
Start crop Point End crop Point

MSA length = 2952
AAGACCCA T A T T T AGGT T T TGAACA T CCAAAA TGGT TGAAA T ACCGA TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT AACA T T T T A T TGAAA T AAAGA T A T A T T A T T A T T A T T A T T A T T A T T AA T T T TGT T AA T A T T AA T ACC TGT T AA T A T AGGT A T A T AACACAGAAA T AA
AGT AGGT - - - - A TGTGA T A T AA T T AGT AAA - - - AGT TGAAGA T C TGT CAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT AACA T T T T A T TGAAA T AAAGA T A T A T T A T T A T T A T T A T T A T T A T T A T T A T CA T T CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGT T T T T T T - - - - - - - - - - - - - - - AGT AAA - ACGGT TGT AAGA T T TGCAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT AACA T T T T A T TGAAA T AAAGA T A T A T T A T T A T T A T T A T T A T T A T T AA T T T TGT T AA T A T T AA T ACC TGT T AA T A T AGGT A T A T AACACAGAAA T AA
A T C T T CAGT CAA T TGGT AAC TGT T - - T AGACA T AA T TGAAACA T T T T TGGAAAC TGAAA T T AAC TGT ACAGT T T T C TGTGT CACAGAACA T TGGAAGAC T - - - - - - - - - - C TGT AACA T T T T A T TGAAA T AAAGA T A T A T T A T T A T T A T T A T T A T T A T T A T T A T T A T T A T ACA - - - - - C T CACCGGCACGAAAACGCACC T T AAAA T T T T
AA T A T T T A T CAA T T AGA TGA TGA T AGT A T A T A T AA T TGGAAACCC T T T TGAA T T TGCAA T TGTGTGT ACAGT T T T C TGTGT CACAGAACA T TGGAAGAC T - - - - - - - - - - C TGT AACA T T T T A T TGAAA T AAAGA T A T A T T A T T A T T A T T A T T A T T A T T A T T A T T A T T A T A T T - - - - GCA T T T TGA T A TGGT A T T A T AC T T T AAA T AAA -
A T C T T CAGT CAA T TGGT AAC TGT T - - T AGACA T AA T TGAAACA T T T T TGGAAAC TGAAA T T AAC TGT ACAGT T T T C TGTGT CACAGAACA T TGGAAGAC T - - - - - - - - - - C TGT AACA T T T T A T TGAAA T AAAGA T A T A T T A T T A T T A T T A T T A T T A T T A T T A T C T C T C T T AC - - - - - C T CAC TGG - - - - - - - - - - - ACA T T AAAA T T AC
A T T T T A TGT CAGTGT AA T AC TGACAA T - - - - - - - - - - - - - - T T CCACCAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT AACA T T T T A T TGAAA T AAAGA T A T A T T A T T A T T A T T A T T A T T A T T A T T A T T AC T A T AC T T AAGGT A T AC T AA TGAAAAG - - - - AAAA T AAAGAA TG
A T C T T CAGT CAA T TGGT AAC TGT T - - T AGACA T AA T TGAAACA T T T T TGGAAAC TGAAA T T AAC TGT ACAGT T T T C TGTGT CACAGAACA T TGGAAGAC T - - - - - - - - - - C TGT AACA T T T T A T TGAAA T AAAGA T A T A T T A T T A T T A T T A T T A T T A T T A T T A T T A T CAAGCAGAGTGC T CA T CAGAACG - - - - - - - GCGGTGAA T A T AA
A T C T T CAGT CAA T TGGT AAC TGT T - - T AGACA T AA T TGAAACA T T T T TGGAAAC TGAAAGT AAC TGT ACAGT T T T C TGTGT CACAGAACA T TGGAAGAC T - - - - - - - - - - C TGT AACA T T T T A T TGAAA T AAAGA T A T A T T A T T A T T A T T A T T A T T T CAAAAACCA T CCACCA T AAAGAA T AA T A T CA T AAA T A T - - ACAACCAA T AAGA
A T TGT T T T T T AAAAAAGGT CCGGC T C T ACACGT AACAAAA T CA T T T T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT AACA T T T T A T TGAAA T AAAGA T A T A T T A T T A T T A T T CAGAC T CC T A T T AC T A T ACCCGT CGA T A TGCGT T AA T T T - - - - - - - T A T ACCAAA T T T AG
A T A T TGCGT TGC T TGAGTGT - - - - GCGAGACAACA T T TGA T T A T TGT CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT AACA T T T T A T TGAAA T AAAGA T A T A T T A T T A T T A T T A T T A T T A T T A T T A T T A T AA T AA T CA T A T T A TGT CAGTGT CACAA T A - ACAA T AAGC T T CA
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TE: rnd_4_family_143.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 2952bp; fragments: 175; full length: 12 (>=2656.8bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer 2952 bp
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TE: rnd_4_family_143.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 3262bp; fragments: 152; full length: 9 (>=2935.8bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_143
 size: 1005bp; fragments: 84; full length: 22 (>=904.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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