
Start crop Point End crop Point

MSA length = 875
- - - - - - T TGGCCACCCGGT A T A T T CAGT AAA T - - - - - - - - - - - - - - T A T T AAGC TGGCAACGGACGACGAGCGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - T A T AAGA T A T AA T A T A T A T T A T A T T A T CGC T CGT CGT CCGT TGCCGGC T T T AGT A T T AA T T - TGA TG - - - T T T AG - A T T AGC T TGT A T A T CA T A T C TGT A
- - - - - - - - TGCAA T T T TGT T T A T TGT A T T AA T - - - - - - CGGT T - - - - - - - AAGCCGGCAACGGACGACGGGCGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - T A T AAGA T A T AA T A T A T A T T A T A T T A T CGC T CGT CGT CCGT TGCCGGC T T T AA T A T CA TGA - T CAAA T A T A T T AG - GGCGA T A TGT A T T T T T T A T A T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGT AAAGCCGGCAACGGACGACGAGCGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - T A T AAGA T A T AA T A T A T A T T A T A T T A T CGC T CGT CGT CCGT TGCCGGC T T AA TGC T CAAGG - CGCAACCGC T T AGC - - - - - - - - - - - - GGCGAACA T T T T
T - - - - - T T TGC T A T T TGGCGTGT T A TGT T T A T - - - - - - T AC T TGT T TGT AAAGCCGGCAACGGACGACGAGCGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - T A T AAGA T A T AA T A T A T A T T A T AA T A T CGC T CGT CGT CCGT TGCCGGC T T AAA TGT ACC TG - T - - - - - - - - - - - - - - - - - - - - - - T T T A T A T T A T T AACA
TGT T ACACAAAAAA T A T T T A T T T CAAAA T AAACCA T T T - - - - - - - ACA T A - - - - - - - - - - - - - - CGAGT TGGGAAAA TGT A T TGT ACAGT A T AGC T A TGT - - - - - - - - - - T A T AAGA T A T AA TGT A T A T T A T A T T A T CGC T CGT CGT CCGT TGCCGGC T T AA T AGT CAA T AGAAA T A T A T A T C TGTGGCAGGT TGT A - - - - - - A T A T AAA
- - T T A T T T CGGCA TGGGT CACGT TGT A T T T AAA T A T T - CGACCGC T T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AAGA T A T AA T A T A T A T T A T A T T T T CGC T CGT TGT CCGT TGCCGGC T T AAGACCC T T T T - T T T AA T AGC T T AA - AA TGGT T T - - - - AGCA T AGCCGT A
TGA T T CGCCGCCA T C T TGGA T T T TGA T T CCAG - - - - - - - - - - - - - C TGT AGCCC T T C T AC TGGACGACGAGCGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - - - - - AGA T A T AA T A T A T A T T A T A T T A T CGC T CGT CGT CCGT TGCCGGC T T AAAGC T CAGT AA TGAGACGAGT TGTGAAAAA T T T - - - - AAAC T AAAGA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCA T TG - CAC T T AAGCCGGCAACGGACGACGAGCGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - T A T AAGA T T T AA T A T A T A T T A T A T T A T CGC T CGT CGT CCGT TGCCGGC T T T A TGCA T A T T T - T T A T A - - - A T T AA T T T TGA T T CGGA T TGA TGAGT TGT A
T - - T A T CGT A T CAGT A TGT C TGA T T T T T T AACA T A T T T CGA T TGT - T T T AAAGCC - - - - ACGGACGACGAGCGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - T A T AAGA T A T AA T A T A TGT T A T A T T A T CGC T CGT CGT CCGT TGCCGGC T T T ACA T TG - - T T - TGACG - - - A T T AGT A T AGGC T A - - - - - - - - - - T AGT T A
TGT T A T C T TGT CGCC T C T CC T AA T CAA TGAACA T A T T T CGAA TGT AA T T T AAGC TGAAAACGGACGACGAGCGA T AA T A T AA T A T A - - - - - - - - C T A TGT - - - - - - - - - - T A T AAGA T A T AA T A T A T A T T A T A T T A T CGC T CGCCGT CCGT TGCCGGC T T T A T T A T - - - - - - - - - - - - - - - - - - - - AGAGGCGAGCG - - - - - TGT TGC T A
C T T CAGC T CA T AGT TGCGCA T C T T C T T T T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AAGA T A T AA T A T A T A T T A T A T T A T CGC T TGT TGT T CGTGGT A TGT T CGAAACC T - - - - - T CA T AAA T ACAAGT - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - T A T T AAAAAC T AGTGT TGTGT A T A T AC - - A T T T - - - - - - - GTGAAAAGCCGGCAACGGACAACGAGCGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - T A T AAGA T A T AA T A T A T A T T A T A T T A T CGC T CGT TGT CCGT TGCCGGC T T AAAACAGGGAAA T ACAA T ACAGT T A T - - - - - - - - - - - - AA T A T A T T T T T A
- - - CC T A T AGT CA T AAC T T T T T A T A T T T A T ACA T ACA T - - - - - - - AC T T AAAGCCGGCAACGGACGACGAGCGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - T A T AAGA T A T AA T A T A T A T T A T A T T A T CGC T CGT CGT CCGT TGCCGGC T T T AA TGT T TGGA - AAAAA TGT A T AAA T A T AAAAAGA T ACA T C T T AAA T T T A
- - - - - TGT CAAAGAAAA T T AAA T T A TGT AGGT - - - - - - TGA T T A T A T T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AAGGT A T AA T A T A T A T T A T A T T A T AGC T TGT CG - - - - - - - - - - - - - - - - - - - - - - - - - A T AA T A T A T A T T AAG - - - - - - - - - - - - T ACGAAAAGAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AAGA T A T AA T A T A T A T T A T A T T A T CGC T CGT CGT CCGT TGT CAGC T T AA T ACAAAAAA - TGGAAA T AA T CAGTGT CGA T CGT T A T TGT T TGT A T A T A
- - - - - - - - - - - - - - - - - A TGT AA T A TGT C T A T - - - - - - - - - - - - - ACC T T T AAC TGGCAACGGACGACGAGCGA T AA T A T AA T A T A T A T T A T AGT T A TGT - - - - - - - - - - T A T AAGA T A T AA T A T A T A T T A T A T T A T TGC T CGT CGT CCGT TGCCGGC T T T A TGC T T T AGT A T AAAA TGT C T ACGC - - - - - - - - - - - - A T CC T A T AGAGG
TGT T A T A - - - - - - - - - - A T CC T T TGTGT T AACA T T T T T - - - - - - - GAA T AAAGCCGGCAACGAACGACGAGCGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - T A TGAGA T A T AA T A T A T A T T A T A T CA T CGC T CGT CGT CCGT TGCCGGC T T AA T TGT AGA T A - T AAAA T ACAC TGA T AC TGGC T T - - - - - - - - - - - - - - - A
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TE: rnd_5_family_4084.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 875bp; fragments: 225; full length: 6 (>=787.5bp)
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TE consensus genomic coverage plot (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 875 bp
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TE: rnd_5_family_4084.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1186bp; fragments: 223; full length: 0 (>=1067.4bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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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_4084
 size: 712bp; fragments: 223; full length: 18 (>=640.8bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 712 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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