
Start crop Point End crop Point

MSA length = 312
CA T T T AA T AACAGT AAGTGT CAAGAAA T AAA T ACCGT AACAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A TGAAA TGACGT T AGCAGGT T T - - - - - - - - - - CC TGC T AACGT CA T T T CA T T A T A T AACA T AAGGACGCAAA T C T ACCCCA T T - T AA T A T A T - T T A T T AGGT T T CC T A - - - T T AGGA T AAAA T AA T T T C TGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CACAAACAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AA TGAAA TGACGT T AGCAGGT T T - - - - - - - - - - CC TGC T AACGT CA T T T C T T T A T A T AACA T AAGGACGCA - - - CCACCACA T T A T AA T A T A T AAAA T T AGT A T C T C T AGT T CGAAA T T T T AAAAA T - - - T T A
C T T T T CCAA T C TGT AAA T T CAAAGAGC T TGGCGC T CGCA T T AA T T AA T TG - - - - - A T T T C T T A T CC TGA T C T CC T T T AGTGAAA TGACGT T AGCAGGT T T - - - - - - - - - - CC TGC T AACGT CA T T T CA T T A T A T AAGA T AAGGACACAAA T C T ACCAC T T C - - - - - - - - - C T T A T T AGGT T T T T C TGC T T AC T AGT T T AGCAGT T T T CCA
- - - - - - - - - - - - - - - - GC T CCGAAGGGT CGA TGT CC T CA T CAA T C - - - - - - - - - - - AC TGCCGC TGT AA T T T AA T AGT A TGAAA TGAGGT T AGCAGGT T T - - - - - - - - - - CC TGC T AACGT CA T T T CA T T A T A T AACA T AAGGACGCAAA T C TGCCACA T - - T AA T A T A T T T T A T T AAA TGT T CAAGGCA T AAA T C T CAAAAA T T CC T T A
CA - T T A T T AAA T T T - - - - T T CGAAAAC T A T T T T T T T T C - - - - - - - AA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - T AACGAAA TGACGGT AGCAGGT T T - - - - - - - - - - CC TGC T ACCGT CA T T T CA T T A T A T AACA T AAGGACGCAAA T C T ACCACA T AA - - - - - - - - T A T CC T T AAC T T T T T T CGA TGAAAGAA T AA T AA T A T T T AA
T C - T T ACCAACAGAAAGTGTGGAAAAC TGC T AAC T AGT AC T AGCAAAC T A TGGT AGA T T TGTGT CC T T A T C T T A T A T AA TGAAA TGACGT T AGCAGGT T T - - - - - - - - - - CC TGC T AACGT CA T T T CAC T A - - - - - - A T AGGGAAGGAGA T C T ACC - - - - AA T AA T AGGCC T C T T TGAA TGT C T CC TGAACAGA T TGGAAAAAGAAC TGG
CC T T AGA T AGT AGC - - GCC T TGAACA T T T AA T AA T T T AA T T AA TG - - - - - TGGCAGA T T TGCGT CC T T A TGT T A T A T AA TGAAA TGACGT T AGCAGGT T T - - - - - - - - - - CC TGC T AACC T CA T T T CA T T T AA T T AAA T T ACAGCGGCAGT CA - - - - - - - - - TGA TG - - - - ACA T CGACCC T T CGGAGCGT A T A T T T AAA T T A T CA T T T A
C T AC T A T AAACCACAAGA T C T CAGGGC T AA T T AC T C T T A T T AA T - AA T T A TGGT AGA T T TGGGT CC T T A TGT T A T A T AA TGAAA TGA T A T T AGCAGGT T T - - - - - - - - - - CC TGC T AACGT CA T T T CA T AA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGA T T T T CA T A T A T AAAAGC T CAA TGT A T CCAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AA TG - - - - - TGGT AGA T T TGCGT CC T T A TGT T A T A T AAGGAAA TGACGT T AGCAGGT T T - - - - - - - - - - CC TGC T AACGT CA T T T CC T T A T A T AACA T AAGGACGCAAA T C T ACCACA T T A T A TGA T A T T T T A T T AAACCCGC T AACGT T A T A T T T AA T AA T T T CA T CA
CGT T T AA TGCA T T T AAAA T T T AAA T A T T A T T A T C T T T CA T T AA T T AA T T A TGGT AGA T T TGCGT CC T T A TGT T A T A T AA TGAAA TGACGGT AGCAGGT T T - - - - - - - - - - CC TGC T ACCGT CA T T T CGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA - - - - - - - - T A T TGTGAA T T T T C - - - - - TGAAAAAAAAA T AGT T T T CGA
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TE: rnd_4_family_3287.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: 312bp; fragments: 779; full length: 43 (>=280.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 312 bp
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TE: rnd_4_family_3287.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: 612bp; fragments: 714; full length: 0 (>=550.8bp)

TE consensus (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_3287

 size: 565bp; fragments: 1267; full length: 1 (>=508.5bp)
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Before TEtrimmer 565 bp



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

TE consensus after TEtrimmer (bp)
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