
Start crop Point End crop Point

MSA length = 1643
T ACAA T A T TGA T AAGT C T T CA TGGT AAAACA T TGAA T ACGGAA T CAAA TG - - - - - - - - - - - - - - - - - - - - - - T AA T ACAAA T A T AAAA T T AA T AGCCAAA - - - - - - - - - - CGAGT T AA T CGTGAAAAAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AAACAAA T AAACAA T T T CCCC - - - - - GGAAGA TG
T C T AAAGC T T AAAAAGT T CC - - GT T T T CCAAAAAGAGT T A - T AGAC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAGT T AA T CGTGAAAAAAAAA T T AAAGT ACGGAAGAAA T T AA T A - - - - - T T T T ACGAA T T AGAAAAA T AAAGAA T A T CGT T A T T T TGT AGT T T T C T TGG
CC T AAGCCCAA T A TGGT T T T - - - GT C T AGCGA TGAACCCAC - - - - - - - - T T AA T A T T A TGC T T AAGAACAGT ACA T A TGGA T A T AAAA T T AA T AGCCAAA - - - - - - - - - - CGAGT T AA T CGT AAAAAAAAAAAAA - - - - AAAAA - - - AAAA - - - - - - - - - T T T - A TGT A T T - - T AAAA T CAA T CA T A T AA T AA T T T - - - - - CGGACAA T T
CC T AAGCCCAA T A TGGT T T T - - - GT C T AGCGA TGAACCCAC - - - - - - - - T T AA T A T T A TGC T T AAGAACAGT ACA T A TGGA T A T AAAA T T AA T AGCCAAA - - - - - - - - - - CGAGT T AA T CGTGAAAAAAAAAAAA - - - - AAAAAAACA TGT AAG - - - - - - T AA - AGGA T T T AA T AAAAGCAAAAA TGC T AC T AC T T T T CAA T C T AAAA T T
- - T AAAA T CGA T A T T TGT TGA T AA T T AAAA T AAGGACACACA T T T T T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAGT T AA T CGTGAAAAAAAAAAAAAAAAA T AAA T A T T T A T AAGGA - - - - T T T AA TGACA T C T T T AGA T T AGCAAAA T TGT - - - - - - - CCGA T T AA TGC T
CC T AAGCCCAA T A TGGT T T T - - - GT C T AGCGA TGAACCCAC - - - - - - - - T T AA T A T T A TGC T T AAAAACAGT ACA T A TGGA T A T AAAA T T AA T AGCCAAA - - - - - - - - - - CGAGT T AA T CGTGAAAAAAAAA TGA - - - - AAAAA T A T AACAGA - - - - - - - T T T - - TG - - - - - - - - - - - - - AAACA T ACGA - - - - - - - - - - - - - - - - - - - -
- - T AAAA T T AAA TGAGT T T T C T AGC T T AAC TGAACA T C T A T TGT C T AC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAGT T AA T CGTGAAAAAAAAAA TGT T T T C T AAACGTGA T TGCA - - - - - - T T T T T TGAA T T A TGA T AA T T AA T T A TGT T AA - - - - - - - - - - - - - - - - - - -
AA T AAA T T CGT T AAGT A T T T - TGT T T AAA T AGTGGACCCACAA T CCGT AACAA T A T T A TGC T T AAGAACAGT ACA T A TGGA T A T AAAA T T AA T AGCCAAA - - - - - - - - - - CGAGT T AA T CGTGAAAAAAAAAAAA - - A T A T AAA T A T AA T A T AAAA T A T A - - - - - - - - - - - - A T A T AAACAAACAAA T AA T T T T CCC - - - - - GGAAGA TG
T ACAA T A T TGA T AAGC T T T CA TGGT AAAACA T TGAA T AAGGAA T CAAA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAGT T AA T CGTGAAAAAAAAAA T - - - - - - - - AA T A T A - - - - AAAA T A T A - - - - - - - - - - - - A T A T AAACAA T CAAA T CA T T T T CCC - - - - - GGAAGA TG
- - - - - - - - - - - AA TGGT T C T - - GT T T TGGAACCAGAA T T A T TGT CA T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAGT T AA T CGTGAAAAAAAAAAAAAAA T A T AAAA T AA T TGT AAAAAA T A - - - - - - - - - - T AAGAAAGA TGACAA TGA T ACC T T T AC T CAGT C T T A T T T A
- - - - - - - - - - - - - - - - T T T A - - GT T T T AGAAA T - - - - - - - - AACCA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAGT T AA T CGTGAAAAAAAAA - - - - - A T A T ACA T T AA T T T AAAA - - - - - T C T T - - - AAC T AA T AAA T AAGACAACC T AGCA T T T T C T CAGT T T A TGA T A
C T T ACA T AA T ACA T AC T T T T A - - A T AGAAGAACAAGT C TGT CGCAA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AA T T CA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T A TGT A T T A T T AAA T ACCGT AA T A T T A T T ACC T C - - - - - TGAAGA T A
CC T AAGCCCAA T A TGGT T T T - - - GT C T AGCGA TGAACCCAC - - - - - - - - T T AA T A T T A TGC T T AAGAACAGT ACA T A TGGA T A T AAAA T T AA T AGCCAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAGT T AA T CGTGAAAAAAAAAAA T AAA T A T AA T A T TGT T T AAAAA T AAAA T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CAGT T T TGGACA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAGT T AA T CGTGAAAAAAAAAAAAA - A T A T AAA - - - - - T A T AAAA T A T A T T T - - T A - - - - AA T A T AAACAA T CAAA T CA T T T T CCC - - - - - GGAAGA TG
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TE: rnd_5_family_7119.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_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 1643bp; fragments: 213; full length: 26 (>=1478.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1643 bp
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TE: rnd_5_family_7119.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: 1950bp; fragments: 209; full length: 0 (>=1755bp)

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_5_family_7119

 size: 688bp; fragments: 239; full length: 2 (>=619.2bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 688 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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