
Start crop Point End crop Point

MSA length = 1397
AGT CAC T TGAACA - - CAGCCAC T TGAAAGCGT CA T T T AC T CA T T AAAC - - AACAAAAACAGGACC TGGCA TGT A T T TGGA T T TGT CCAAAGCA T T T AACA - - - - - - - - - - A T T A T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T T T T CAAA T AA - T A T AAA T T C TG - T TGT T A T A T T - - - - - - - - - - - - -
AA T CCGTGC T A T A T ACAGT CAC T TGAAAGCGT CA T T TGC T CA T T AAAC - - AACAAAAACAGGACC TGGCA TGT A T T TGGA T T TGT CCAAAGCA T T TGACA - - - - - - - - - - A T T A T AC T T AGA T C T AA T AAAC T A T T A T C T A T C T A T C T A T C T A T TGT AGT T AAAAAA T AAGT CAAAA T A T A T T T T A - T T AAAA T A T T AAAAA T - - - - - - -
AA T T CGTGC T A T A T A - - - CCAC T TGAAAGCGT CA T T T AC T CA T T AAAC - - AACAAAAACAGGACC TGGCA TGT A T T TGGA T T TGT CCAAAGCA T T TGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACCCC T CAAA T A - - - - - - - - - - - - - - T T ACAA T A T T T T T T A T - - - - - T T
AA T T CGTGC T A T A T ACAGT CAC T TGAAAGCGT CA T T T AC T CAC T AAAC - - ACAAAAAACAGGACC TGGCA TGT A T T TGGA T T TGT T CAAAGCA T T TGACC - - - - - - - - - - A T T A T AC T T AGAAC T AA T AAAC T A T T A T C T A T T T A T C T A T CCAAC T T AACAAAAGGAGAACGAAAAGTGGAAA T T AA T T AGAA T A T C TGGGACAA T T T CC
AA T T CGTGC T A T A T ACAGT CAC T TGAAA T CGT CA T T T AC T CA T T AAAC - - AACAAAAACAAGA T C TGGCAAGT A T T TGGA T T TGT CCAAAGCA T T TGACA - - - - - - - - - - A T T A T AC T T AGAAC T AA T AAAC T A T T A T C T A T C T A T C T A T C T A T CGT AA T AAA T T T T CAAAAA T AAAGGAA T T A T A - T T AAAAC T T A TGT TGT AA TGT AC
CA T A TGT CC TGT CAAAAACC TGT TGT AAACAC T T T A T CCC TGC T AAGC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T AC T T ACAAC T AA T AAAC T A T T A T C T A T C T A T C T A T C T A T C - - - - - C T A - - - - - - - - - - - - - - - - - - - - - - - - T C T A T C T A T T TGGCAC - - - - T T C
- - - - - - - - - - - - - - - TGGT T A T T TGGAGGTGT T AA T T CA T TGGT T AGT TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T AC T T AGAAC T AA T AAAC T A T T A T C T A T C T A T C T A T C T A T A - - GA T AAA T T T T CAAACAAGAA T T A T TGT T AA T CGT T A T A T T T T A TGT AA T - - - -
AACAGGAAAAC T AAAGAGCCAAGTGGGG - - - - - - - T CAAC T A T T T A T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T T T T T AAA TGG - - - - - - - - - - - - C T CGGT A T A T T T C T AC T - - - T T T C
AA TGGC T ACAA T A T CGTGT T CC T AAAGAGCAAAC T CCA T CGAACCGGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T AA T AAAC T A T T A T C T A T C T A T C T A T C T T A TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAA T CGGT T C T CCGTGGC T CCC
- - - - - - - - - - - - - - - - - - TGA T T TGGGGT TGT A T T T CGT T T AA TGGT T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T AC T T AGAAC T A T T AAAC T A T T A T C T A T C T A T C T A T C T A T CGT AA T A T ACGCC T A T AGAAAGAAGCA - - - - - - T T AAAA T TGT T AA TGT A - - - T T C
CA T CGT TGT TGT A - - CAGCAAC T AAAGGT T A T C T T T AA T T T A T TGAACC T - - - - - - - - - AGAAC T CGGC T TGGA T T TGGA T T TGT CCAAAGCA T T TGACA - - - - - - - - - - A T T A T AC T T AGAAC T AA T AAAC T A T T A T C T A T C T A T C T A T C T A T C - - - - - CAA T AACAAAA T AAAAA T TGA T T T T AA T TGA T A T A T T T AC TGCA - - T TGT
AAAACAAAC T ACAGT CAGT CGTGTGCGA T CGAAA TGAAC TGCC T CAA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGA T CGGCAAAAAAAGT T T T T T T AA T AGT T A T T TGGGT CA T AA T - - - -
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TE: rnd_3_family_682.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: 1397bp; fragments: 204; full length: 5 (>=1257.3bp)
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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 1397 bp
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TE: rnd_3_family_682.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: 1708bp; fragments: 185; full length: 0 (>=1537.2bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_3_family_682
 size: 1274bp; fragments: 176; full length: 5 (>=1146.6bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 1274 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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