
Start crop Point End crop Point

MSA length = 933
AACAGT A T T T A - GT T T TGAAC T A T AGA T T CAGT T AAAAGGCA T C TGT - - - AA T TGGT A T T T T A T T A T - A T ACAGGGTGGGCCAA TGGAAAC T T T CGACCC - - - - - - - - - - AAACGAGAAAAA T TGAGGTGGAAAGT T T CCA T TGGC T CACCC T A T AAAAA T T T C T A - CAGGGTGACA T AA T A T AA T AACGTGAC T AA T A T T T AACGGGGT
AAA T AAAAGTG - GC T TGGAA T CGT TGACA T A T T CAA T A T A T T T T T AC - - - - - - - - - - - - - - - - - - - - - A T ACAGGGTGGGCCAA TGGAAAA T T T C T ACCC - - - - - - - - - - AAACGAGAAAAA T TGGGGTGAAAAGT T T C T A T T CACCC T CCC TGT A T AGA T T T T A T T T T CGA T CGT A TGGT A TGT T A T TGT T T ACA T T AAACA TGAAA T T
CGCA T CAGT T AGGT T T T AA T T T A T A - TGACAA T T AAAA T AAA T CACC T T AAA T T AA T T CGACA - - - - AA T ACAGGGTGGGCCAA TGGAAA T T - T T CACCC - - - - - - - - - - AAAC T AGAAAAA T TGGGGTGGAAAGT T T CCA T TGACCCACCC TGT A T A - - T C T AC T - T AAAGT T AAAAAA T C - - - - - - - - - T CCAA T T T T T T AAA TGGT A
AGAA T T T A T CA - GT T T AG - T T T A TGGT T A T AAGT A T AAGGT T T T C T T T CAAA T T T ACA T AAAA T T AGAGT ACAGGGTGGGCCAA TGGAAAC T T T CCACCC - - - - - - - - - - AAACGAGAAAAA T TGGGGTGGAAAGT T TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AA T T TGT TGT A T ACAG
- - - - - - - - - - - - AA T T T A - AACGT AA TGTGT A T T T AAACAGCCC T T CC T AAGT CAGT A T - - - - - T A T AA T ACAGGGTGGGT CAA TGGAAAC T T T CCACCC - - - - - - - - - - AAACGAGAAAAA T TGGGGTGGAAAGT T T CCA T TGACCCACCC TGT A T AAAGT AACGT T T T T T T CAGAAAA T T CAAAAACGT CAA T T T TGT T TGTGAGGGG
AAAA T T AA - - - GGTGT T A - - - - - - - - - - - - AAC TGACA T AAAGT A T C - - - - - - - AGT T CAACGT T A T AA T ACAGGGTGGGCCAA TGGAAAC TGT CCACCC - - - - - - - - - - AAACAAGAAAAA T TGGGGTGGAAA T T T T CCA T TGGCCCACCC TGT A T A - - T T T AAG - T A TGT A T AAACGGT C - - - - - - - - - GA T T A T T AGGT AAA - - - - -
T AAAAAAA - - - - GT T T CA - - - - - - - - - - A T A T C T AAAGT AGT T C T T - - - - - - - - - AGT T A T CGT - - - - A T ACAAGGT AGGCCAA TGGAAAC T T T CCACCC - - - - - - - - - - GAACGAGGAAAA T TGGGA TGGAAAGT T T CCA T TGGCCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCC TGT A TGT T ACAAAGT T
T AAA TGCAC T A - GT T T T A - - - - - T A TGAAC T AC T AAGAAGAAA T ACGT T CAA T T CA T T TGGT - - T A T - A T ACAGGGTGGGCCAA TGGAAAC T T T C T CC T C - - - - - - - - - - AAACGAGAAAAA T TGGGGTGGAAAGT T T CCA T TGGCCCACCC TGT A T AAC T C T ACC T T AA T T CAAAAAAGGCC T AGAAC T T T T TGAA T T T T T AAA - - - - -
- - - - - - - - - - - GA T T T T AA - - - - - - GT T A T AA T T AAAACA T AAAA T A T T A - - - - - - - - - - - - - - - - - GA T ACAGGGTGGGCCAA TGGAAAC T T T CCACCC - - - - - - - - - - AAACGAGAAAAA T TGGGGTGGAAAGT T T CCA T TGGCCCACCC TGT AGAAAGT T AAA - TGAA T T T AGAA T A T TGT A T T T T A T CC TGA T T A T T T ACA T C T T T
AAAA T AA - - - - - - - - T TG - - - - - - - - - - GTGGT T AA TGT CAA T T AG - - - - - - - - AA T T T T T CA T T A T AA T ACAGGGTGGGCCAA TGGAAA T T T T CCACCC - - - - - - - - - - AAACGAGAAAAA T TGGGGTGGAAAGT T T CCA T TGGCCAAC - - - - - - - - - - - T TGCC - T AGA T T CAAA T AA T CC T CA T AAA T C T T AGT T AGACA T AAAAC T
AAAA T T AA T TGT A T T T CA - T T T A T AAA T AAGT A T AAAACAGCACA T T T T - - - - - - - - - - - - - - - - - - - A T ACAGGGTGGGCCAA T AGAAAC T T T CCACCC - - - - - - - - - - AAACGAGAAAAA T TGGTGTGGAAGGT T T CCA T TGGCCCACCC TGT A TG - - - - - - - - T T CAAC TGAAACAA T A T T CAAACGT T T CGA T T TGT CAAA T A TGG
AAAAA T AC - - - - GA T T TGTGC TGGGACAAGACGCGAAAAACAA T A T C - - - - - - - - - - - - - - - - - - - - - - T CCAAGGCA T C T TGA T T AAAAA T T T CCACCC - - - - - - - - - - AAACGAGAAAAA T TGGGGTGGAAAGT T T CCA T TGACCCACCC TGT A T A - - - - - - - - T T T T A T T CAGAGTGT CAC T T CA T - - T CAAAC T TGT CACCAAACC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T AA T A - - - - - A T ACAGGGTGGGCCAA TGGAAAC T T T CCACCC - - - - - - - - - - AAACGAGAAAAA T TGGGGTGGAAAGT T T CCA T TGGCC - ACCC TGT A TG - - - - - - - - - TGT AGT AAACCGA T AA T T T A TGC T T AAAA T T AAC TGA TGA T A T
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TE: rnd_5_family_6981.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: 933bp; fragments: 967; full length: 91 (>=839.7bp)
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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 933 bp
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TE: rnd_5_family_6981.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: 1236bp; fragments: 970; full length: 0 (>=1112.4bp)

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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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 200 400 600 800

0
5

10
15

TE: rnd_5_family_6981
 size: 913bp; fragments: 968; full length: 94 (>=821.7bp)
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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 913 bp



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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