
Start crop Point End crop Point

MSA length = 113
- - - - - - CAGTGGCGT AGT CAG - GGGG - - - - - A T TGGT T AAAAC T CCCCCCAGAAGCA TGT AAAAA TGT AGCGAAA T AA T A T AA T AAA T T T T AAAACCCGT - - - - - - - - - - AGCCGCCAAGT CAAAACCCCC T CCAAGAAGAAA T T CAGGC T T CGCCAC TGGT T T - - - - T AACC T TGT TGT AA T T AACAA T CGAA T C T T T - AA T C T C T T AA
T A T TGT CAGTGGCGT AGCCA - - GGGGTGC T T TGTGGT T T AAAA - CCCCCCAAAAGCA TGT AAGAA TGT AGCGAAA T AA T A T AA T AAA T AA T AAAACCCGT - - - - - - - - - - AGA TGCCAAGT CACAAACCCC T CCA TGAAGAAA T T C TGGC T A TGCCAC TG - - - - AA T T AAA T A T A T T T A T A T T T AAAACA T AAA T A T CAAA T T T TGA T AC
- - - - ACCAGTGGCGT AGCCAGGGGGGTGT T T TGAGGA T T AAGA - CACCCCAGAAGCGTGT AAAAA TGT AGCGAAA T AA T A T AA T AAA T AA T AAAAC T CGT - - - - - - - - - - AACCA T CAAA T CAAAACCC T C T CCAAAAAGAAA T T C TGGC T ACGCCAC TGC T ACAA T T TG - - - - TGT A T T AGT T T A T AAA T AAGT A T T T - - - - - - - - - - -
- - - - CGCAGTGGT T T AGCAAG - GAGGTGGT T T TGGGGGT T AACCCCACC T CGAA T CA TGT AAAAA TGT AGCGAAA T AA T A T A T T AAA T AA T AAAACCCGA - - - - - - - - - - AGCCGCGAAGT CAAAACCCC T T CCAAGAAGAAA T T C T TGC T ACGCCAC TGGT T T CA T T T AAGCAGT TGGTGGC T CAGCGGT AAGTGTGCGAAA T A T T AAA
- - - - AGCAGTGGCGT TGCCGAGAAGGT T T T TGTGGGGT T AAAACCCCACCGGAAGCA TGT AA - AA TGT AGCGAAA T AA T A T AA T AAA T AA T AAAACCCGT - - - - - - - - - - AGCCA T CAAA T CAAAAACCCC T CCACGAAAAAA T T C TGGC T ACGCCAC TGGT CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T CA - A T T T T CA T CC
- - - CGACAGTGACGT AGCCAGAAGGA T T T T - - - - - - - GT T T ACCCCCCGCAGAAGCA TGT AAAAA TGT AGCGAAA T AA T A T AA T AAA T AA T AAAACCCGT - - - - - - - - - - AGC T ACCAAGT CAGAA T ACCC T CCAAGAAGAAA T T C TGGC T ACGC T AC T A T CACA - - - - - - CAACGAGC T A T AAGGAGAGT CAGT C T CC - AA TGT CGT CA
- A T T T T CAGTGGCGT AGCCAGTGGAA - - - - - - - - - - - GC T A T CCCCC T CGAGAAGCA TGT AAAAA T A T AGCAAAA T AA T A T AA T AAA T AA T AAAACCCGT - - - - - - - - - - AGCCGCCAAGT CAAAACCCCA T T CAAGAAGAAA T T T TGGC T ACGCCAC TGAACA T AGT T AAC T T TGGGT CA T T A TGT AAAAA T A T T T T T - T ACC T T AA T T
- - - TGCCAGTGT TGT AGCCGG - GGAA TGGGTGGTGGT AGT T AACCCACCAAGAAGCAA T T AAAAA TGT AGTGAAA T AA T A TGA T AAA T AA T AAAAACCGT - - - - - - - - - - AGCCGCCAAGT CAAAAACCCC T CCAAGAAGAAA T T A TGGC T ACGC T AC TGGT - - - - - - - - GT AGTGAAGAAA T CACACGA TGGGTGCCC - AA T TGCA T AA
- - - - - - GAA TGGTGT AGCCAC - GGGGTGT C T AGGGGT - - T T ACCACCCC T AGAAGCA TGT AA T AA TGT AAGGAAA T AA T A T AA T AAA T AA T AAAACC TGT - - - - - - - - - - AACCGCCAAGT CAAAAC T CCC T CCAAGAAGAAA T T C TGGC T ACGC T AC TGA T ACA - A T T AAC T T TGGA TGT A T T T AAA T ACAAA T - - - - - - A T T C T AGAA
- - - - T T CAGTGGCGT AGT T A - - GAGAGGGT T T TGGGGGT T AC T T CCCCCCAAAAGT A TGT AAAAA T A T AGAGAAA T AA T A T AACGAA T AA T AAAACCCGT - - - - - - - - - - A T C TGCCAAGT CAA T AC T CCC T CCAAGAAGAAA T T C TGAC T ACGCCAC TGA T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T T ACAC
T - - - ACCAGT AGCGT AGCCAGGAAGGGA T T T T AAAGGT T AA T - - CCCCC T AGAAGCA TGT AAAAA TGT AGCGAAGT AC T A T AA T AAA T AA T AAAACC T C T - - - - - - - - - - AACCGCCAAGT CAAAACACCC T CGAAGCGGAAA T T C TGGA T ACGCCAC TGCCGGC - - - - - - CA T A T AAGT AAACGGT ACAAAAA T A T TG - T C T CCGAAAC
T A T T T T CAGTGGCGT AGT CAAGGAGGC T T T T TGGGGA T T AAAA - GCCCCCAAAAGCA TGT AAAAA T A T AGCAAAA T AA T A T AA T AAA T AA T AAAACCCC T - - - - - - - - - - AGCCGT CA T T T CAAAACCCC T T CCAAGT AAAAAA T C TGAC T ACGT CAC TGAC T AAA T T TGAGAGGGT T T T A T T T ACAGT A - - - - - - - - - - A T T C T T T C TG
- - - T T T CAGTGGCGT AGT CAA - GGGGT T T T TGGGGGGT T AA - - - CCCCCCAGAAGCA TGT AAAAACGT AGCGAAA T AA T A T AA T AA - - - - T AAAACCCGT - - - - - - - - - - AGC TGT CAAGT CAAAAC T CCA T CCAAGCAGA T A T T C TGGC T ACGCC T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T T T T AAG
T A T T A T CAGAGGCGT AGT CA TGGGGAGGGTGT T CAGGT T AACCCCCCC T T AGAAACA TGT AAAAA TGCAGCAAAA T AA T A T AA T AAA T AA T ACAACCCGT - - - - - - - - - - AGT CGCCAA T ACAAAACCCCC T CCAAGAAGAAA T T T TGGC T ACGC T AC TGA T T - - - - - - - - CA TGGT C T T A T CAC TGCCACAAGCAC TGAAA T T T T T T T C
CA T C TGCAGTGGCGGAGCCAGGGGGAGGGGT AGGGGT T T AAAACACACCCAGAAGCA TGT AAAAA TGT AGCGAAGT AA T A T AA T AAA T AA T AAA T CCCAC - - - - - - - - - - AGCCGT CAAGT CGAAAACCCC T T CAAGCAGAAA T T C TGGC T ACACCAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - AGCAGTGGCGT AACCAAGGTGGTGGT T T TGGGGGT T AACC T C T CCCGGAA T CA TGT AAAAA T T TGGCGAAGT AA T A T AA T AAACAA T AGAACCCGT - - - - - - - - - - AGCCGCCAAGT CAAAGC T CCC T T CAACCAGAAA T CCCGGC TGCGCCAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A T T T TGG
TGGT AGT AGTGGCGT AGCCAA - GGGGTGGT T TGGAGT T AACCCACC T CCCAGAAGT A T A T AAAAA TGT AGT AAAGT AA T A T AA T AAA TGA T AAAA T CCGT - - - - - - - - - - AGC TGCCAAGT T AAAAACCCC T T CAAGCAGAAA T T C TGGC T ACGT CAC TGACAAA T T T T AA T T T CA T A T AA T A T TGGT T A T AGA T A T T T AAAGGT T A T AC
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TE: rnd_5_family_30113.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_ce.fa_gs.fa_bc.fa
 size: 113bp; fragments: 22; full length: 9 (>=101.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 113 bp
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TE: rnd_5_family_30113.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: 413bp; fragments: 22; full length: 0 (>=371.7bp)
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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_30113
 size: 157bp; fragments: 23; full length: 6 (>=141.3bp)
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Before TEtrimmer 157 bp



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

TE consensus after TEtrimmer (bp)
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