
Start crop Point End crop Point

MSA length = 1294
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T TGCGGCGT C T T T A T A T AAGA T T AGAAAAAA T T A T AAAAAAGA TGT T AAA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACAGGA TGCA T AACGAAA T TGT T T A T T T T AC TGT A T T T T T T T AGA TGAACGT AAAC T AAAAAGT A T A - - - - - - -
C T C T T T A T T CCCAG - - CA T A T T T - - - - - - - T CGAGCGT TGTGCGACC T AGT TGCGGCGT C T T T T T AAAAGA T T AGAAAAAA T T A T AAAAAAGA TGT T AAA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T AAC T A T C T AC TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGCGGCGT C T T T T T AAAAGA T T AGAGAAAA T T A T AAAAAAGA TGGT - AA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACAAAA T C T C TGAGGC T CCCA T - - ACCGAA T CGA TGT C T T C T ACG - - - - ACCCAAC T A TGAAACCCC - - - - A T C
GT AACCA T TGT AC TGTGA TGT TGCGAACCCC T T CC TGCCGAC T CC T C - - C T TGCGGCGT C T T T T T AAAAGA T T A - AAAAAA T T A T AAAAAA T A TGT T AAA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACAC T C T T C T T TGC T ACAA TG - T CA T TGAA T TGGT A T C T A T CGT A - - - - GT A T AGGC T TGGTGCA T T - - - - C TG
AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCGGCGT CGT T T T AAAAGA T T AAAAAAAA T T A T AAAAAAGA TGGT - AA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACAA T AGGTGT AAC T A TGT CG - - - - AAA T ACCGGT T CCCAA T AGA T A - - - - - - AGT T AAGCGACA T - - - - - - - -
- - - - - - - - - - - - CAA T CACGT C T TGAG - - - - - - - - CGC T A T T T T A T A - - - - TGCGGCGT C T T T T T AAAAGA T T AAAAAAAA - T A T AAAAAAGA TGT T AAA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACAA T CA T T CC TGGCAC T CCGT T C - CGGT AG - - - - - - - - - - - - - - T A T AA T CGAA T C T T ACGACCC T ACCGA T A
A T T C T T A T T A T T T CG - T T T A T T ACGAGT TGGCGT T TGT T T C T A TGT AACGT TGCGGCGT C T T T T T AAAAGA T T AAAAAAAA T T A T AAAAAAGA TGT T AAA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACAC TGT CC T T T AGT TGT CAGT T C T T CGTGT CGA T TGC T AA T TGA - - - - A T TGGAGCC T AAAA TGGC - - - - - - -
- - - - T T A T T T CCAG - - CA T A T T T CGT T CCA T TGA T CGT TGTGCGACC - - - - TGCGGCGT C T T T T T AAAAGA T T AGAAAAAA T T A T AAAAAAGA TGT T AAA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACAC TGCA - - - - - - - - - - - - - - - - - - - - - - - - GT T T CC T T A T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - T CGAA T CC TGT T T T CA T C T AAAGC TGCGGCGT C T T T T T AAAAGA T T AGAAAAAA T T A T AAAAAAGA TGT CAAA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACAA TGCA - - - - - - - - - - - - - - - - - T TGGC T C TGT T AC T ACCAGAAA TGT T CAA T CGT T AGAA T A T T - - - - - - -
GA T A TGGC T A T AAGA - AA T A T T T CGAACA T A T T ACAGC T A T A T CGC - AAC T TGCGGCGT C T T T T T AAAAGA T T AAAAAAAA T T A T AAAAAAGA TGT T AAA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACAA - - - - GC T T AAAAAGTGG - - - - - - - - - - - CGC T T T T T A TGA - - - - - AGT T A T T T AAAAAACA T AA T CG - - A
T T T C T TGT T T T ACAA T T A T A T CGCGAGACAAAGT T CA T T ACC T CA T A - - - T TGCGGCGT C T T T T T AAAAGA T T AGAGAAAA T T A T AAAAAAAGA TGA T AA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACAA T A TGT T CAGAAAAAC TGT T C - CAACAGCCAC T AC T T A T ACA T A T AAA T AAA T AGT AAGACGCGA T TGA T A
AGT T T T T T C T T A TG - - AA T T T T T T AACCAAAAAA T CA T T A T T A T ACGGA T T TGCGGCGAC T T T T T AAAAGGT T AGGAAAAA T T A T AAAAAAGA TGGT - AA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACAA - - - - A T T CAC TGT T C T - - - - - CAAAAA TGA T T T C T T A TGA T T A T AAACCGT T T AAAAGA T A T T A T C T A T A
TGT T TGGT C T CGT AACGAC T T C T CGGGGTGGA T AGCGT CGT - - - - - - - - T T TGCGGCGT C T T T T T AAAAGGT T AGGAAAAA TGA T AAAAAAGA TGGT - AA - - - - - - - - - - AAAA T AAGAAA T T A T T T T AGGC TGC T ACAG - - - - T T T T AGCAGC T TG - - - A T A T CACCC T T T T T T CACAA - - - - - AAC T A TGT AGGAAA T A - - GT CG - - -
- - - - - - - - - - - - - - - T CA T T AC T CGA T C T CGC T CA T ACCACA T AA T AAAA T TGCGGCGT C T T T T T AAAAGA T T AGAAAAAA T T A T AAAAAAGA TGT T AAA - - - - - - - - - - AAA T AAACAAAA T A T T T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAA T T CACGCC T CACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - A





0 200 400 600 800 1000 1200

0
5

10
15

20
TE: rnd_5_family_330.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: 1294bp; fragments: 565; full length: 53 (>=1164.6bp)
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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 1294 bp
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TE: rnd_5_family_330.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: 1594bp; fragments: 565; full length: 0 (>=1434.6bp)

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_330

 size: 1391bp; fragments: 662; full length: 1 (>=1251.9bp)
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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 1391 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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