
Start crop Point End crop Point

MSA length = 17089
T AAAAA T ACAA T AA T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - TGGTGGA TGGTGAA T CGGCCACCGCCC T C T AC T T AAAGT AA T ACAA T AAACAAGTGT T TGT T T T A T A TGAGCGGAAAGTGT TGCA T A T T AGT T T A T A T AC
T AAACAGAAA T T A T T T ACAGT A T AAA T CGAA T CCA T T AA T ACAACA TGT T AGT AGAGGGCGGTGGCCGA T T CACCA T CCACCACACGGTGGAGGCAGCGG - - - - - - - - - - TGGTGGA TGGTGAA T CGGCCACCGCCC T C T AC T ACAGA T AAGGT AA T AGA TGACGT T TGACA T - - - - - - - - AAGACC TGGTGACAGA TGA TGT AA T TGAC
T T AGGAGA T AA T A T AGC T AC TGA T ACCCAAC T T T A T CGA - A T A - - - - - - CAGT AGAGGGCGGTGGCCGA T T CACCA T CCACCACACGGTGGAGGCAGCGG - - - - - - - - - - TGGTGGA TGGTGAA T CGGCCACCGCCC T C T AC T AA T A T C T C T AA T A T AAGAAAAC T T C T A T A T C T T T CA T CGA T ACGT AA T TGG - - - T CGGGT - A T T A T T
T AAAGGGA TGGT CAAAAGT C TGGAA T AAAA T T CA T A T T T T T TGAAGT A T T AGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - TGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T AGT A T T T T T T T T T CGAA TGA T T T T A T T T A T T T T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T C - - T AAA T C T T AAGTGGT T T TGAA T T AGAAA T A T T TGGT T TG - - - CA TGAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - TGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T TGC - - - - - - - - - - - - - - - - - A TGT C T ACAGT T A T T T T C TGAA TGT - A T T AAA T T A T A T A T T A T C T CC
T A - - T AGA T T T TGCAGGA T T CGAACC T AAGACC TGT CGA T T TGCACCGC T AGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - TGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T ACCG - C TGT T T TG - - - - AGAA T T AC TGT AC T T AC T CGT T A T A T ACGACGAA T CCA T ACA T T AAA T AC
T C - A T AGA T A T CAGA T AA T AGT T A T C T T AAC T T T T T TGA T T A T CA T T A T T AGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - TGGTGGGCGT AGAA T CGGCCACCGCCC T C T A T T A T CCGCCGT A T TGT AA - AAA T T T T A T A T A T T T T T A T T T CAAGAGAGA T TGAAA T AGCAA T T C T C T AC
- - - - - - - - T A T TGGA T AC T T T C T AACAAACA T T T T T T - - - - - - AAACCAGAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - TGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T AACCAGT T T A TGA - - - - AACC T T AGT A TGCGT T T T A T T - - - - - - - - A T CAAAC T T T A T - - - - - - T AC
- - - - GAGACC T TGA - - - - - - - - - - - - - - - - - T T C T T AAA T T T T TGGGAAGAGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - TGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC TGGGAAGT T A T T T T T AAAACAC T T ACGT TGC TGT T ACC T - - - - - - - AA T T AGGA T A T AAA T A T T C T A T
T AAAAAA T T TGT AAAAA T A T T T T T AA T T T A T T T T A T T A T - GT T TGT T T T T AGT AGAGGGCGGTGGCCGA T T CACCA T CCACCACACGGTGGAGGCAGCGG - - - - - - - - - - TGGTGGA TGGTGAA T CGGCCACCGCCC T C T AC TGT T T T T A T T AA TG - - - - - - - - T TGT T T CA T TGTGCGT AGAAACA T AA T CGAAA T T TGGGT CAA T AA T
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TE: rnd_4_family_733.fasta.b.bed_uf.bed_g_5.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: 17089bp; fragments: 16025; full length: 59 (>=15380.1bp)
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No TE domain detected

After TEtrimmer 17089 bp
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TE: rnd_4_family_733.fasta.b.bed_uf.bed_g_5.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa_rc.fa
 size: 17389bp; fragments: 16729; full length: 35 (>=15650.1bp)
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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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