
Start crop Point End crop Point

MSA length = 16748
- - - - - - - - - - - - - - - - T CGT AGA T T C T T T T T CAAAA T T - - - - - AGACGA T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCA T TGA TGGC T T C T A T AACAAC T T AGAAAAGAAGCCA T
C T CA T A T TGAGT T A T - - - - - - - - - - T C T C T T C T T A T T T ACA T C T CA T TGT AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC - - - - - - A TGT A T T T T AA T - - - - - A T T TGAAA T C - - GA TGA T CA T TGT CC TGACA T C T T T AGAGGT CGT C T T C T
- - - - - - - - - - - - - - - - - - - - - - - T AA T A T T T T T AAA T C - CA T T AACCCA T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC - - - ACAA T T CA T T T T A T T - - - - - GT T A T CGT T T - - GA T T T T CA T TGT CC T TGGT CC T T T CGAGC T CA T T C T A T
- - - - - - - - - - - - - - - - - - - - - - - - GA T A T T T CGAGGT A - - - - - - - - - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC TGA T CAGT T T A T T T T AC T A T A - AC T CA T CAGT CCCAA TGA T TGT TGA T T T AA T T C T T T CGAA TGT AAAGT T - -
T T ACGA T T T A T T CAGA - AA T T T T T A T CGT T T T T AA T T CA T C T T ACA T AGT AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC T CA T CAAA T T T T A T T A T T AAAAAGT T ACCAA T T - - - AA T A T T A T T AACCGAAAAC T A T T AAAAA T AGGT A T A T
CCA T AGGTGT AC T AACAAA TGT T TGA T T T A T TGCA T TGACA T - A TGCGA T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC T TG - - - - - - - - T T T AACGA - - - - CA T AACGA T ACC TGCACA T A T CGT T AAAAAGA T A T T AAGGT A T A T T A T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGCGT T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT T T CA T T A T CACA T T T T
CGT AAA T T AA T T T T AA - T A T T AA T AAC T T T A T T - - - - - - - - - - - - - - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC T T - - - - - - - - - T T T T T A T - - - - - GC T C T T AAGC - - A T CAAA T AA T T T T C TGAGC T TGCAAAAC T CAA T A T T CC
- - - - - - - - - - - - - - - - - A T C T CCCGC T C T AACAAAC T CGAAA T AGA TGT CAGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAAGAA T A T AAACCAACGA TGA T TGGAAGT TGT T T CGA
T T T T AA T TGA T T TGAAAAAGC T A TGA T T A TGTGT AC T CC T A T - - - - - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC T TGT T AA T T T A - - T TGAAAAAAA - - - - - - - - - - - - - - AGAAAGT T - - - - - AAAAC T TGT AAA T T T AAAA TGAA
T T AAGAAAA T T C TGTGAAGT T T A TG - A T T TGT AGAA T - - T A T T ACA T AACAGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC T C - - - - AC T T - - - - - - - - - - - - - GT T TGCAGT ACCCGA T A T A T T T TGT C TGGA T CA T A T AAA T AA T A T A TGA T
- - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T T AA T A T - - - - - T AACC T T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC T AA T CAGTGT A T T TGA TGCAAAAGAAGCAGA TG - T AAC T CA T A T CC T CCAACA T T T C T TGGAAA T T T T C T CC T
T CAAC T T T T AA T TGGT T A T T CCAAAA T T C TGT AAACAAA T - - - AAC TGT T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC T ACGT AA T T T A T T T TGT T - - - AAA T T A T TGA T T CCC T T T T T CA T T T T T T T CAAGC T T T T AGGCGGCACACCAA
- - - - - - - - - - - - - - - - - - - - - - - T T AC T A T T T T AA T CCACGT - - - - - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC - - - T CGA T T CAGT T TGGAAACAAC TGGGAAC TG - - AA T TGT T A T ACACGAGAAGT AA T TGGAA - - - - - - - - - -
T - - - - - GTGT T T T A TGA T T T TGA TGT T T T TGT AAAAA - - CAAGAA TGT T CAGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGCCA T T T AA T T CA TGT A T T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCGACCAGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - GA TGCAGAAACCCCCA T CCCCC T C T AC TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CACGGT C T T T C TGCCAAGGC TGT TGAGCC T AA T CCAGG
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TE: rnd_4_family_733.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: 16748bp; fragments: 16486; full length: 61 (>=15073.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 16748 bp
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TE: rnd_4_family_733.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: 17052bp; fragments: 16485; full length: 54 (>=15346.8bp)
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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: rnd_4_family_733
 size: 14074bp; fragments: 12196; full length: 133 (>=12666.6bp)
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T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 2000 4000 6000 8000 10000 12000 14000

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 14074 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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