
Start crop Point End crop Point

MSA length = 266
T T T CA TGCCAA T CACA T T T C T CGA T A T - CCGA T TGAAC T T T AAAACAAA T C T T C T TGGAA T T T T AGAA TGGT CGCAAC T AAAGAAGGAGCCAGGAGCGCC - - - - - - - - - - GA TGT CGC T CC TGGC T T C T T C T T T AGT TGCGACCA T T C T A T T - T T AAAA T C T T A T AA T T ACAA T A T T T AA T A T T T T T T A T AAA - - T TGC T T T T AAAC T C T
T T T T T AA T CGGT T T TGT A TGAAAGCGT A T T T T C TGACGT AA T AAGCCA TGT T T T T CGG - - - - - T AGAA TGGGAGCAAC T AAAAAAGGACCCAGAAGCGT C - - - - - - - - - - GA TGACGC T CC TGGC T CC T T C T A T AGT TGCGACCA T T C T ACCA T CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A T C T T A TGT T AC
TGCC T A T CCCA T CAGC T T CAGA TGCC T A - - - - T T AAAC T T AAAGAC T CA T T A T T C TGAA T T T C T AGAA TGGT CGCAAA T AAAGAAGGAGCCAGGAGCGT C - - - - - - - - - - GA TGACGC T CCCGGC T CC T T C T T T AGT TGCGACCA T T C T AC T - - - - - - A T T CGCC TGGT A T A T AAAC TGAGT AGT T T T A - - - - - - A T T A T T T AAGA T T A T
- - CC T AACA T A T TGT T T T T - - - - - - - - - T CGT C T AGA T T AGAG - - - - - - - - - - - - - - - - - - - - CAGAA TGGT CGAAAC T AAAGAAGGAGCCAGGAGCGT C - - - - - - - - - - GA TGACGC T CC TGGC T CC T T C T T T AGT TGCGACCA T T C T A T T A T T AAAA T T C T T TGAAGGT A T T AA T T CAAAAC T T T TGAA T AAA - - - - - - - - - - - T T AA
T T T T CAA T CCGT CA T T T T CC T T CACC T - T T C T T TGAA T T TGA T - - C T AA T T T T T T TGGAA T T T T AGAA TGGT CGCAAC T AAAGAAGGAGCCAGGAGCGT C - - - - - - - - - - GA TGACGCACC TGGC T CC T TGT T T CGT TGCGACCAC T C T AA T - - - - - - C T T T CA T T A T T C T AA T T T T AAA T T A T C T CC T AGT AAAA T T T T TGAA TGT T AC
TGT TGGT TGCA T AC T T T A TGACGT CA T AAGA T C TGGT C T A T AAAA T T - - - - - - - - - - - - AA T T T AGAA TGGT CGCAAC TGAAGA TGGAGCCAGGAGCG - - - - - - - - - - - - GA TGACGC T CC TGGC T CC T T C T T T AGT TGCGAACA T T C T ACA - - - - - - - - - - - - - - A T T A T AA T AAAACAAAACC T A T A - - - - - - - - - - - - - - - - - C T AC
- CCCCACCGC T T T A T T T T TGACAA T AGA T TGT T TGGAGCAAAAAA T T AA T T T A T T TGGAA T T T T AGAGT AGT CGT AAC T A - - - AAGGAGCCAGGAGCGT C - - - - - - - - - - GA TGAC T C T CC TGGC T CC T T C T T T AGT TGCGACCA T T C T A TGA T TGA - - - - - - - - - AA T A T A T T A T CA TGACAC T T T T - - - - - AA - - - - - - - - - - - GT AC
CC TGCAGCACA TGT AC T T T A T T AGTGCACC T AC T AAAC T AAGAAAA T AA - - - - - - - GGAA - - - - - - - A T AGT CGCAAC T AAAGAAGGAGCC TGGAGCGT C - - - - - - - - - - CA TGACGT T CC TGGT T CC T T C T T T AGT TGCGACCA T T C T ACCA T T AGA - - T T A T T T T T T T T A T T T CAAAA T CAGT T A T AAA T AAAGT T TGAACACCC T A T
- T T CAAAC TGAGCGT T T A T A T AGGCAC - T CGA T TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAA T CGT C T CAAC T AAAGAAGGAGCCAGGAGCG - - - - - - - - - - - - AA TGACGC T CC TGGC TGC T T C T T T AGT TGCGACCA T T C T AC TGGT AAAAACC T AAAAA T ACA T T ACCGAGAC T AGAGCAAA T AAAC T C TGT T CA T A T T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA T T A T CGCAAAG - - - - - - - - - - - - - - - - - - - - T AGAA T TGT CGCAAC T AAAGAAGGGGCCAGGAGCGT T - - - - - - - - - - GA TGACGC T CC TGGC T CC T T C T T T AGT TGC T ACCAGT T T TGG - - - - - - A T AAA T T TGGGT T AA T ACCCAAGGT C T TGC - - - - - - - T A T A T ACCCAAGT A T
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TE: rnd_3_family_206.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: 266bp; fragments: 429; full length: 67 (>=239.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 266 bp
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TE: rnd_3_family_206.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: 566bp; fragments: 429; full length: 0 (>=509.4bp)

TE consensus (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: rnd_3_family_206

 size: 247bp; fragments: 327; full length: 22 (>=222.3bp)
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No TE domain detected

Before TEtrimmer 247 bp



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

TE consensus after TEtrimmer (bp)
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