
Start crop Point End crop Point

MSA length = 259
T ACAAAGAGGGAAGGAC TGAA T CAGACAAAAGACCCA T CAGACGTGA T C T ACAAA T T AAA T CC T CAA TGA T AAAACAGC T CACC T AGGAAAGA T ACGAAG - - - - - - - - - - CAAAAGA TGT A T CACCA T AA T T AACGGT AGAA TGAAGC TGAA T A TGA TGA TGA TGAGT T AAA T T T CAAA T AC T A T T T CAA T AA T AGAAAA T AA TGT TGT C
A T CAGAGAGGGAAA - - GTGGA T AAGACAGAAGACC T A T CAGACGTGA TGT ACAAA T CAAA T CC T CAA T TGCAA TGCAGGT CACC TGGGA - - - - - ACGAAG - - - - - - - - - - CAAGGGAGGCA T CAC T A T AA T AAACGGT AGAA T AAAGC TGAA T A TGA TGA TGA T ACC T AAGGCGT CAGCGA TG - T T AAAA TGAA T CGC TGACA T T T T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCAGGGAA T C T - - - - - - - - - - - - - - - AA TGACAAAACAGGT CACC T AGGAAAGA T ACGTGG - - - - - - - - - - T AAGGAAAGCA T CGCCGT T A T T AACGGT AGAAAAAAGC T ACA T A T - - TGA TGA TGA TGA - T A T T T CAA T T AA - - T T A T T CGGAGT AAA T A T CA T CAAA TG
T A - - - - - - - - - - - - - - - - - - GT T AAGTGAAGAA T - - - - T AAAC TGAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGGAAAGCC T AACCA T AA T T AACAGT AGCA T AAA T C TGT A T A TGGT AA T AA T AC TGA - AAAC T T ACC - - - - - - - - - - - - - - - - - - - T T TGT T T T T AAA
AACCAAGAGGGAAGGAGT AAA TGAGA TGAAGA T C - - - - CAAA TGTGA T C T AC T AA T T AAA T CC T CAA TGAAAA TGAAGGT CA T C T AGGA T AAA T ACGAAG - - - - - - - - - - CAAGAGAAGT A T CACCGT AA T T AACGGT AGAACAAA T T TGAA T A TGA TGA T CA T A T T - - - A T T T T AGAC - - - - - T AA T T A T AAAAAGAAA T T AC T T T A T A
AGC T AGAC TGAAACCAC T TGC T T AAAC T C TGGA TGCA T T T AGCA T CA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACAGAAACC T CACCGCAA T T AACGGT AGAA T AAAGT TGAA TGTGA TGAGT A TGAAGA - AACGT AAAAGAC T ACA T T T A T AAGT CCGAAAAGC T T AA TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAGGGGGCA T CACCGT AA T T AACAC T AGAA T AAAGC TGCAAGTGA TGA T AA - - - - - - A T A T T T T A T T T AC T A T T T T T A T AA - CCGA T A T A T T TGT A T T
AACA T AGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGGAAGT AA T CACCGT AA T T AACGGT AGAA T AAAGC T AAA T A T AA TGA T AA TGA TGA - AGT CAGGA TGA TG - T CA T AA TGA - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - T CAGC T TGAA TGGGT ACACCGT CC T AC T TGGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C - AGGGAGGCA T CAC - - - - - - T AACGGT AAAA T AAAGC TGAA T A TGA TGA TGA T AA TGA T AAA T T T AA TGTGTGT T A T T T T AA T - AA T T AAAA T T - - - - -
CA - - - - - - - - - - - - - - CC TGGT T T T A TGAGAAC TGCGC T ACCGA TGCCCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGAGAGGCAACACCGT AA T T CACGGT AGAA T AAAAC TGAA T A T A - - - - - - - - - - - - - - AAC T T T C T TGA T T - T T A T T T T A T T CA T A T AA T A T T T T AAA
AACAAAGAGGGAAGGAGTGGA T AAGA T A T A T T T T CCA T CAGA TGTGA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAGGGAAACC T CAA TGT AA T T AACAGCAGAA T AAAGC TGCA T A T - A TGA TGA TGA T CAAAA T AC TGA TGGT - - T T C T T A TGA T TGT AA TGT A T TGTGGA
AA T AAAGAGGGAAG - - GTGGA T AAGA T AGAAGACCCA T CAGACGTGA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGGGAGGCA T CA T TGT AA T T AACGGT AAAA T AAAGC TGT A T A TGA TGA T CA TGAAGA - AA T C T TGA TGA TG - T T A TGA TGA TGC TGC T A T A T C TGACA
- - - - - - - - - - - - - - - - C T AGGTGAAAGA TGTGA T CC - - - - - - - - - - - - AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGGGAAAC T T CACCGT AA T T AACGGT AGAC T AA TGC TGAA T A T AA TGACAGT AC T T AGAAA T T AAA TGT T CA T T A T AC T AA TGA T T TGCAA T T CAA T A
AACAAAAAGGGAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AA T A T ACAAA T T AAA T CC T CGGTGACAA TGCAGGT CACC T AGGGAAGA T ACGAAG - - - - - - - - - - CAAGGGAGGCA T CA T CA T AA T T AACGGT AGAAGAAAGCAGCAAGTGA TGAGGAGA T T T AAAA T T C T CAAAGAAA T AGCAAAAAA T C T A TGGAGCCA TGCA
T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGGGACGCA T CGCCA T AA T T A T T TGT AGAA T AAAGC TGAA T A TGA T T A TGA TGTGTG - AA T - - - - - - - - - - - T AA T AAAAAGACGA T AACA T CC T A T A
AA T AAAAAAAA T AGGA - - - - - - - - - - - - - - - - - - - - - - T AGGTGTGA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGGAAGGCA T CACCGT AA T T AAC TGT AGT A TGAAGC TGAA T ACGA TGA T AA T - - - - - - T A T T T TGA T T A T T - - - - - - - - - - - T A T A T AC T ACC T T T T T
AACAAAAAGGGAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AA T A T ACAAA T T AAA T CC T CGGTGACAA TGCAGGT CACC T AGGGAAGA T ACGAAG - - - - - - - - - - CAAGGGAGGCA T CA T CA T AA T T AACGGT AGAAGAAAGCAGCAAGTGA TGAGGAGA T T T AAAA T T C T CAAAGAAA T AGCAAAAAA T C T A TGGAGCCA TGCA
AACAAAAAGGGAAG - - T AAGT T AAGACAGGAGA - - - - - CCAAAGCCAC T CACAAA T T AAA T CC T T AA TGGCAA TGCAGGT CACC T AGGAAAGCC - - - - - - - - - - - - - - - - CAAGCAA T ACC T CACCGT AA T T AAC TGT AAAA T AAAGC TGCAAA TGACGA TGA TGAGGA - AA T T T ACAA T A - - - T T TGAA T AAGT CAAAAC T AC T AAA T T
AACAA TGAAGAAAGGAGAGT T T AGAA T AGT T AGT C T A - - - - - - - - GA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA TGAAGC T - CAC TGT AGT T AACGGT - - - - - - - - - - - - - - - - - - - - - - T AA TGAA T A - AGA T T T T A TGA T T - T T T T AA T A T - - - - - T CC T A T T T AA T A
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TE: rnd_5_family_11424.fasta.b.bed_uf.bed_g_1.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: 259bp; fragments: 32; full length: 2 (>=233.1bp)
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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 259 bp
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TE: rnd_5_family_11424.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 572bp; fragments: 21; full length: 0 (>=514.8bp)
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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_5_family_11424

 size: 209bp; fragments: 36; full length: 1 (>=188.1bp)
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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 209 bp



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

TE consensus after TEtrimmer (bp)
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