
Start crop Point End crop Point

MSA length = 499
T T T T T AC T - CA TGA TGC T T T A T T T T - T T T T T AA T AA T T C T T CCAGAACA T A T T T A T TGT A T AGA T A TGT A T ACAGGGTGACAA T T TGAAAACGAACAGT A - - - - - - - - - - GT AA T A T T AAA T AC TGT T CGT T T TGAAA T TGT CACC T TGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T - - - - - - - -
T T TGT AA T ACAGGT CACACCACGT T C T T A T T T A T C T T AAA T CAGAA T CA T A T T TGT - - - - TGA T CCAACA T ACAGGGTGACAA T T TGAAAACGAACAGT A - - - - - - - - - - GT AA T A T T AAA T AC TGT T CGT T T T CAAGGCGT CAAACGC T A T A T C T AGT CA T A T C T A T T CA T T T A T AAA T AAAAACAAAAAAGCCCAGAA T CAAAA T CCA
T TGT T T A T - CCAA T T AC T A T A T T T T T - - - - - - - - A T AA T C T CGAGA T T A - - - - - - - AGT AA T TGT AGA T A T ACAAGGTGACAA T T TGAAAACGAACAGT A - - - - - - - - - - GT AA T A T T AAA TGC TGT T CGT T T T CAAA T TGT CACCC TGT A T ACA T AGT CA T A T T T A - - - - - - - - - - - - - - - - - AAAA T AACA T T T T A T AA T T ACA T T CA
T T T T - - - - - C TGA T T AC T A T AGT C T C T T T T T T A - AACGT CACAAAAA T A - - - T T A T TGACAA T A T C T A T A T ACAGGGTGACAA T T TGAAAACGAACA T CA - - - - - - - - - - GT AA T A T T AAA T AC TGT T TGT T T T CAAA T TGT CACCC TGT A T A T AGTGT C T T A T T T T - - - - - - - A T AAAGA T T AAAAAAA TGA T T CAA T T T T AACGT A - -
CC - - - - - - - - AGAACAC T T T AGT T T - T C T T T CA - AACACA T C T A T AA T - - - - - - - - - - - - - A T AC T AA T A T ACAGGGTGACAA T T TGAAAACGAACAGT A - - - - - - - - - - GT AA T A T T AAA T AC TGT T TGT T T T CAAA T TGT CACCC TGT A T - - A T AGT CACACCC - - - - - - - - - - - - - - - - - - - - T AAGAAGC T CAA T T T TGGCA T AC -
- - - C T AA T - GGCAGCA T T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T ACAGGGT CACCA T T TGAAAGCGAACAGT A - - - - - - - - - - GT AA T A T T AAA T AC TGT T CGT T T T CAAA T TGT CACCC TGT A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AACA T T C -
- - - - - - - - ACA TGT CAC - - - - - - - - - - - - - - - - - - - - - - - T TGAAAACA T C T A T A T T AAA T AACCGAC T A T ACAGGGTGACAA T T TGAAAACGAACAGT A - - - - - - - - - - GT AA T A T T AAA T AC TGT T CGT T T T CAAA T TGT CACCC TGT A TGT - - - - - - A T A T T CA T CAA T T CA T AAAAA T AAGT AGAAAAGT T CC T A T - - - - - - - - - -
T - - - - - - - GAGCAGGA T CGTGA T TGA - - - - - - - - AGT CAC T T AAGGA T T - - - - - - - T A T T AGT A T AGA T A T ACAGGGTGACAA T T TGAAAACGAA T AGT A - - - - - - - - - - GT AA T A T T AAA T ACCGT T CGT T T T CAAA T TGT CACCC TGT A T AC - - - - - - - - - - - T A T C T T T T C T TGAAA T T AGACGAACAAAC T T C T A T T C T AA T TG - -
- - - - - - - - - - - - - - T A T T T T AA T T AA TGCGT AA T TGAGAGCCAAAAA T A - - - - - - - AGT AGGAAA T AA T A T ACAGGC TGA T AA T T TGAAAACGAACAGT A - - - - - - - - - - GT AA T A T T AGGT - C T A T T CGT T T T CC TGT T A T T A T CGA T T - - - - - - - - - - - - - - - - - - C T A T C TGCA TGCGCAAA TGAAA T AA TGT C T T CA T A T T T CC T T
T T C T AAA T A T T T AACGT T T CAA T T TGT T T T TGA - AA T AAAAAAAAAGT A - - - - - - - AA T T AAAA T A TGT A T ACAGGGTGACAA T T TGAAAACGAAGAGT A - - - - - - - - - - GT AA T A T T AAAAAC T C T T CGT T T T CAAA T TGT CACCC TGT AA T - - - - - - - AC T T T T A T T T A T T T A T A T T AA T AAA T AA T A T T T T C T TGCC T T T AGT TGT A
T T T T T A T CA T T CAGTGT T T T A T T T T A T T T A T AA TGGCGT T T CAAAAAACCA T T T A TGGT AAAAGT T AC T A T ACAGGGTGACAA T T T AAAAAAGAACAGT A - - - - - - - - - - A T AA T A T T AAA T AC TGT T CGT T T T CAAA T TGT CACCC TGT A TGT - - - - - - - - - - - - - - - - A T T T C T AAAAAAGTGT CGA T AAA T T CC T CAAGGACGTGCA
T - - - - - - - - - - - - C TGA T ACAGT C T A T C T T T T A T CC TGT A T A T ACAC T A - - - - - - - T T CA T A T C TGCA T A T ACAGGGTGACAA T T TGAAAACAAACAGT A - - - - - - - - - - GT AA T A T T AAA T AC TGT T CGT T T T CAAA T TGCCACCC TGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAACA T A T A
- - - - - - - - AACAAC T AA T ACAGT T T C T T T T T CGTGA TGGT T T CAAAGC T T A T - - - - TGC T T ACGT T A T T A T ACAGGGTGACAA T T TGAAAACGAACAGT A - - - - - - - - - - GT AA T A T T AAA T AC TGT T CGT T T T CAAA T TGT CACCC TGAA T T T - - - - - - A T - - - - - - C T A T T T A T AAAGA T A T A T AAAA TGA TGGT T T CA T A T T A TGT T
CC T T T AA T - AAAC T T ACC T T T A T T T T T CCC T AG - AA T CA T T CGAAAA T - - - - - - - - - - - - - CAA T T AA T A T ACAGGGTGACAA T T TGAAAACGAACAGT A - - - - - - - - - - GT AA T A T T AAA T AC TGT T CGT T T T CAAA T TGT CACCC TGT A T A - A T AAACA TGT T T A - - - - - - - GT AAA T A T T AA - - - - - - - - - - - - - - - T T AACC T AC -
T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T ACAGGGTGACAA T T TGAAAACGAACAA T A - - - - - - - - - - GT AA T A T T AAA T AC TGT T CGT T T T CAAA T CGT T ACCC TGT A T A T - - - - - - - - - - - - - - - - - - - - T T ACA T AGA T A T CAAACAAAA T C T ACC TGACA TGT A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T A T ACAGGGTGACAA T T T T AAAACGAACAGT A - - - - - - - - - - GT AA T A T T AAA T AC TGT T CGT T T T CAAA T TGT CACCC TGT A T A T - - - - - - C T A T T T T CC T AC T - - - - - - - - - - - - T AAA T AGGT AC T T A - - - - - - - - - - -
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TE: rnd_1_family_230.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 499bp; fragments: 2095; full length: 364 (>=449.1bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 499 bp
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TE: rnd_1_family_230.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 801bp; fragments: 2092; full length: 0 (>=720.9bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_230
 size: 244bp; fragments: 1343; full length: 833 (>=219.6bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 244 bp



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)T
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