
Start crop Point End crop Point

MSA length = 2333
A T T C T CAC T A - A T T CCA T A T CCA T T CCA T A T ACGT T A T A T T T T TGA T AGT ACCGT A T AAGGAAAAGGGT AGT TGCAC T C T CGCAAA T A T T T T C T ACCAGT - - - - - - - - - - AGAA - AAAGGA T T TGAGAA TGAGT AAAAC T AC T AGT T T CC T T A T AC T A TGGT A T CACCA T AC T T T T T A T - - - - TGT ACCA T T T A T A T CGT T AC T T T T AAA
A T A T T T T TGA T A T T TGT CC T CCAGT TGGCAGCACA T ACAAC T T T AAGAA T A T AGT T T AAGGAAAAGAGT AGT TGCAC T C T CGCAAA T - T T T T C TGCCAGT - - - - - - - - - - AGAACAAAGGA T T TGACAAGGAGT AAAGC T AC T AGT T T CC T T A T AC T A TGA T AC TGA T A T CGGAGA TGGAGAA TGT AAAGCC T C TGT C - - - - - - - T CAGA
GT C T T CA T CA T A TGCCA T A T T T A T AAAA T A T AAA T CACA T AAC T CACAAAA T AGT T T AAGGAAAA T AGT AGT TGCAC T C T CGCAAA T A T T T T C TGCCAGT - - - - - - - - - - AGAACGAAGGA T T TGACAAGGAGT AAAGC T AC T AGT T T CC T T A T AC T A TGC T AA T A T A T AAAA T CC T T AAGTGAC TGACA T AC TGA T T AA T CAC T CAAAC
A TGT T - - - - - - - - - - - - - - - - - - - T T AA T AAAAGC T - T C T AGC T T C T AGCA T AGT T T AAGGAAAA T AGT AGT TGCAC T C T CGCAAA T A T T T T C TGCCAGT - - - - - - - - - - AGAACAAAGGA T T TGACAAGGAGT AAAGC T AC T AA TGCA T C T AGT C T A T T A T AGAGACCA T T T T T A TGT AAAA T T T ACAAGT C T T A T T T A T T T T T C T T A T
A T AC T AA T T A - AA T T AA T AAC T AGT T T A T A T AAAC T - GGTGT T T AACAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA - AAGGGA T T TGACAA TGAGT AAAAC T AC T AGT T T CC T T A T AC T A TGGT A T CACCA T AC T T T T T A T - - - - TGT ACCA T T T A T A T CGT T AC T T T T AAA
A T T T TGT T T A T AAAC T A T CCACAGA T AACA T AAAC T - CCAAAA TGACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAACAAAGGA T T TGACAAGGAGT AAAGC T AC T AGT T T T C T T A T AC T A TGC T AA T ACC T A TGT TGCCA T AC T A T CAAGAAA T T A TGT T T T T T A - - C T AAA
- - - - - - - - - - - T C T T AA T A T C T T T A T AA T A TGGCAG - CA T AGGT AGT AGCA T AGT T T AAGGAAAAGAGT AGT TGCAC T C T CGCAAA T A T T T T C TGCCAGT - - - - - - - - - - AGAACAAAGGA T T TGACAAGGAGT AAAGC T AC T AGT T T CC T T A T A T T A TGGT AGT AGA T T AGA T T TGCAAGAACCGAAAAGA T CCA T TGGT CC - - T T AAA
ACGC T CC T CA T A T C T CGTGTGT AGT CGA T T T AGACAC T A T TGACAA TGA T A T AGT AGAAGGAAAAGAGT AGT TGCAC T C T CCCAAA T A T T T T C T T C T AGT - - - - - - - - - - ACAACAAAGGA T T T AACAAGGAGT AAAGC T AC T AGT T T CC T T A T AC T A TGA T A T T AGC T T T AGCAGCAAAAAG - - - - - - - - - - - - - - - - - - - - T T A T AAA
- - - - - - - - - - - AAC T T T T T T T T T T CCGA T - - - - - - - - - C T T AA T AA T AGCA T AGT T T AAGGAAAAGAGT AGT TGCAC T C T CGCAAA T A T T T T C TGCCAGT - - - - - - - - - - AGAACAAAGGA T T TGACAAGAAGT AAAGC T AC T AGT T T CC T T A T AC T A TGA T AA T AG - - - - - - - - - - - - - - - - CC T ACCA T ACC T A T TGGT - - - - - - - - -
C T T C T T ACCA T - - - - - - - - - - - - - - - - - - - - - - - - - AAGT C T T CAA T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAACAAAGGA T T TGACAAAGAGT AAAGC T AC T AGT T T CC T T A T AC TGACA T A T T CCCCAGGGACGTGCA T A T AC TGGAA T A T T T T T C T AAAA T T C TGAA
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TE: rnd_1_family_22.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: 2333bp; fragments: 15508; full length: 2 (>=2099.7bp)
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TE: rnd_1_family_22.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: 2638bp; fragments: 15377; full length: 0 (>=2374.2bp)
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TE: rnd_1_family_22
 size: 2054bp; fragments: 21213; full length: 1 (>=1848.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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