
Start crop Point End crop Point

MSA length = 827
AGAACAA TGAGTGCGACGAGGCGACAACCA T T CGAGCCA T AAAC TG - - - GGGT T ACCA TGAC T AAAAC TGCCCA TGC T AAA T A TGT C T A T C T T T T C T AAA - - - - - - - - - - TGT T T CCGA TGCACAGT T T T TGT CA TGGGACCCAAC - - - - - - - - - - - - - - - - - - - - - - AAGAC TGT T A T CGGAGA TGGAGAAC - - - - - - - - C T C TGT AAA
AAACGACGCAAAGACA T AA TGC T C T AAAAAC TGCAAAGAAAAG - - - - - - GGGT T ACCA TGAC T AAAAC TGCCCA TGC T AAA T A TGT C T A T C T T T T C T AAA - - - - - - - - - - TGT T T T CGA TGCGCAGT T T T CGT CA TGGGACCCAG - - - - - - - - - - - - - - - - - - - - - - - AAAAGGT A T A T T T A T CGT C T AAAGCA T CAGAGT T T T TGT AA T
T AAGGT TGT AA TGGA T T CAACCGAA T AAAGT T T T T AAAAAGA T T - - - - C TGGT T ACCA TGAC T AAAA T TGCCCA T AC T AAA T A TGTGT A T C T T T T C T AAA - - - - - - - - - - TGT T T T CGA TGCGCAGT T T T CGT CA TGGGACCCAAGT CC T T TGGAAA - - - - - - - - - - - AAGAAAA T T ACC TGAAACCGAGA T T A T T AGAGC T T CCA TGGA
AA T T T AAAAGAGT A TGGT AC T C T T AGAA T C T T AA TGA TGGCGGC T ACACCGGT T ACCA TGAC T AAAAC TGCCCA TGC T AAA T A TGT C T A T T T T T T C T AAA - - - - - - - - - - T T T T T T CAA TGCGCAGT T T T CGT CA TGGGACCCAAA - - - - - - - - - - - - - - - - - - - - - - GGC T AGGT TGTGAAAA T A T AA T AACA - - - - - - - - - - - - - - - -
GGAGAA T A T CGT AAA - - CAA T CGA - - - - - - - - - - - - - - - - - - - - - - - - - TGGT T ACCA TGAC T AAAAC TGCCCA TGCAAAA T A TGT C T A T C T T T T C T AAA - - - - - - - - - - TGT T A T CGA TGCGCAGT T T T CGT CA TGGGACCCCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T ACACGGG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT T ACCA TGAC T AAAAC TGCCCA TGC T AAA T A TGT C T A T C T T T T C T AAA - - - - - - - - - - TGT T T T CGA TGAGCAGT T T T CGT CA TGGGACCC T T T - - - - - - - - - - - - - - - - - - - - - - T AGT A T A TGA T CAGAAAA T AGGGGG - - - - - - - - - C TGT T AA T
T CAC TGA T T TGCAGTGGAAA T AAA T T A T T ACAAA T AA - - - - - - - - - - - - GGGT T ACCA TGAC T AAAAC TGCCCGTGC T AAA TGTGT C T A T C T T T T C T AAA - - - - - - - - - - TGT T T T C T A TGCGCAGT T T T CGT CA TGGGAACCA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T A T AGA T A T A T CAAAAGA T T AGAG - - - - T T T AA T
GAAAAA T AAGGGCACAGAAAA T T A T AAA T A T A T T CACGA TGA T TGA T AAGGGT T ACCA TGAC T AAAAC TGCACACCC T AAA T ACGT C T A T C T T T T C T AAA - - - - - - - - - - TGT C T T CGA TGCGCAGT T T T CGT CA TGGGA T CCAAA - - - - - - - - - - - - - - - - - - - - - - AAACAGAA T A T CAAAGAACA - - - - - - - - - - - - - T C T T ACA T A
GT A T T A T A T AAAAGTGCAAA T A T A T AAA T A T T AACAAAACA T T T T A T A TGGGT T ACCA TGAC T AAAAC - - - - - - TGCAGA T T AGGT C T A T C T T T T C T AAA - - - - - - - - - - TGT T T T TGA TGTGCAGT T T T CGT CA TGGGACC TGC T A T C T T T AGAAAA T T T T T AA T AAAGAAGAGT AGT A T AAA T A T AAAGGGA T T AGAG - - T C T C T AAA
- - - - - - - - AAA T T T AGGGAA T T TGA T A T T T C TGA T T T CAAAAA T - - - - - - GT T AACCA TGAC T AAAAC TGCCCA TGC T AAA T A TGT C T A T C T T T T C T AAA - - - - - - - - - - - - - - - - CGA TGAGCAGT T T T CGT CA TGAGACCCCA - - - - - - - - - - - - - - - - - - - - - - - AAAA T T A T TGT T T T AAAA T AA - - - - - - - - - - - - - T T T T T AAA
GAA T T AA T T T AA T T AA T T T C T T T A T A T ACACCGAAAAAAAAAA T - - - - - CGGT T ACCA TGGC T AAAAC TGCCCA TGC T AAA T A TGT T T A T C T T T T C T AAA - - - - - - - - - - TGT T T T CGA TGTGCAGT T T T CGT CA TGGGACCCGAAA T A T T T AGAAAGT A T CGAAAAAAAGACGGCCGTGGAA TGA T T CCA TGA T TGGGGT T T T T C T AAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CGGT T A T CA TGAC T AAAAC TGCCCA TGC T AAA T A TGT C T A T C T T T T C T AAA - - - - - - - - - - TGT T T T C T A TGTGCAGT T T T CGT CACGGGACCCC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T CAGAGA
- - - - T AC T T AA T AA T T T A TGA T CAC T CACAA TGT CAAAAAAAA T - - - - ACGGT T A T CC TGAC T AAAAC TGCCCA TGC T AAA T A TGT C T A T C T T T T C T AAA - - - - - - - - - - TGT T T T CAA TGCGCAGT T T TGGT CA TGGGACCCAAA - - - - - - - - - AAA T T A T T AA T AAA T AAAGAA TGCC T AA T AA T T AGC T T AACAAA T - T T T T T T A T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AGT AA T AAAC T C - - - - T TGGT TGCCA TGAC T AAAAC TGCCCA TGC T AAA T A TGT C T A T C T T T T C T AGA - - - - - - - - - - TGT T T T CGA TGCGCAGT T T T CGT CA TGGGACCCAACA T C T T AACA - - A T T T T T CA T T A - - - - - GT T C T T T CAA T AA T T AAAAC - - - - - - - - ACC T ACGGC
AAGT T A T A T AA T T TGAAGAAA T T T T AAGT T T TGTGGACGGAGA T T C T T T CGGT T ACCA TGAC T AAAAC TGCCCA TGC T AAA T A TGT C T A TGT T T T C T AAA - - - - - - - - - - TGT T T T CGA TGCGCAGT T T T CGT CA TGGGACCCCA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T C T T CAAA
ACACAAA T A T T AAAAAAGGA T AGAAAGT T T C T AGA T ACACAAACCA T ACAAGT T ACCA TGAC T AAAAC TGCCCA TGT T AAA T A TGAC T A T C T T T T C T AGA - - - - - - - - - - TGT T T T CGA T T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT A T T A T A T AAAAGTGCAAA T A T A T AAA T A T T AACAAAAAAA T T T A T A TGGGT T ACCA TGAC T AAAAC - - - - - - TGCAGA T T AGGT C T A T C T T T T C T AAA - - - - - - - - - - T T T T T TGGA TGCGCAGT T T T CGT CA TGGGACC TGT T A T C T T T AGAAAA T T T T T AA T AAAGAACAGT AGT A T AAA T A T AAAGGGA T T AGAG - - T C T C T AAA
A T A T T A T T T T AC TGAC T AAAGC T A T A T T AA T T T A T AA T T AAA T A T A T T T T AA T T - - T A TGAC T AAAAC TGCCCA TGC T AAA T - - GT C T A T T T T T T C T AAA - - - - - - - - - - TGT T T T CAA TGC T CAGT T T T CGT CA TGGGACCCGAA - - - - - - - - - - - - - - - - - - - - - - TGGAAC TGT A TGAAA T T A T AAAA T A - - - - - - - - - - - T T T ACC
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TE: rnd_4_family_619.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: 827bp; fragments: 647; full length: 43 (>=744.3bp)
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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 827 bp
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TE: rnd_4_family_619.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: 1127bp; fragments: 647; full length: 0 (>=1014.3bp)

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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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_4_family_619

 size: 839bp; fragments: 628; full length: 70 (>=755.1bp)
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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

Before TEtrimmer 839 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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