
Start crop Point End crop Point

MSA length = 693
GCCAGGC T T A TGT TGT T T T ACCGAGCAGGGT TGAAA TGAGTGT TGCC TGT T T CCA TGACC T TGT A TGTGGCAC T TGT CAAA T CGTGGT TGA TGT ACGGT T - - - - - - - - - - TGGTGT T AA TGC TGT CAGACAA T AACGGCA T A T T A T T A T T A T T AGT T AAAAA T CGCCA T A T AAGT T ACAGCA T AA T T T T T T T T AAGA - AAA T CACCA T T A
T T AGGA T T T T TG - - - - - - T AGAACAACAAAAAA T T AAAAA T A T CCC T CAA T T CCAGGACC T TGT ACGTGGCAC T T A T CAAA T CGAGGT TGA TGT AAGC T T - - - - - - - - - - TGGTGT T AA T CC TGCCAGACAA T AAAGGT A T AA T C T A T T T T T T T T C T AA TGTGA T CGGAAC T AGT T CAAGA T C T ACAGC T AC TGCAACAAA T A T CACCGA
GAGT AA T T CA T A T AGT T T TGAGAAAAACCA T AAAA T T T T A T AACCC T CAA T T T CA TGACC T TGT A TGCGGCAC T TGT CAAA T CGAGGT T AA TGT ACGC T T - - - - - - - - - - TGG - GT AAA T CC TGT CAGACAA T AAAGGCA T A T A T T T T T T T T T C T T T AAAGAGA T CGGAAC T AGT T CAAGA T C T ACAGC T AC TGCGACAAA T A T CGCCGA
GCCAGGC T T A TGT TGT T T T ACCGAGCAGGGT TGAAA TGAGTGT TGCC TGT T T CCA TGACC T TGT A TGTGGCAC T TGT CAAA T CGAGGT TGA TGT ACGC T T - - - - - - - - - - TGGTGT T AA TGC TGT CAGACAA T AAAGGCGT A T T A T T T T T A T T AGT T AAAAA T C T CCA T A T AAGT T ACAGCA T AA T T T T T T T T AAGA - AAA T CAGCA T T A
T T T AGGAA T T C T TGGT - - - - - - AACAACAAAAA T T T T T AA T AACCC T CAA T T CCA TGACC T TGT A TGCGGGAC T TGT CAAA T CGAGGT TGA TGT ACGC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT A TGGC T T T T T T A T CGC T T A T A - AAACAAACGA T A
T T T AAA T ACAA T ACA T T C T AAAAAAAAAAA T AAGAA T - - - - - - - - - - - A T - - - - - - - - - - - - - AA T A T AA T A T T T AACAAA T CGAGGGTGA TGT A TGC T T - - - - - - - - - - TGG - GT AAA T CC TGT CAGACAACAAAGGCA T T A T A T T A T T A T T A T T T AAAGACA T CGGAACA - GT T CAAGA T C T ACAGC T AC TGCGACAAA T A T CGCCGA
T T AAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGG - GT AAA T CC T T T CAGACAA T AAAGGCA T A T TGT T A T TGGT ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACA T A T AAAACA
C T T T AA T A TGT A T AA T T T - - - - - AGAAGGT T TG - - - T T AA T A T T CGCAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGT T T TGA T T T AC T T - - - - - - - - - - TGGTGT T AGT CC TGT CAGAAAA T AAAAACA T A T T A T T A T T - - - - - - - - - - AAA T T TGGT A T AGGGT - - - GT C TGA T T T TGGT TGAAACAGACGGT A T C T A
T T T AGG - A T T C T TGGCA - - - AGAACAACAAAAAA T T T T AA T AACCC T CAA T T CCA TGACC T TGT A TGCGGCAC T TGT CAAA T CGAGGT TGA TGT ACGC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T T T TGGT T T CGT T T - - - - - - AAAC T CGT T A
- - - - - - - - - - - - - - - - - - T AAAAACAGT AAGT AGAAGT C TGA T TGT CGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T T T T T TGT CAA T T A - - - - - - - - - - - - - GGTGAA T CCCGCCAGACGGT AAAACCA T A T T A T T A T T A T T A T T - - A - T AAGT T AGAA T A - T T T AAAGCGT A T T AA T AAC T T T TGCAAA T CCAGTGCA
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TE: rnd_5_family_2246.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_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 693bp; fragments: 94; full length: 6 (>=623.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 693 bp
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 size: 1002bp; fragments: 78; full length: 0 (>=901.8bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_2246

 size: 928bp; fragments: 134; full length: 5 (>=835.2bp)
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Before TEtrimmer 928 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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