
Start crop Point End crop Point

MSA length = 378
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AGA T T T C T T T T CAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAACA T A T CCAAAGT CAGT CGTGT A T T A T T CCGT AAA T ACACAGCA - - - - T AA T T TGGCGACGAGT CGTGAA T TGAAC T T ACGTGCAAGT C TGT AA
- T T AC T AGTGAAGTGCCGT T AAC T ACACC TGT TGTGT CAA T CCCAGAAGT TGAGT C T ACGAGTGAGA T A TGCCAA TGGACAAGGAACC TGAAAGTGT T T C - - - - - - - - - - T AA T AAACA T A T CCAAAGT CAGT CGTGT A T T A T T CCGT AAA T ACACAGCA - - - - AGAGGCA T AGACA T T T T C T AGA T A T AG - - - - - - - - - - - - - C T C T T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGT T TGA T T A T CGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAACA T A T CCAAAGT CAGT CGTGT A T T A T T CCGT AAA T ACACAGCA - - - - T AA T T TGGCGACGAGT CGTGAA T TGAAC T T ACGTGCAAGT C TGT AA
- T T AA T AGTGAAGTGCCGT T AAC T ACACC TGT TGTGT CAA T CCCAGAAGT TGAGT C T ACAAGTGAGA T A TGCCAA TGGACAAGGAACC TGAAAGTGT T T C - - - - - - - - - - T AA T AAACA T A T CCAAAGT CAGT CGTGT A T T A T T CCGT AAA T ACACAGCA - - - - GAAGAGAGGGAGT T T CGGCAAA T A T CACA T A T - - - - - - - - T T T T T T
GT T AAC T AGT AA T T T A TGT T AAAAACAA T CGCAAC T T A T T T C T CAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAACA T A T CCAAAGT CAGT CGTGT A T T A T T CCGT AAA T ACACAGCA - - - - T AA T T TGGCGACGAGT CGTGAA T TGAAC T T ACGTGCAAGT C TGT AA
- T T AC T AGTGAAGTGCCGT T AAC T ACACC TGT TGTGT CAA T CCCAGAAGT TGAGT C T ACGAGTGAGA T A TGCCAA TGGACAAGGAACC TGAAAGTGT T T C - - - - - - - - - - T AA T AAACA T A T CCAAAGT CAGT CGTGT A T T A T T CCGT AAA T ACACAGCA T T A T - - - - - - - - - - - - - - - - - - - - AA T A T AAAA T AC - - - - - - - - - - - - - -
- T T T T T CGA T T T T A T T TGGT A T A TGAAACCC T AGT T TGGT T T T TGCAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAACA T A T CCAAAGT CAGT CGTGT A T T A T T CCGT AAA T ACACAGCA - - - - T AA T T TGGCGACGAGT CGTGAA T TGAAC T T ACGTGCAAGT C TGT AA
- T T AA T AGTGAAGTGCCGT T AAC T ACACC TGT TGTGT CAA T CCCAGAAGT TGAGT C T ACGAGTGAGA T A TGCCAA TGGACAAGGAACC TGAAAGTGT T T C - - - - - - - - - - T AA T AAACA T A T CCAAAGT CAGT CGTGT A T T A T T CCGT AAA T ACACAGCA T T C T T A TGACA T CGCCGC T T T CC TGA T CC TGAA T ACCAACCC T T CA T T T A
GT TGAC TGGAGTGT ACCCC T CACAC T AC T T T T TGCGT T T CA T T T AC T CAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AAACA T A T CCAAAGT CAGT CGTGTGT T A T T CCGT AAA T ACACAGCA - - C T TGT AAAAAACA T CA T T T T T AA T TGCAA - - - - - - - - - - - - - - - - - - -
GT CAA T AAAA T TGT T A TGT TGAACC TGCC T T T AGCGCCGAC T TGCAGAGT TGAGT C T ACGAGTGAGA T A T ACCAA TGGACACAGAACC TGAAAGTGT T T C - - - - - - - - - - T AA T AAACA T A T CCAAAGT CAGT CGTGT A T T A T T CCGT AAA T ACACAGCAC T C T AAAC T AGACGACGCGT CGCGT CAA T AAAAA T T C T ACAAA T T TGCAA
C T TGA T AAAA TGGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T AAACA T A T CGAAAGT CAGT CGTGTGT T A T T CCGT AAA T ACACAGCA T T C T T C T A T CC T T AAAC T T C T T TGGT AACAA T T CAGGCCCAACC - - - - - -
GC T T ACGGC T T AAAACCGT T AA TGT CCGC TGCAA T T T TGAC T TGAAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAACA T A T CCAAAGT CAGT CGTGTGT T A T T CCGT AAA T ACA T AGCA T T C T CAGC T T A TGT C TGT T T CACAGGTGAACGACAACGGT T AA T T CGT CG
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TE: ltr_1_family_366.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 378bp; fragments: 14; full length: 6 (>=340.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 378 bp
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TE: ltr_1_family_366.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 680bp; fragments: 14; full length: 0 (>=612bp)
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TE consensus genomic coverage plot (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_366

 size: 201bp; fragments: 13; full length: 13 (>=180.9bp)
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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 50 100 150 200 250 300 350
0

50

100

150

200


