
Start crop Point End crop Point

MSA length = 867
- T AAA T T T A T A T CGAAAA T A T A T T T T T AAAAAA T AGGT T A TGAC - - - - T T AGGCCGT A T T CCA T TGCAAAACCAGGTGAACCAGACCCGT AAAGT ACAGT - - - - - - - - - - AAGGT AAGCAACGGAA T ACAGCC T AA - - - - - - - - - - - - - - - - - - - - - - - - GGC T A T CC T T A T T A - - - - - - - - - T T T C T A T CA T AA T TG - - - - - - T ACAGC
T TGT A T CCA T AGAGAAAGCC T AAA T C T T A T AAAACAA - - - - - - - - - - - T T AGGCCGT A T T CCGT TGCAAAACCAGGCGAACCAAGCCGGT AAAGT ACGGT - - - - - - - - - - AAGGT AAGCAACGGAA T ACAGCC T T AAC T T T T A T CAAAAA T C T A T A T AGT TGT T AAC T T T T T C T ACAAAA T T T TGACGT CC TGAA TGAC T T CA T - - - AAA
AAAAGAACGCAGT AGT A TGC TGC - T T T T AAA T AGCAC T T T T TGT T AC - T T AGGCCGT A T T CC T T T AC T AAAC T AGT TGAA T CAAACCGGT AAAGT ACAGT - - - - - - - - - - AAGGT AAGCAACAGAA T ACAGCC T T AA T C T T T - - - - - AAA T CA T T A T AA T AA T T AGT T T T CA T T AAAAGT T T T T A T T A T T CACACGTGT - - - - - - - - AAA
T T TGACAGA T ACCCGAAAGCAAC - - - - - - - - - - - - - - - - - - - - - - - - - T AAGGCCGT A T T CCGT TGT AAAAC T A TGTGAACCAGACCGGT AAAGT ACGGT - - - - - - - - - - AAGGT AAGC T ACGGAA T ACAGCC T A T T T T C T - - - - - - - - - - - - - - - - - - - - - A TGT CA T T T T T A T CAGGAAAA T A T CGCCGAAA T CAAA T T T T A T A T AA T
- - - - - - - - - - - - - - - - - - - - - - - - - C T AAAAAAA T CAGC T CCA T ACAA T T AGGCCGT A T T CCGT TGCAAAACCAGGTGAAC T AGACCGGT AAAGT CCGGT - - - - - - - - - - A TGGT AAGCAACGGAA T ACAGCC T T AAAA T T - ACCAAAAA T CA T CAAGA T TGGT AAC T T T T T AAC T - - GA T T AA T TGACAC TGAA T TGA T T T T A T A T AGA
C T T TGT CGC TGGGCAGAC T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - T AAGGCCGT A T T CCGT TGCAAAACCAGT TGAACCAGACCGGT AAAGT ACGGT - - - - - - - - - - AAGGT AAGCAACGGAA T ACAGCC T AAGC TGGT - - - - - GT - - - - - - - - - - - T CC TGA T T T A T T T AAGAAAAA T A T A TGAGGT AGA TGGA T C T T CACA T AGA
T T T TGT T AA TGCCCA TGCC TGGCAACCAGAGAAA T ACAC - - - - - - - - - T AAGGC TGT A T T CCGT TGCAAAACCAGGTGAACCAGAACGA T AAGT T ACGC T - - - - - - - - - - AAGGTGAGCAACGGAA T ACAGCC T T A T AGT C T - - - - - - - - - - - - - - - - - - T A T T TGT T T C T T T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CA T AC TGT AAGT CAAAC T T T A T A - T T A T AAAAA T AA T T ACCC T T AACCCAGGCCGT A T T - - - - - - - - GAACCAGGTGAACCAGACCGGT AAAGT ACGGT - - - - - - - - - - AAGGT AAGCAACGGAA T ACAGAC T T ACAGT - - - - - - - - - - - - - - - - - - - - - - GT AAC T - - - - - - - - - - GGT T C T CCCAGACAGACGTGA T TGT A - - - AAA
T T A T AC TGT AAGT CAAA T T - - - - - - T T A T AAAAA T AA T T ACCC T T AAC T C - - - - - GT A T T - - - - - - - - GAACCAGGTGAACCAGACAGGT AAAGT ACGGT - - - - - - - - - - AAGGT AAGCAACGGAA T ACAGAC T T ACAGT - - - - - - - - - - - - - - - - - - - - - - GT AAC T - - - - - - - - - - GGT T C T CCCAGACAGACGTGA T TGT A - - - AAA
- CGA - - - CGT ACC T AAAAGGT ACA - - CCAGGAACCGC T T T T CCC - - - - T ACCA T TGCA T T CCGT TGCAAAACCAGGTGAACCAGACCGGT AAAGT ACGGT - - - - - - - - - - AAGGT AAACAACGGAA T ACAGCC T T A T C T T T T A T CGAAAA T CA T T A T AA T CAA T A T CC T T A T T A T A - - AAC T T T T T C T T T CA T A T T TGA T T CA T T A T AGC
- - - - - T TGT CA T TGAA T C T C T A T - T T TGCAAAAA T T T T T T T AA T T AAC T T - - - - - C T A T T T CA T T T ACAAA T T AAACGAACCAAACCGGT AAAGT ACGGT - - - - - - - - - - AAGGT AAGCAAGTGAA T ACAGCC T AAAGA T - - A T CAAAAGT T A T T A T AA T AGT TGACGT T T C T A - - - - T A T T T T A T CAAAC TGT T T CGT A T T T T - - - T A T
- - - AAC T T C T AGCACAA T T T T T T - - T T T A T T T A T T T A T T T CAGT T AAC T T AGGC TGT A T T CCGT TGCAAAACCAGT TGAACCAGACCGGT AAAGT ACGGT - - - - - - - - - - AAGGT AAGCAACGGAA T ACAGCC T T A - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA T T T T T - - - - - - - GT C T A TGA TGAC T TGAA T TGT T T A T T T A T AA T
- - - - - - - - - - - - - - - - - - - - - - - - T AGAAGGAGA T AA T T A T T CA - - - - T T AGGT TGT A T T CCGT TGCAAAAGCAGGTGAACCAGACCGGT AAAC T ACGGT - - - - - - - - - - AAGA T AAGCCA TGGAA T ACAGC T T T A T T TGACA TGAA - - - - - - - - - - - - - - - A T AGA T T T T T TGAACAGAGT T T A T - - - - - - - - - - - - - - - - - - - - - T AG
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TE: rnd_1_family_105.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: 867bp; fragments: 3823; full length: 847 (>=780.3bp)
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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 867 bp
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TE: rnd_1_family_105.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: 1170bp; fragments: 3822; full length: 0 (>=1053bp)

TE consensus (bp)
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TE consensus genomic coverage plot (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_1_family_105

 size: 783bp; fragments: 3696; full length: 1140 (>=704.7bp)
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No TE domain detected

Before TEtrimmer 783 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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