
Start crop Point End crop Point

MSA length = 789
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T A T AA - - - ACA T A T C TGT ACCCCAGAAGGAAAC T A TGT T AAGT CACAAAACAAGGT T T TGAGA - - - - - - - - - - AC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A T A T CAACAAA T T T T T A T AAACAA T T T ACCGT A T CA T T T T T A T T AGAAA TGT A T ACA T A T A - - - - - - - -
T A T A T T T T T T A T - - - - - - - - A T A T T T CAAA T - - - - GGAA T AC T - T A T A T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - AC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A TGT T T C - - - - - - - - - - - - - - - - - T T T ACCA T AAAA T T C T T A T T CCAAAAA T ACC - - - - - - A T A T TGA T
TGGT T T AC T TGT T ACA T T T AC T T CC T C T T A T T AAAGA T A T CCA T T A T A T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - AC T T AACA T AGT T T AC T T C T AGGGT ACAGA T A T TGA T T - - - - - - - - T A - - AC T AA T T CC TGACGT T CGA T TGGGC T CAAA T T TGT A T AC TGCAAA T CAA T
CAAA T T T T T AA T T A T ACCGAA T A T T T AGT T T T TGCGGT AGA - - - - C T A TGT C T A TGCCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - AC T T AACA T AGT T TGC T T C T AGGGT ACAGA TGTGGA T T T T AA T T T TGA T AACC T ACC T TGAAA T T T T C T T C T T T A T AAAA T T AA T T - - - - - - - - - - CAAA
AACAC T T T T T A T CGCAC T AAA T A T C T C TGA - - - - - - - - - - - - - - T ACA T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACA T AACAGAGT T T TGAGA - - - - - - - - - - ACCAAACA T AGT T TGC T T C T AGGGT ACAGA T A T A T A T T - - - - - - - - - - - - AGAAA T T T T AAA T A T AGTGA T T AAACCAAAA T AA T T CAAAACA T AAACAA
CAGA T AGT T T T T - - - - - - - - - - - - - - - - - - - - - - - AA T AAAA T - - ACA T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - AC T T AACA T AGT T TGGT T C T AGGGT ACAGA T A T A T AGAA - - - - - - - - - - - - - - - - T T T T TGGT TGA T A T T T T AGC T T AGAA T T AA T AGAA T AAAAACA T C
TGT ACAC T T ACA TGC T A T AAGCGT CAA T AAC T T T AAAAACAC T CCCCAAGT C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - AC T T AACA T AGT T TGC T T C T AGGGT ACAGAAA T A T - - - A - - - - - - - - - - - - - - - - T T T CGAA T ACA T C T T T T AGCAGAAAAAAAAGCA T A T AA TGACA T C
GACAAA T C TGA T AAAA T A T AAGC T C T T AAA T T T T AGA T A T A - - - - ACA T ACCCGT ACCCCAGAAGCAAAC T A TGT T AAGT CAAAAAACGAA T T T T TGAGA - - - - - - - - - - AC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A TGT A T A T AAA T T T T T A T AA T T T AC T T T AAA T A TGAA T T T CAAA T T AAAA T AA - - - - - - - - - - - - - AAC
GA T AA T T T TGC T C T CACCAAA T T TGA T T A - - - - ACA TGA T AAA T - - - - - - T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - AC T T AACA T AGT T TGC T T C T AGGGT ACAGAGT TGT AGGT AAGT T C T T CC - A T AGACC TGAG - - ACC T TGGC T AGACCACGGGAAAC TGAC T AGTGA T T TG
CACA T T T C T A - - - - - - - - - - - - - - - - - - - - - GT ACGACAAAA T - - AGA TGT C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGA TGT T T TGAGA - - - - - - - - - - AC T T AACA T AGT T TGC T T C T AGGGT ACAGA TGT T T AA T AGAA T T T A T A TGCCAGT T T T ACAGCGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGGT A - - - - GT A T A T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - AC T T AACA T AGT T TGC T T C T AGGGT ACAGA T A T A T A T T - AA T CAAA T A T A T CACAA T T - - - - - - - - - - - - - - - AGCCACAGCAGT - - - - - - - - - - - - A T C
AGCAA T T T TGT T T T CACAA T A TGTGC T T AA - - - AGGGT A T AAA T - C T AAGT C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - AC T T AACA T AGT T TGC T T C T AGGGT ACAG - - - - - - AAGT AAACGT T - - - - A T AAA T C T AAGCCAACC T AA T T AGAAAA T AGCAA T C TGAC - - - - - - - T CA
- - - AAA T T T T A T T TGGA T AAAA T T TGGT A - - - T AAAAAA T AGT T T CAAA T T C TGT ACCCCAGAAGCAAAC T A TGT T AAGT CACAAAACGAAGT T T TGAGA - - - - - - - - - - AC T T AACA T AGT T T AC T T C T AGGGT ACAGAA T TGT T AAA - - - - - - - - - - - - - - - - A T T CAAAC T CGCA T A T T - - - - AA T AA T AAAA T T T A T AA T AAAAGT
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TE: rnd_4_family_477.fasta.b.bed_uf.bed_g_4.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: 789bp; fragments: 993; full length: 215 (>=710.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 789 bp
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TE: rnd_4_family_477.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1094bp; fragments: 993; full length: 0 (>=984.6bp)
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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 Extended plot Blue lines are boundaries
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TE: rnd_4_family_477

 size: 844bp; fragments: 2232; full length: 235 (>=759.6bp)
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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

Before TEtrimmer 844 bp



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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