
Start crop Point End crop Point

MSA length = 608
A T AAAAACA TGAA - AAA T C T T CC T AGT AAGT AA T T A T A TGT AAGT A - - T AAGGCACAC TGT CCACGGAGGCGT AGC T T CA TGGACGCGT A T T CGT CA T T A - - - - - - - - - - AGC TGT ACGGCGT A T T T TGAAGCACC T A TGAAGC T ACGCC T CCGTGT ACAGT AAACCA - - - A T CAGT T A TGAAA T T AA T T AAAC T AA T T A TGT T T T T A T C
T T T T T AA T A T - - - - - - - - - - - - - T TGT T A T T T T A T T T A T ACAAGAGC T T T AGGCCCAC TGT CCACGGAGGCGT AGC T T CA T AGGCGCGT A T T CGT CA T T A - - - - - - - - - - AGT TGT ACGGCGT A T T T TGAAACC T C T A TGAAGC T ACGCC T CCA TGGACAGT AAGCC T AAGT T T A T T AA T T C T A T A T T AAAAGGT T T A T A TGT ACGT AAC
T A T T TGACA T T TGC - - - - - - T T T T T T CAA T T A T T T T T T T A TGAGAG - - - AAGGCCCAC TGT ACACGGAAGAGT AGC T T CA T AGACGCGT A T T CGT T A T T A - - - - - - - - - - AGT TGT ACGGCGT A T A T TGAAGCGT C T A TGAAGC T ACGCC T CCGTGGA T AGT AGGCC T A - - - - - - - - - - - - - - - - - - - - AGT AAAACCAA TGT TGA T AGA
T T T T AAAC T T - - - - - - - - TGT T - T CGCAGT AAAAC T T AGA - - - - - - - - - - - - - CCCAC TGT CCACAGAGGCGT AGC T T CA T AAACGCC T T T T CGT CA T T A - - - - - - - - - - AGC TGT ACGGCGT A T T T TGAAACGT C T C TGAAGC T ACGCC T CCGTGGACAA T AGGCC - - - - - T T AGT T A T - - - - - - - - - - - T T T T A T T AA T A T T T T T AAA
T C T C T AGT T T CAG - AAA T - - - - - C T T CAA T T A T A T T CAC T CAAACCC T T AAGGCCCAC TGT CCACGGAGGCGT AGC T T CA T AGACGC T T A T T CGT AA T T A - - - - - - - - - - AGC TGTGCGGTGT A T T T TGAAACGT C T C TGAGGC T ACGT C T CCGTGGACAGT TGGCC T AAAA T CAGGT A T AAACAA T A T AAGCACACGTGC T AC T TGAAA
T CA T TGA T A T C T A - - - - - - - - - - - - - - - - - - AAAA T CACGAACGAA - - - - - - - T AC T C TGT CCACGAAGGCGT CGC T T CA T AGACGCGT A T T CGT CA T T A - - - - - - - - - - AGC TGCACGGCGT A T T T TGAAGCGT C T A TGAAGC T ACGCC T CCGTGGACAA T AGGCC T - - - AAC TGT T AGT AAA - - - - - - - - - - - - - - - - - - - - - - - - - -
GT A T C T ACGT C T A T - - - - T T T T TGAAGAAC T AA T T T T ACAC T CACA - - T AAGGCCCAC TGT CCACGGAGGCGT AGC T T CA T AGACGCGT A T T TGT CA T T A - - - - - - - - - - AGC TGT ACGGCGT A T T T TGAAGCGT C T C TGAAGC T ACGCC T CCGTGGGC - - - - - - - - - - T AA T AAACAA T CA T A TGCA T AACACAAC T CACA T A TGT AAA
- - - - - - - - - - - - - - GAA T - - - - - CCGT AACAGA TGT T AAC TGAA TGC - T AAGGCCCAC T A T CCACGGAGGCGT AGC T T CA T AGACGCGT A T T CGT CA T T A - - - - - - - - - - AGC TGT ACGGCGT A T T T TGAAGCGT C T A TGAAGC T ACGCC T CCGTGGACAGT AGGCC T AAAA T CGGCAA TGGAA T TGAG - A TGTGAC TGACA TGTGTGAA
A T AAAACCA T C T T T ACGT A T T T T T T C TGAGT T T T T T CACA T A T AAACC T A TGGCCCAC TGT CCACGGAGGCGT AAC T T CA T AGACGCGT A T T CGT CA T T A - - - - - - - - - - AGCCGCACGGCA T A T T T TGAAGGGT C T A TGAAGT T ACGAA T CCGTGGCCAGT T T T T T T T AA TGAAA T AA T AAAA T T T AAACA T T CGCGT A T C TGT CAAA T
T CAAGTGT T T - - - - - - - - T T T T A T TGTGAGAAAA T T T A T CGT CAGA - - TGAGACCCAC TGT CCACGGAGGCGT AGC T T CA T AGACGCGT A T T CGT C - T T A - - - - - - - - - - AGC TGT ACGGCGT A T T T TGAAGCGT C T A TGAAGC T ACGCC T C TGTGGACAGT AGGCC - - - - - T AGGTGA T AAAAA - - - - - A TGT T A T T TGT T T AGT T AAA
T T A TGT CCC T T CA T AAAC T T T C TGTGT CC T TGAAGT T ACAA T AAGA T T T AAAGCCCAC TGT CCACGGAGGCGT AGC T T CA T AGACACGT A T T TGT CA T T A - - - - - - - - - - AGC TGT ACGGCGT A T T T TGAAGCGT C T C TGAAGC T ACGCC TGCC TGGACAA T AGGCCC - - - - TGTGT T T T ACAGC T TGA - AAAACA T T T T T T T T T AAAAA
T TGT T AACA T T T A T - - - - TGAC T T CAC TGT AACA T A T ACACCAAAA - T T T AGACCCAC T C T C T - - - - - - - TGT AGC T T CA T AGACGCGT A T T CGT CA T T A - - - - - - - - - - AGC T T CACAGC - - A T T T TGAAGCGT C T A TGAAGC T ACGCC T CCGTGGACAGT AGGCC T A - AA T T T CC T A T AGGGCA T A T AA T CAAAAAA T CC TGGT TGAA
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TE: rnd_5_family_121.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: 608bp; fragments: 1480; full length: 162 (>=547.2bp)
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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 608 bp
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TE: rnd_5_family_121.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_rc.fa

 size: 908bp; fragments: 1689; full length: 0 (>=817.2bp)

TE consensus (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_121

 size: 604bp; fragments: 1620; full length: 165 (>=543.6bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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