
Start crop Point End crop Point

MSA length = 494
GT T C T CCCA T AA TGT TGACGCCA T T C T T T AACCACAA TGAA T A T A T T CAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAA TGGAAACACAAAAGT TGC T CAA T A T T T C - T C TGGAAACGT C T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T A TGAAC TGT T AAGT T - - CAGC T TGT C TGT T T TGGTGAAAA T T T T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCGACAGAAAC T CAAAAGT TGC T CAAAGT T T C T CCAGGAAACC T C T T T - - - T TGT T T T AC T TGCA T T T A T CAGC T T AAAAAAAA TGGACAAAA TGGT CC
TGT C T CCAC TGA T A TGA - - - A TGT T CGGCAACGT AAAGGAGGAAAA TGCGT T A T T A T TGGAGTGGCA T TGT TGT A T T ACAAAAAGAA T - - AAA TGAGGAA - - - - - - - - - - GGCAACAGAAACACAAAAGT TGC T CAA TGT T T C T CC TGA T AACGT T T T - - T - C T T CCC T A T AGT T T T T AGT T AAAAAC T AC T AA - - - - - - CGGGT AGT CC
- - - T T T T A T T AACAC T A T T AAAGGA T T T T TGTGGGAAAGAAA TGACGAAA T T A T T A T T AGAGCGGCA T T A T TGT A T T A T AGAAAGAA - AAAAA TGAGGAA - - - - - - - - - - AAA T AGAGAAACCCAAAAGT TGGT CAGT A T - - - - - - - - - - - - - - - - - - - - - CAAAAA T TGAGGGCCCA TGAAAAAAAA TGGAGC T CCACCA T AGT AGT CC
T C T TGCCGA T A TGGT A T A T A TGT T T CCA T CGAAAAAAACA T T AAGCAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCAA TGGAAACAGAACAGT TGC T CAA T A T T T T T C T TGGAAA TGT C T T - - - - - - - AGGC T C T C T T T C TGA T AAA T A T ACAAA T TGAGA T TGAAA T A T A T A
- - - - - - - - - - - - - - - - - - - - AAGT CCGGCAACACGAAAGT AGT CGCGT - - - T A T T A T AAGAGCGGCA T TGT TGT A T T ACAAAAAAAA T AAAAA TGAGGAA - - - - - - - - - - AGCAA - - AAAACACAAAA T A TGC T CAA TGT T T C T CC T - GAAACGT C T T T A T T AACAGCCA T CCACA T T T CC T A - - - - - C T A T CCC TGAC T CCGT TGT T T T
T T T T T CCA T TGACACA - - - - - AGT T TGGCAACA TGGAGAAGGAAGACGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAACAGAAACGCAAAAGT TGC T CAA T A T T T T T CC TGGAAAAGT C T T T T - - T T TGT T TGT AAC T T T T T ACAAA T ACAGAA T AGAGAACAGT AGCAGTGC
TGT C T CCAC TGA T A TGC - - - AAGT T CGGCAA T A T AAAGGAGGAAGACACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAACAGAAAGA T AAAAGT TGC TGGAGGT T T CCC T - - - - - - - - - - - - - - - - T T CC T A T ACAGGGT T C TGCAACAGTGCGT CGGGCA T C TGT AGC - - - T C
TGT T T C T AC TGA T ACGA - - - CAAC T TGGCAACA TGAAGGA - AAA T A T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGC T A T AGAAACACAACA T T TGC T TGGT A T T T C T T T - - - - - - - - - - - - - - - - - - - GC T T A TGGGT T T ACA T AAAGT AACAAAGGACAAC - GT A T T A T T T T
T C T CAC T A T T T ACGT AAA T A - GT T T TGAAAG - AAAAAAAAAGAGAAA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCAACAGAAACAGAAAA - - - GT T C - C T C - - - - - - - - - - - - - - - - - - - - - T T A T T AAGCCACGT T T CCACCGAAGAAACA T TGAGCCAC T T TGT TGT TGC
TGT T T T CAC T T A T A TGAA - - - - - T T CGGT AA T A TGAAGGAGGAAGACGC T T T A T T A T T AGAGCGGCA T TGT TGT AGT T CAAAAAGAA T AAAACCGG - AGA - - - - - - - - - - AGCAACAGAAACACAAAA T T T ACAGAA T A T A T CACC - - - - - - - - - - - - - - - - - - - - - - - - T TGT T T CCAC TGAAGTGACA T ACGGCGAC T TGT T T T T C T T
T C T CAC T A T T T ACGTGAA T A - GT T T TGAAAGAAAAAAAAAAGAGAAC T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCAACAGAAACACAAAA - - - ACACAAAAGA T - - - - - - - - - - - - - - - - - - T T A T T AAGCCACGT T T CCACCGAAGAAACA T TGAGCCAC T T TGT TGT TGC
T T T A T ACC T T T A T A TGA - - - - - - - - - - - - - - - - - - - - - - GAAA T A T T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAA T AAACACACAAAAGT TGC T CAGAA T T T C T CC TGAAAACGT C T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGT T T T CAC TGA - - - - - - - - AA T T T CGACAACGTGGAAGAGGAAGT A T A T T CGT T A T T AGAGCGGCA T TGT TGT A T T ACAAAAAGAA T AAAAA TGAGGAA - - - - - - - - - - AGCA - - - - - - - - ACAAAAGT TGC T CAA TGT T T A T CC TGGAAACGT C T T T A T T CGCCGC TGT ACC T T T T T CCCGAGCGT CGT T TGC TGAGTGCGT CGT T AC
TGT T T T CAC T AGT ACGA - - - AAGT T CGT CAACGTGGAGAAGGAAGGCGCA T T A T T A T T AGAACA T CA T TGT TGT A T T ACAAAAAGT ACAAAAA TGAGGAA - - - - - - - - - - AGAAA T AA T AGAAAAAAAAGT ACC - - - - - - - - - - - - - - - - - - - - - - - - - - T - GAAA T T T A T T A T T C TGT AC T ACAACACGAAGAA T T ACCC T T AAA T T T T
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TE: rnd_5_family_26381.fasta.b.bed_uf.bed_g_1.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: 494bp; fragments: 19; full length: 0 (>=444.6bp)
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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 494 bp
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TE: rnd_5_family_26381.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 866bp; fragments: 11; full length: 0 (>=779.4bp)
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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 Extended plot Blue lines are boundaries
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TE: rnd_5_family_26381
 size: 338bp; fragments: 12; full length: 1 (>=304.2bp)
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Before TEtrimmer 338 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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