
Start crop Point End crop Point

MSA length = 16909
GT CAAAAGT C TGGA - - - - - - - - - - - - - AAAA T T CA T A - - T T T TGAA T A T T AGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - CCGC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT A T T T T T T T T T AAACGGT
T A - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T TGAGA T A TGAAAACAGT AGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - CCGC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T AA - - T A TGGAGACAGT A T A TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGT AA T AGC T T CAA TG - - - - - - - - - - - - T AA T T CA T A - - - - - - - - - - TGCA T T AGGGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - CCGC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T CA - - - T T AGAAAGA T TGT T TGGT A T T C T AAAACAC TGT A TGCGT CA T CAG
T C T AAAAA T CGTG - - - T ACC T AC T T AAAAAA T T T AGAA T T A T AAAAC T T AAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - CCGC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T AG - - - T T A T AAAGA T A TGC T - - - - - - T T ACAAAAC T T T TGA TGCAA T T AC
- - T AGT T A T C T T AAC T T T T T TGA T T AAAA T A T T T A TGCA T - - - - - - T A T T AGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - CCGC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T A T T - - GC T T AAGA T AAA T T - - - T T A T A T T T T T AAGCAA T T CAAC T C T ACA T A T
T C T AA T T T T CGT CACACC T CGGAAGAAAGGA T T CGAACC T T TGAAGCGC T AGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - CCGC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T - - AC T - - - - GAGAA T T A - - C TGT A T T T T T - - - - - - - - - - A T TGT A T A T AC
CC T AAACGT T T T AAAA T A T ACA T T T AGAAAA T T AA T AA T T C TGGGA - - CCAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - CCGC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC TGA - - - CCAGAAAAAGT AA T T - - - - - - T T CAAA T AA T T T T T AGGT AA T T - -
- - CAAACAAC T C T AAA T C T T AA - - T AAAA T A T T TGGT T TG - - - - - - CA TGAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - CCGC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T TGAC TGTGAA TGT A T T AAA T T A T A T T T C T - - - - - - - - - - - - - - - - - - - - -
GA T AC T AAAA T CAA T ACAC TGAA T T - - - ACA T T CAAAGAC T T T A - - - - GT AGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - CCGC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T - - - - - T T AGT AAA T C T AGGTGT - - - - T T T AAA T A TGAAAC T TGAAAGT AA
AA TGAACGTGACAACACGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - CCGC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T CA - - - T CAGTGAAAC TGAACAG - - - - T - - - - ACA T T CGT AC T C T CAGTGA
GT AGAAGAACAAAGAA T A T T TGA T TGAA T AA T T AAAAA T A T T AA T A T A T AAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - CCGC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC TGAAC - - - - - - - - - - - - - - - - - - - - - - T C T AAAAA TGTGT T T AGAA T T T AA
T C T AACAAACA T T T T T T T TGGAA - - - - - - - - - - - - - - - - - - T AAAACCAGAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - CCGC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T A - AC T - - - - AAACC T T AGT A TGCGT T T CA - - - - AAC T T T A T T ACGAGT AC
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TE: rnd_4_family_735.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: 16909bp; fragments: 16713; full length: 79 (>=15218.1bp)
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No TE domain detected

After TEtrimmer 16909 bp
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TE: rnd_4_family_735.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_rc.fa
 size: 17209bp; fragments: 16713; full length: 38 (>=15488.1bp)
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TE: rnd_4_family_735

 size: 15107bp; fragments: 11047; full length: 128 (>=13596.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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