
Start crop Point End crop Point

MSA length = 1228
A T AAACCCAAGT TGAGA T A T A T A T C TGGAC TGACA T T ACC T T T CA T C T TGAAA T T T AA T AA T AGAC T A T T T A TGAA T AAGAAGCAGT T ACC T AA T T C T C T - - - - - - - - - - AA T CCGGA T T AAC T C T TGC T T T AA T TGAGCCGGA T T A T CGAGT C T C T AC T A T AGT TGAAGACGA T AGGC TGT T T AA T AA T AGGC T T C - - - T AGGAGT AAA
A T AAACCCAAGT TGAGA T A T A T A T C TGGAC TGACA T T ACC T T T CA T C T TGAAA T T T AA T AA T AGAC T A T T T A TGAA T AAGAAGCAGT T ACC T AA T T C T C T - - - - - - - - - - AA T CCGGA T T AAC T C T TGC T T T AA T TGAGCCGGA T T A T CGAGT C T C T AC T A T AGT TGAA - - - - - - AGGC TGT T T AA T AA T AGGC T T C - - - T AGGAGT AAA
T T AAAA - - AAC T TGT T A T A T ACA T - - - - A T T T ACAC TGAAGAC T A T CCAA - - - - - - - - T AA T AGAC T A T T T A TGAA T AAGAAGCAGT T ACC T AAGGC T TG - - - - - - - - - - - - - - - - - - - - AACC T T TGC T T T AA T TGAGCCGGA T T A T CGAGT C T C T TGT A T T - T CAAGT A T AAC TGCAC T TGT A T T T CAAGGT A - - - - - T AAGAAAAAA
T T AAAA - - AAC T TGT T A T A T ACA T - - - - A T T T ACAC TGAAGAC T A T CCAA - - - - - - - - T AA T AGAC T A T T T A TGAA T AAGAAGCAGT T ACC T AAGGC T TG - - - - - - - - - - - - - - - - - - - - AACC T T TGC T T T AA T TGAGCCGGA T T A T CGAGT C T C T TGT A T T - T CAAGT A T AAC TGCAC T TGT A T T T CAAGGT A - - - - - T AAGAAAAAA
A T AAACCCAAGT TGAGA T A T A T A T C TGGAC T CACA T T ACC T T T CA T C T TGAAA T T T AA T AA T AGAC T A T T T A TGAA T AAGAAGCAGT T ACC T AA T T C T C T - - - - - - - - - - AA T CCGGA T T AAC T C T TGT T T T AA T TGAGCCGGA T T A T CGAGT C T C T AC T A T AGT TGAAGCCGA T AGGC TGT T T AA T AA T AGGC T T C - - - T AGGAGT AAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T CGGA T T AACCC T TGC T C T AA T TGAGGCGGA T T A T CGAGT C T C T AC TGT A - - - - - - - - - - - - - - - - T T T T CA T T T T T AGC T T T CAA T T AAAGT T ACA
GT CA T T C - - - - T CGAAA T A T A - - - C T AAAC T T A TGT T T T T T T T AA TGGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T CCGGA T T AACCC T TGC T T T AA T TGAGCCGGA T T A T CGAGT C T C T AC TGT A - - - - - - - - - - - - - - - - T T T T T A T T T T CAGC T T T CAA T T AAAGT T ACA
GT CA T TG - AAA T AA T AACACA T A T CCAAAC T CA TGT T T T T T T T T T T AA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T CCAGA T T AACCC T TGC T T T AC T TGAGCCGGA T T A T CGAGT C T C T AC TGT AGT T CA TGAAGA T AGAA T A T T T AGT AGT AAA T T - - T AA T AGAAAGAA T
GT CAAAC T AAGGCAAGT AA T A - - - - GAAGC T CACGA T C T T C T T CCCCAACAAA T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGC TGA - - - - - - - - - - AA T CCGGC T T AACCC T AGT T T T AA T TGAACCGGA T T A T CGAGT C T C T AC TGT A T T AGAA TGCGACAGGT C T C T TG - - - - - - - - - - - - - - - - AAAGGGAAA
GT CAAAC T AAGGCAAGT AA T A - - - - GAAGC T CACGA T C T T C T T CCCCAGCAAA T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGC TGA - - - - - - - - - - AA T CCGGC T T AACCC T AGT T T T AA T TGAACCGGA T T A T CGAGT C T C T AC TGT ACC T A T AAACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGACGAGA
GT T T AAAAAGT CGC TGCGA T A T AG - AAAAC T ACCGCCGCCGCGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C TGGC T T AACCC T AGT T T T AA T TGT ACCGGA T T A T CGAGT C T C T AC TGT A T A T AGAAACAAGAC T T T T T T CGA T A T T T TGT C T T AA T T CA T A T T A TG
GT CAAAC T AAGGCAAGT AA T A - - - - GAAGC T CACGA T C T T C T T CCCCAGCAAA T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGC TGA - - - - - - - - - - AA T CCGGC T T AACCC T AGT T T T AA T TGAACCGGA T T A T CGAGT C T C T AC TGT AA T T - - - - - CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAC - - - -
GT CAAAC T AAGGCAAGT AA T A - - - - GAAGC T CACGA T C T T C T T CCCCAGCAAA T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT TGT - - - - - - - - - - AA T CCGGC T T AAC T C T AGT T T T AA T TGAACCGGA T T A T CGAGT C T C T AC TGT A T C T AAA T ACAA T AGT T T T T T CAACAG - - - - - - - - AA T T A T T A T AAAC
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TE: rnd_4_family_466.fasta.b.bed_uf.bed_g_1.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: 1228bp; fragments: 194; full length: 0 (>=1105.2bp)
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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 1228 bp



0 500 1000 1500

0
5

10
15

20
TE: rnd_4_family_466.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1848bp; fragments: 110; full length: 0 (>=1663.2bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_466

 size: 674bp; fragments: 250; full length: 12 (>=606.6bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 674 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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