
Start crop Point End crop Point

MSA length = 5963
- - - - - T AC T A T AAA T AA T CAAAGGAAAAA T C T ACCGA - - - C T T T A T A T A T TGT CAAGGTGT A TGTGGCGCCA T C TGT CGGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T A T T T AAGAA T T TGAGT T A T AAAAAA T T - - - - - - - - - C T T CAAC T T C T T CA
A T T AGT AG - GT T TGT CGT T AAAAGTGA TGT A T C T ACA - - - - - - - - - - T A T TGT CAAGGTGT A TGTGGCGCCA T C TGT CGGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T CAGCGA
AAAGA T AACAGC TGT C T CCA T AAA T TG - A T T T AAAAA - - - - - - - - - - T A T TGT CAAGGTGT A TGTGGCGCCA T C TGT CGGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACGA TGG
AACCA T A TGCGAAAA TGT CAAAAGT TG - - - - - - - - - - - - - - - - - ACA T A T TGT CAAGGTGT A TGTGGCGCCA T C TGT CGGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T T - - - - - - - - - - - - - - - - - - - - AA T T - - - - - - - - - T T T CA T T C T A T CGA
AGA T T AGA T T T T A T T C T T A T AAGA T AAAAAAG - - - - - - - AC T CAA T A T A T TGT CAAGGTGT A TGTGGCGCCA T C TGT CGGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T AAAGT AAAAAAA T - - A T AAAAAGT - T A T T AA T T T - - - - - - - - - - - C T A
- - - - - - - - - T T CAA T T A T T T AAGACAA T AAAAAAA T T CAA T CA T T AA T A T TGT CAAGGTGT A TGTGGCGCCA T C TGT CGGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T T CGAA TGGCAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A TGTGGT T T T T T AGT T T C T T T TGT - - - - - - - - - - - - - - AACAA T AA T A T TGT CAAGGTGT A TGTGGCGCCA T C TGT CGGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T A T - - - - - - - - - - - - - T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAGTGT A T T T TGTGT T T TGAAAGA T - - - GT T TGT A TGAAC T CC T T C T T A T TGT CAAGGTGT A TGTGGCGCCA T C TGT CGGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACA T T A T T T T T T CCGAAACGT AGT AAGGAA T T T T A T AGT C T T T T AA T T T TGT CAA
T A T A T T AC T T T T AA T T T T T T CAGAACG - A T AAA T A T CAAAA T A T T TGT A T TGT CAAGGTGT A TGTGGCGCCA T C TGT C TGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAGT A T T T TGAACCA T CC T - - - - - - - - - - - - - - - - - - - - - T T TGA T T T T T TGT A
AA T C T CGT T T T T T T A T C T AAAAAA T AAAAAAGT T A T AAAAGGT A T AGT AA TGT CAAGGTGT A TGTGGCGCCA T C TGT CGGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAGT AA T A T T ACAAGAAGT T AA T AAAAAA T T T T TGAA T T C - - - CGT T T A - - CAA
CCA T CA TGT C T CAA T T T T T T CAAA TGGAACGACAGTG - - - GT CA T T A T A T TGT CAAGGTGT A TGTGGCGCCA T C TGT CGGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T T T AGAAAAAGCA T T AGTGT AAAAC T A T T TGA T T T T T T CA T T CAAACAA
- - - - - - - - - - - - - - - T T T CAAAAGT CAAA T T CCAACGAAA T A T A T AA T AA TGT CAAGGTGT A TGTGGCGCCA T C TGT CGGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGAACGAAA T T T ACC T CCC T AA T T T - - - - - - - - - - - - - - - T T T AAAGT A T TGT CAAGGTGT A TGTGGCGCCA T C TGT CGGAGAAGCGAGCAAC T AAAACC - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAGT A TGT T CACAGAA T A T T AA T AAAAGA T T T T T T AA T T T T T - C T T TGCGGCCA
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TE: rnd_4_family_1453.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 5963bp; fragments: 18767; full length: 0 (>=5366.7bp)
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No TE domain detected

After TEtrimmer 5963 bp
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TE: rnd_4_family_1453.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6263bp; fragments: 18722; full length: 0 (>=5636.7bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_1453
 size: 888bp; fragments: 9723; full length: 303 (>=799.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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