
Start crop Point End crop Point

MSA length = 1495
ACC TGGACCAC T AGC T T T AGAGAGTGT A T C T AAAA T T CA TGA T A - - - - AC T T ACACACAACCAAAC T T A T A TGAAA T CAC T C T T T A T T T T TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGT T T CCA T A T AAGT T TGGT TGTGTGT - - - - - - - - - - - GA T A TGAAAAA T T AGAC T C T T T T T A T A T T T AAA T T T T
T T AAAC T CAAC T - - - - - - - - T AAA T A T C T T TG - - - - - - - - GT CAAA TGA T A T ACAC - CAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT T A TGT A T A T ACC TGT ACA T - - - - - GA TGAACAGT C T C - - - - - - - - - - - - - - - - - -
AGCA TGGT ACCCAGGAAGACCGAACC TGAGA TGGGACCA TGA TGAAAACAA T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T CAGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGTGT AGACAACAA TGGGCCAAAA T AAGC TGAAAA TGTGT A - - - - - - - - - - - -
- - - - - - - - - - - - T A T CGAGGACGT CA T T T T T AAAC T CA T TGT TGAC T - A T A T ACACACAACCAAAC T AA T A TGGAA T C - - - - T T T A T T T T TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A T AAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGT T T A T - - - - - - - - - - - - - - - AGA T AAC T - - - - - - - - - - - - - - - - - - - - - - -
TGT T TGA T T CCAAA T A T T ACAGAGCACACCA T AAAA T T T TGA T A - - - - ACC T ACACACAACCAAAC T T A T A TGGAA T CCC T C T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGTGT A T T T T AAAGT T T A T A T AAGTGGGCCGA T T T TGTGT T T A T AAA T T A T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T ACACACAACCAAAC T T A T A TGGAA T CAA T A T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T T T A T TGTGTGT A T A T TGAGAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T ACACACAACCAAAC T T A T A TGGAA T CAA T A T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T T T A T TGTGTGT A T A T TGAGAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT A T AGA T A T CAAAGTGGA T T ACACGT AA T A T T AAA T A T TGGCAAA T AGT A T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T T TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGAC T CCA T A T AAGT T TGGT TGTGTGT AG - T T CAAGAAGA T AG - - AAA T ACGAAGT T T T - - - - - - TGT AAAAC T T
T C T T TGAC T - - - - - C T T T AGAGAGTGTGT C T AAAA T T AA TGA T A - - - - - - - T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T T TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGTGT A T - T TGT CCAAGA T A T AAAAAA T CAGAC T C T T T T T A T T T T T AAA T T T T
- - - - - - - - - - - - AGAAAAAA T AAA T A T T - - - AAAA T T CC TGAGAA - - - GAA T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGT A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - TGGCAAGAGT T CA T T T TGT TGA T CAGT AA T AAACAGT A T ACACACAACCCAAC T T A T A TGGAA T CAC T C T T T A T T T C TGT C T T AA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGTGT ACA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T AAGCCACCA - AGAAGT T CAAA T A T T T T CC TGA - - - - - - - - - - A T AACA T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C T T AC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGTGT AC - T T T AGGT T TGCA T - AAAA T ACCCAAGT T T - - - - - - T T T A T T C T AG
ACACAAAAA T AA - AGT AAAACGCA T T T T T T AGGAA T T T T TGACAAA T AA T A T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAACA T T A TGAAAAA T AA TGGA TGA T T CCA T A T AAGT T TGGT TGTGT A T A T - T T T A TGA T T T T ACAAAAC T ACAAACAAC T - - - - - A TGTGAAGC T A
C T C TGAAAA TGT - A T T AA T CAA T A T A T T C T AAAAA T T AC T AA T A - - - - AAA T ACACACAACCAAAC T T A T A TGGAA TGAC T C T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGT A T A T A T T T A T A T T T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C T T
A TGA TGT T A T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T T AACAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTG - A T A T CCAACA T A T CA T A T CAAGAAAC T CAA T CA T T T AA T - - - - - - - - - - -
AGAAAAACACAG - T CAAAC T AA T ACA T T T T T AAAA T A T C T T T T A - - - - AAA T A T ACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGGGAAA T AA T AGGTGA T T CCA T A T AAGT T TGGT TGTGT A T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T CGGAACAGC TGT AC TGGACGAA T A T T T T T A T AA - - - - TGT T A T A T - A T C T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAAGA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGT A T A T AC T AA T A T A T AAA T AGGCAAACAGGT TGA T C T T - - GT A - - - - - - - -
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TE: rnd_1_family_740.fasta.b.bed_uf.bed_g_2.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: 1495bp; fragments: 2548; full length: 379 (>=1345.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1495 bp
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TE: rnd_1_family_740.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1795bp; fragments: 2549; full length: 0 (>=1615.5bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_740

 size: 1270bp; fragments: 2263; full length: 467 (>=1143bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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