
Start crop Point End crop Point

MSA length = 7928
T - - - - - - - - - - - AAA T AAAA T TGAAA T ACGA T C TGT CA T T T T AAA T AAAACAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGT T AAAAACAA - - CACGACGCA TGACGT A T AA T AGA T AAC T T AAAAA T T AC T AAAAC T T T T T T
- GT ACAGAACAGA T T T T T A T T AGAAAAA T A T T CCA T CA TGA T - - - - - AACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGTGA T AACCCA - - CACGT T CC TGA T AA - - - - T T T T T T AACGT T T AAA T A TGT C T AC T T A T T A T
- - - - - AAAACGT AAGCGGT T T CCAAA T A TGTGT CAG - - - - - - - - - - - AAGCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGT CAGAAG - - - - - - - - - - - - - - - - - - - - - - - - - T T ACAAAACAAAAAGAAGAAAACA T AGT A -
- GT AC - - - - - - - - AACAAA T T CAAAA T AAA T A T CA T T TGGT CAA T C T CAACAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGC T C T ACAACCA - - - - - - - - - - - - - - - - - - - - - - - - - - GAAGT AAGCAAAAGACAGCACC TGA -
TGA T CAAAACACA TGT T T T T T T CCAAGGT TGA T T TGC T T T T T AA TGGAA T CAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGT TGGT AA T - - - GT T ACA T ACC T AGGT A T A T A - AA T T T T AGGTGAA T AAAA T AA - - - - - - - - - -
TGT ACGAAACA T AGAGTGT AC T A T ACAA TGT CC TGC T T T T T - AA T AAACCCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGGAA T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGT ACAACACA T A T AAAGT T T T T TGGT A T A T TGTGGTGTGT T T A T T CAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGT T CCAACCCAGT TGT CA T CAC TGT T A T ACA T T A T T T AAAA T AAACGACACAAA T C T T A T T T C
G - - - - - - - - - - T A T A TGA T T C TGGAAAC TGCAGT CCGGAGA T - - - T CAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGT T CAAAC - - - AGCA T AAGT T C TGGCGT C T A TGCCC T CGA T T A TGAGGCGCAGA T T T CGT A T T
- - - - - - - - - - - T AGC TGC T T C T C T A TGGCA TGC T AGT T TGGT AA T T ACACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGGT ACCACCCAGT T ACAA T CGT CGGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G
T - - - - AAAA T A T AAACACAA T T AAA T CGT A T AC T AACA - - - - AGT T CAACCGAGGA TGC T T AAAAGTGGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGTGT A T A T CCCAGT T A T T A T T AA T C TGA - - - - - GC T T TGAAA T AAGAAAAA T - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - T ACAAGGTGTGT CAG - - - - - - - - - - - AACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGT CAGAAC - - - - - T AAGA T CCA T ACCA T A T A T C T T A TGGAACA T CAGGT A T - - T T T A T T T CA T
- - - - - - - - - - - - - - - - A T T T T C T AA TGA TGACCCAGCA T A T - AAGTGA T CCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGGTGCA T C - - - - - CA T AACC - - - - - - - - - - - - A T T C T AGAAACAGCGGAAC - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T C - - - - - - - - - - - - - - - T CAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGT A T A T C T - - - - - CA TGA T C T TGAC T A - - - - - C T TGT TGAACAGAAGTGACGA T T CGAC T CA T
- - - - - - - - - - - - - - - - AA T C T T AAAA T A TGT AACAAAAAAC - AA T T AAGCCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGT T T AAGCG - - - T CGGAAAC T TGACCG - - - - - T T T T T T AAA T AAAAAA T A T TGAA T A T T TGA T
- - - - - - - - - - - - - - - - - - - - - CGAAACA TGGTGT AGT - - - - - - - - - - AACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - GT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGT AGT AAC - - - - - CA TGGAC T - - - - - - - - - - - - - - - - - - - - - - - - AA T AA T AA T T C T AA T AA -
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TE: rnd_5_family_7884.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: 7928bp; fragments: 11647; full length: 50 (>=7135.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 7928 bp
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TE: rnd_5_family_7884.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: 8228bp; fragments: 11647; full length: 41 (>=7405.2bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_7884
 size: 7877bp; fragments: 11909; full length: 52 (>=7089.3bp)
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Before TEtrimmer 7877 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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