
Start crop Point End crop Point

MSA length = 960
- - - - - - - - - - - - A T T TGCAAGAA T AA T AA T T A T A T CGT A T AA T A T CA TGT T T AAACC T CGAGCGGGCGCGT CCCGA T A T T T TGT T CCGCAA T T T T AC T AA - - - - - - - - - - AAACGCGCCCGGT CGTGTGA T T C T AAAGT ACGCGCC TGCCCGAGGGT T AAAACA T - - - - - - - - - AA T AGT AACAAA T C T A - A T A T AAA TGT CA T CGGGT T
AACAGT T T TGC T AAA T T T AAGGGT A T TGC TGGT T T TGT A T T A TGT CAGT T T T AACCC T CGAGCGGGTGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGGT CGAGTGA T T C T AAAGT ACGCGCC TGCCCGAGGGT T AA T T T AA - - - - - - - - - AA T AGA TGT AA T T T T T T - - - - - - - - - - - - - AACCC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T T T T T AACC T T CGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGGT CGTGTGA T T C T AAAGT ACGCGCC TGT CGGAGGGT T AAGGAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T T
AACAAA T AC T A T A T CGACGT T AACAA - - - - - - - - - - - - - - - - - - CA TGTGT T AACCC T CGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGGT CGTGTGA T T T T AAAGT ACGCGCA TGC T C T AGGGT TGA TGT CGCC TGAAGT T T AACCAAA T AGA T C TGA - - - - - - - - - - - - - - T AGT T
GACAAA T T TGA T T T A TGGCGGAACACGACCGA T A T T T T AAAGT AA T AA T T T T AAACC T CGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGGT CA TGTGA T T C TGAAGT ACGCACC TGCCCGAAGGT T AAAGAAGT T AAAAA T T AACAAACA TGAA T AAAAAAGACAACAAAAGGAGT C T
GT TGAC T A T A T AA T A T A T AAGGACAA T A T AAA T T T TGT T T AA T AGT T A T A T T AACCC T AGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGGT CGTGTGA T T C T AAAGT ACGCGCC TGCCCGAGGGT T AA T CAAA - - - - - - - - - AAA T AA T A TGTGT C TG - A T TGAAGT C - - - - - - AAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AACCC TGGAGCGGGCGCGT CCCGCAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCC TGGT CGTGTGA T T C T AAAGT ACGCGCC TGCCGGAGGGT T AAAAGAGA T T AAAA T T T AGCAAGGTGTGC T T A - GTGCAAAC - - - - - - - GA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - TGCAA T T T T T AC T A - - - - - - - - - - T T AAACC T CGAGCGGGCGCGT CCCGAAA T T T TGCACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGGT CGTGTGA T T C T AAAGCACGCGCC TGCCGGAAGGT T AA T A T AA T CAAAG - - - AAACGAAGT A T A T T A T - A T TGTGACA T AA T AA TGT T
TGT T AA T A T A T AAA T T A T AAA T ACA T T AGGA T T CCCA T TGA - - - - GAAA T T T AAC T C T CGAGCGGGCGCGT CCCGA T A T T T TGT AACGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGGT C T TGTGA T T CCAAAGT ACGCGCC TGCCGGAGGGT T AA TGT CA T T TGAAAC T - - - - - - - - - - - - - - - - - GT T T AAA T CAAA - T CGT C T
TGT - - - - - - - - - - GT C TGAAGAAGA T T A TGAAACGCGT CAA T T AGT CAGT T T AAACC T CGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGGT CGTGTGA T CC T AAAGT ACGCGCC TGCCGGAGGGT T AA T AAAGTGGAAA - - - - - - - - - - - - - - - - - - - - - T T T AAGTGGA - - - AGT C T
GT T A T T T A TGT T A T T T A TGAGAACAA - - - AAA T T T TGT CCCAGGGC T A T T T T ACCCC T CGAGCGGGCGCGT CCCGA T A T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACGCGCCCGGT CGTGTGA T T C T AAAGT ACGCGCC TGCCCGAGGGT T AACA T AA T T A TGGA T T T AAAGA T A T AAAC T TGAA T T T AAAC T T T A T T AAAC T
CA T CAC T T TGA T A T A T T T AA T AA T A T - - T T T T T T T TGT - - - - - - - - - - - - T T AACCC T CGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T TGAC T AA - - - - - - - - - - CAACGCGCCCGGT CGTGTGA T T C T AAAGT ACGCGCC TGCCGGAGGGT T AAAA T AGGT AAAAA T T CCAA T T T ACGAACC T T - A TGGAAA T T T T A - - - A T T T
GA T AGC T ACGA TGT T T A T AAGAACAA - - - T ACC T T TGCCAAA T ACAAA T A T T AAAAC T CGAGAGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAA - - - - - - CGGT CGTGTGA T T C T AAAGT ACGCGCC TGCCCGAGGGT T AAC T T AA T T AAAAAA - AAAAAA T A TGAA T - - - - - T T T AAA T T C T C T A T A T T T
CA T T C T T C T T A TGC TGCC TGGGCCAC T A T A T A T A T TGT CCA - - - CC T A T C T T AACCC T AGAGCGGGCGCGT CCCGAAA T T T TGT ACCGCAA T T T T AC T AA - - - - - - - - - - CAACACGCCCGGT CGTGTGA T T CCAAAGT ACGCGCC TGCCGGAGGGT T AAACCGTGC T T AAA TGACCCAAGACC T T T T T AAGCAACAACGT CA T A T A T A T
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TE: rnd_3_family_24.fasta.b.bed_uf.bed_g_3.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: 960bp; fragments: 962; full length: 280 (>=864bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 960 bp
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TE: rnd_3_family_24.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1260bp; fragments: 956; full length: 0 (>=1134bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_3_family_24

 size: 1129bp; fragments: 2466; full length: 1 (>=1016.1bp)
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ORFs
PFAM domains



0 200 400 600 800 1000

ORF2 ORF1

Before TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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