
Start crop Point End crop Point

MSA length = 16891
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AC T A T C TGAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CAGAAACGGCCA T CCCCC T C T AC T AA T C T AGGGT AGAAA T A T CC T T T C T AC TGGAACAA T TGCAAAAGT T A T CCC T A T AA TGGTGA TGC T T CC T TGGCAA
AGT A T A T AGT T T AAA T T CC T CA TGT CA T A T TGT AC T T T T AAAAACGTGT AAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CAGAAACGGCCA T CCCCC T C T AC T AGAAACAC T T T CCAC TGT CC T T T A T A T T C T ACC - - - - - - - - - - - - - - - - - - - - - - - CA T CCAA T A T CCAGGAA TGC
AGAGT C T A T T T T AGA T T C - - - - - - - - - - - - - - T AC T T CCAAGAAC - - - - - AGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CAGAAACGGCCA T CCCCC T C T AC T AGAAACAC T T T CCAC TGT CC T T T A T A T T C T ACC - - - - - - - - - - - - - - - - - - - - - - - CA T CCAA T A T CCAGGAA TGC
CAGAC T T T ACC T AAA T CA T T T CAGGAA T AAAAC - - - - - - - - - - - - - - - - AAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CAGAAACGGCCA T CCCCC T C T AC T AAAACAAAA T A T AAA T TGT C T T AA T A T T T AAAAAA T AAAAGT T T AAAGAGT AACAA - - - - T AC T C T T C T AGAA T A T
CAAGT T C T ACA T AA - - - GT T T C T T AAA TGAAAC - TGACC - A T - - - - - AA T AGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CAGAAACGGCCA T CCCCC T C T AC T CA T A - - - - - - A TGT C T T - - - - - - - - - T T T AGAA T A T T T CA T T T AAAAACA T ACCA - - - - - - AC T T T T A T A TGGCAC
GAGA T AA T A T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - A T AA T T TGC T AGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CAGAAACGGCCA T CCCCC T C T AC T C T TGC - - - - TGAAAA T C T T - - - - - - - T T T AGAAGAA T A T AA T T T T CA T C T T T T AA - T A T T AA T TGT T T A T TGC T AA
- - - - - - - - - - - - - - - - T AGC T ACAAGAAA T T ACAAA T A T A - - - A T A T AAGCGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CAGAAACGGCCA T CCCCC T C T AC TGA TGT AACC T CAGAA T T CCC T T T A T AA T AACCAAAA T ACAC T T CCC T CAC T AC T AA TGAAGAACAA T ACGT AGT AC
TGGAAAC T T T - - - - - - - - T ACAC TGAAAAGAACAAAA T CA - - - A T AC T T T AGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CAGAAACGGCCA T CCCCC T C T AC T T AC T T - - - - T AGGA T CA T T - - - - - - - T T - - - - - AAA T ACA T A T ACAAA - - - - - - - - - A T T AGT T T A T A T A T T - - - -
CAAAAACCACA T AA - - - A T ACGTGCAGAAGCACAA - - - - - - - - - - ACC TGAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - T AGAA T CGGCCACCGCCC T C T AC T AACC T AAAA T AAGGACA T A - - - - - - - A T T ACC T AGGT AAAGT T A T AGAGAGT CCA - T A T T AGT T T A T AAAC T ACC T
CAAGT T T TGAC T T T - T T T T T TGTGAAA T CGACA - TGT T T T A T - - - - - GT AAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CAGAAACGGCCA T CCCCC T C T AC T AA TG - AAAA T A T T AC T A T T T - - - - - - T T CA T AAAAC T A T AGTGT CCAACA T ACAAA - - - T TGCA T AA T CGTGGC T T
CAGA TGT AC T C T T AA T T T A T T A T T AGA T AA T AAA TGAC T AA T AA T CAA T AAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CAGAAACGGCCA T CCCCC T C T AC T AC T T C - - - - - - - - - - - - - - - - - - - - - A T TGCAAAA T TGCA T T AA T T A TGCAA TGAAAA T T T A T T T T T CAA T AGCAA





0 5000 10000 15000

0
5

10
15

20
25

TE: rnd_4_family_733.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: 16891bp; fragments: 17784; full length: 43 (>=15201.9bp)
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No TE domain detected

After TEtrimmer 16891 bp
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TE: rnd_4_family_733.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: 17192bp; fragments: 17669; full length: 29 (>=15472.8bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_733
 size: 14074bp; fragments: 12196; full length: 133 (>=12666.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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