
)

0 50 100 150 200 250 300
0

50

100

150

200

250

300


