
Start crop Point End crop Point

MSA length = 1254
- - - - - - - - - - - - - - - - - - - - - - - - AA T T AC T T T T T AGA - - CCA T T T AAACCAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAA T CC TGA T T T AAAC T T A T CA TG - - - - - AGCCA T TGT C T C T T AACAGGAA T A T T - - -
ACCA T A T CACA - - - - - - - - - - - - - - A T CACACCA T AGAAC T AC TGCAGA T CAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGC TGCAGA T ACA T T AC T T AA T CA T T TGT AA TGGTGA T AAAGCAAGAA T T AC
T T A - - - - - - - - - - - - - - - - - - - - - - - - - AAGT AC T A T T AC T A T T T T TGA T CAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T - AAAAAA T CA TGA T T T T T T CCAACCC TGT T T T TG - - - - - - - - - - - - - - - - - - - - - - A T AGA T A T - AAGG - - - - - - - - C
GCAAAA T CGTG - - - - - - - - - - - - - - A T T AC T CAA TGG - - - - - - - - - - - - - CAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGC T - - - - - - - - - - - - - - - - - - - - - - - - CAA TGGT CA T - - - - - - - - - - - - - -
CGGA T T T CGAGA T A T T C TGAAAA T AAA T AC T T A T TGCAA T T AC T T T T A TGCAGGGT TGGCA TGA T T T ACA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGC T T T T A TG - - - - - - - - - - - - - - - - - GCC T CAGGT A T - T AGGAC TGT C T A T
AC T AA T AAGAAAA T T A T AA T T A - - AA T A T A T CAGT AAA - - T AGT AAAAA T CAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T C T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGGT AAAAA T AAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - AA T T AAA T AAAAAAAGT AA T A T AAAACAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGA T A T AAAA T AAGGAAC - - - - - - - - - - - - - - - - - - - - - CAAA TGACA T T AG
AGAGAGCCAAGCCACGCCAA - - A TGA T T C T A TGT AAAA - - T AC T T AAAAGCAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGC T T AAAAGA T CA TGT T - - - - - AGTGAAAGT AC T T T T - T A T AAACA T T - - T
CGAA T A T T TGAAA T T A T T - - - - - - - AC T T AGT AC T AGAA T T AGT AACGAGCAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGGT AACGAGT AA T CAAA T AA T CAGTGACAA T AGT T A T - CGAAAAA TGT T AC
T CGGT A T CACGGCACA TGAAAGT TGT C TGT A T CA T AAAAGT ACC T A T T TGCAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T - AAAAAA T CA TGA T T T T T T CCAACCC TGCC T A T T TGT T A T A T AA T AA T CAA TGA T AGT AGTGCA - T AAAAC T A T T T AC
GT AGTGGT AGGAAGCGT AACA - - - GGT ACCA T T C T AGAA T A T A T CAGAA T CAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TG - - - - - - - - - - - - - - - - TGA T CA T T AACAGCGGTGCA - AAGAAAAAA T T AC
GT ACCCCCGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T ACCCA T AGT CAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGCCCA T AGT ACA T T T T T T AACAGT AGAACGT AGT T A TGGGGGGT T AA T CCA
AAAAAAAGGAGAAA T ACAAAAAAAACA T A TGT AGT AGAA T AAA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T T AAAAAA T CA TGA T T T T T T CCAACCC TGA T CGT AC T ACAA T A T C - - - - - A T T T A T CGT AC T A T T - CAGAAA TGT T - - -
- - - - - - - - - - - AAGCAGAAAAAA TGA T T T T C T CAGA T AAAC TGT T AGAGACAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGGT T AGAGA T A T CGAAA - - - - - A T CGGCAGT CAA T T CAAA TGAAC T A T T A T
- - - - - - - - - - - AAGCAGAAAAAA TGA T T T T C T CAGA T AAAC TGT T AGAGACAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGGT T AGAGA T A T CGAAA - - - - - A T CGGCAGT CAA T T CAAA TGAAC T A T T A T
GGGA T A T TGTGAA T T A T AGTGAA T A T T T T CC T AC T A - - - - T AGT T CA T ACCAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CC T - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGGT T CA T AC TGA - - - - - - - - - - A TGAA T CGCGT A T T T - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - AAGGC T T TGT AC T ACAA T AGA T CGT AC T CAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T T AAAAAA T CA TGA T T T T T T CCAACCC TGA T CGT AC T ACAA T A T C - - - - - A T T T A T CGT AC T A T T - CAGAAA TGT T - - -
CGGT T T T CGAGACA TGT TGA - - - - AA T T T AAA T T T AGA - - T AC T CGCGCACAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T T T AAA T CGT - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T T AAAAAA T CA TGA T T T T T T CCAACCC TGCAGT CGCG - - - - - - - - - - A T CAG - - - - AGTGGT T - - - - - - - - - - - - - - - -
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TE: rnd_4_family_1198.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: 1254bp; fragments: 5750; full length: 289 (>=1128.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1254 bp
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TE: rnd_4_family_1198.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
 size: 1554bp; fragments: 5750; full length: 0 (>=1398.6bp)
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TE consensus genomic coverage plot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_1198
 size: 753bp; fragments: 4826; full length: 498 (>=677.7bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 753 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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