
Start crop Point End crop Point

MSA length = 1783
T T AAGT T TGA T T A T T TGT T AGTGT AGAA T ACCAGAAGT AGT T T AGT AGTGT T T T T A T AAGAGT T T A T T T TGT AGT AAGT AGT AGGTGAGGGGT AA T TGGT - - - - - - - - - - GGT TGAGT AAC T T T AAGAA T A T A T AAACAAGGA T AC T AC T T A - - - - - - - - C - - - - - - - - - - - - - - - CC T TGA T AAAGG - - - - - - - - - - - - - - - - - - - - - -
T CGAAAC T AACAACAAAAAAAGGAACAAGA T CAAAA T T AAA T T AA T T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT TGAGT AAC T T T AAGAA T A T A T AAACAAGGC T AC T AC T AA - - - - - - - - CA TGGCCGA T AA TGTGA T T CCACGT AAACAAAC - - - - - - - - - CAAC T CCG
T CAAGT T T T - - AA T AAAAAAAAA T AAAAAA T TGAAA - - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT TGAGT AAC T T T AAGAA T A T A T AAACAAGGA T A T AGCCCA T AAAAA T A T A TGAC TGG - - - - - - GT T T T T A T AA T T AC T T ACAA TGT T CC T - - - - - - - -
T T AGGTGT - A T ACCGGGA T AA TGGT A T T T ACCCAAAA T A T A T T CAA T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC TGAGT AAC T T T AA T AA T A T A T AAACAAGGA T AC T A T T C T - - - - - - - - TGA T ACCAA T A T TGCA T T T T T AAA T T CA T TGT T A T TGACA T ACGGCGCCG
T T AAGT T TGA T AA T T TGT T AGTGT AGAA T ACCAGAAGT AGT T T TGT AGTGT T T T T A T AAGAGT T T A T T T TGT AGT AA T ACGCAAA TGAGGGGT AA T TGGT - - - - - - - - - - GGT TGAGT AAC T T T AAGAA T A T A T AAACAAGAGT A T AAGT T A - - - - - - - - CC T - - - - - - - - - - - - AC T T T CA T A T CGGC T AACA T TGA T T T T CCAC TGC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T A T AAGAGT T T A T T T TGT AGT AAGT AGT AGGTGAGGGGT AA T TGGT - - - - - - - - - - GGT TGAGT AAC T T T AAGAA T A T A T AAACAAGGA T A T T ACC - - T AAAAA T AC T C TGCCAA T A T TGCA T T T T CGAA T T CGGCAG - A T TGT T T CA - GA T TGCA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T A T AAGAGT T T A T T T TGT AGT AAGT AGT AGGTGAGGGGT AA T TGGT - - - - - - - - - - GGT TGAGT AAC T T T AAGAA T A T A T AAACAAGGA T A T T ACC - - T AAAAA T AC T C TGCCAA T A T TGCA T T T T CGAA T T CGGCAG - A T TGT T T CA - GA T TGCA
A T A T A T A T AA T A T A T A T T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT TGAGT AAC T T T AAGAA T A T A T AAACAAGGA T A T T AC T AA T T AAGAGA T AAAA T T AA T T T CGCA T T T T T ACAGT T A T T T T C - - - - - - - - - T AC T T AAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T A T AAGAGT T T A T T T TGT AGT AAGT AGT AGGTGAGGGGT AA T TGGT - - - - - - - - - - GGT TGAGT AAC T T T AAGAA T A T A T AAACAAGGA T A T T ACCGA T AGAAA T ACAA T AC T AGCA T T - - A T T T C T A T AA T T A T T A T - AA TGAC T T ACAA T TGCA
GT AAGA T T T AAAGT T AAGAGC TGT T AA T T AAAAGAGA T A T T T T AA T T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT TGAGT AAC T T T AAGAA T AGA T AAACAAGGGT AA T AGT T T T AAAAGT - - - - - - - - - - - - - - - - AAA T TGACA T T T A - - - - - ACCGC T CCC - - - - - - - -
T T AAGT T TGA T AA T T TGT T AGT A T AGAA T ACCAGAAGT AGT T T TGT AGTGT T T T T A T AAGAGT T T A T T T TGT AGT AAGT AGT AGGTGAGGGGTGA T T AGT - - - - - - - - - - GGT TGAGT AAC T T CAAGAA T A T A T AAACAAGCGT AGT AC TGA - - - - - - - - T T T TGC T A - - - - - - - T T T T T AA T A T T TG - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_1_family_471.fasta.b.bed_uf.bed_g_3.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: 1783bp; fragments: 14388; full length: 0 (>=1604.7bp)
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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 1783 bp
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TE: rnd_1_family_471.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 2181bp; fragments: 13291; full length: 0 (>=1962.9bp)
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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_1_family_471

 size: 496bp; fragments: 933; full length: 548 (>=446.4bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 496 bp



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

TE consensus after TEtrimmer (bp)
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