
Start crop Point End crop Point

MSA length = 2980
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T C T T AGT CA T A T T A T A T C TGTGT CGTGGT AAC T AACAAACAA T ACA T A T A T
A T AGGAAGC T CACC T T A - - - CGCAGGTGT - - - - - - - - - - - - AC T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T AAA T AAA TGT TGCAA - - - T T T CAGT ACAAAGACAAC T CGAC T C T AA T - AA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAACA T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGT TGA T CAAGT T A T C T T - - - - - - - - T AAAAA TGAAGAAAA T T A T T - - - - -
A TGAA TGC T T C T AGC TG - - - A T T CGA T ACAAA T AAAACGAAGC T T T AA T - AA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAACA T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T - - - - - - AA TGT T AC T T T - - - - - - - - - - - AAC T T AA T AA T AA T A T TGC - - -
C T A TGTGA T CCCC T CCA - - - T T T CGGCAC - - - - - - - - C T TGAC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGTGAAA - - - - - - - - - - - - - -
C T A TGTGA T CCCC T CCA - - - T T T CGGCAC - - - - - - - - C T TGAC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGTGAAA - - - - - - - - - - - - - -
T T AAACAGA T CA TGT AG - - - - - - - - - - - - C TGCGAGA T A T T AA T T T A - - T AA TGGGGT CC T TGCACGTGT CAGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGC TGA - AAAACCAACC T - GT C T CCCACCAAGAAAA TGCAAA T T CCCA - - -
- - A T AGAAAAAA TGT AGT - AACC T AA T A TGTGCAGAA T T TGAAAC T AA TGAA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGC TGA - AAAACCAACC T - GT C T CCCACCAAGAAAA TGCAAA T T CCCA - - -
GT - - - - - - - - - - - - - - - - - - T T T AACCAC - - AGCAAA - - - - AC T T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T A T T AA - GAAA T T AA T T T A T C T T CC TGA T AAC TGAAAA T T AAGT T T A T AA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGAGAA T AAAAC T A TGA - A T T A T T T T CAAAA T AA T A T AAAAAAA T T A T - - -
GT AGCGCGGGC T T T T CA - - - T T AAAGT ACGCA T T AAA - - - - - - T T T AA T T AA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T AAA TGT AAAA T T A T T T - - - - - - - - - - - - - - - - - - - - - - - AA T T T T AC - - -
A T A T T T A T A TGGT T T TG - - - - - CAAA T A T - - - - AAAAC T TGACA T TGA - T AA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T AC - - - - - - - - - - - - - - - - TGC T T T CAGCGAAAAAA T A T AA T T T T T AA - - -
G - - - - - - - - - - - - - - - - - AAAGC T AA T AAAAAAA - - - - - - - - - - - - - - - CAA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T A T T C T T AAAAA T C T A T - T C T A TGT C T AAAAA TGACAAC T AAAA T T T A - AA
A - - T T T AAC T C T A T T TGAAAA T CACA T A T CAG - - - - - - - - - - - - - - - - - CAA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAGT CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGACAG - - GACC T C T T C - CAA T T CCAAGAAGAAGAAGAA - GAGA T T - - AAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAGT CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGAC T T TGAAAA T A T T T - - - - - - - - - - - - - - - - - - - - CAAAA T A T T T T - - -
A - - GT T AA T A T A T T T TGAAGT T T T AGT AAAAAAA - - - - - - - - - - - - - - - CAA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAGT CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T A - - - - - - - - - - - - - - - - - - - - - - T ACGAGGGAAAACAA - AA T A T T T T AAA
GAAAA T A T AA T TGT T TG - - - T T T T T ACA T T AAACAAC - - - - - C T C T ACAAAA TGGGGT CC T TGCACGTGT CGGGT AAAA T CCAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAGT CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGT T T T - - - - AC T A T AC - GGTGT CCCAGAAA T AAGT A - - CAGA T T T T T AAG
- - - AACA TGAC TGT T CGAAAC T A T AAC T TGAAAAGAA - - - - - GT T T A TGCAA TGGGGT CC T TGCACGTGT CGGGT AAAA T CCAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAGT CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGT T T T - - - - AC T T CC T - GT T T T ACCGGAAA TGAC T A - - CAAC T T T T - - - -
A - - T CCGCGT T T T CA T A - - - T T T CGA T A T AGAAA - - - - - - - - - - - - - - - GAA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T A T AC - - - AGGGT CGC T - GA T A TGT A TGGAAACGGT CG - - A T T A T TGGAA T
T - - AGT A T AGC T A - - - - - - - - - AGT A T A TGT AAA - - - - - - - - - - - - - - - T AA TGGGGT CC T TGCACGTGT CGGGT AAAA T CCAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAGT CA T AAA T A T T TGAA T T T T ACCCGACGCGTGCAAGGACCCCA T T AGA T A T AAGA T T T T T T - TGTGCAAC TGT AAAAAA T AA T CAAA T T T T CAAG
G - - T T T AAA T C TGT T C T - - - C T A T T AGA TGT CGA - - - - - - - - - - - - - - - T AA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAGT CA T AAA T A T T TGAA T T T T ACCCGACGCGTGCAAGGACCCCA T T AGA T A T AAGA T T T T T T - TGTGCAAC TGT AAAAAA T AA T CAAA T T T T CAAG
- - - - - - - - - - - - - - - - - - - - T T T T AAAAGT TGA - - - - - - - - - - - - - - - - CAA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T TGCAG - T TGAGT CGT T - GT T C T T CCGGAGGTGCGA T A T - ACAA T T - - AAG
C - - A T CGAA TGT T T CCAG - - C T T CA T CAGT CGAA - - - - - - - - - - - - - - - GAA TGGGGT CC T TGCACGTGT CGGGT AAAA T CCAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAGT CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCC T A T TGT T C T T CGAA T T C TGT - GAGGT T TGCAGAA T TGC T CA T CA T T A T T T - T A T
CG - AC TGTGCGT T T T AGAAGA TGCCA T T T A TGA T AA - - - - - - - - - - - - - CAA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGT TGA T ACGGT C T T C T T T CC T T T T T CAGAAAAAA T CAA T AAGA T AAA - A T
- - - - - - - - - - - - - - - - - - - - T T T T AAAAGT TGA - - - - - - - - - - - - - - - - CAA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAGT CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCA T T T TGCAG - T TGAGT CGT T - GT T C T T CCGGAGGTGCGA T A T - ACAA T T - - AAG
A - - T CCGCGT T T T CA T A - - - T T T CGA T A T AGAAA - - - - - - - - - - - - - - - GAA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAGT CA T AAA T A T T TGAA T T T T ACCCGACACGTGCA TGGACCCCA T TGT A - - - - A T T T T AGAA - GA T A T T CA T AAAAAA TGT AAGCAC T AGT TGAAA
T T AAGAACA T C T T T T CA - AAGC T TGGCGC - - - - - - - - - - - - - - - - - - - - T AA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGCACAGT AAACCAC T C - GACA TGGCAAGT AGGT A T AACAAA TGT T TGAGG
AGT AA T AGA T T T T AGT AAAAGT T T AA T AA T T AAA - - - - - - - - - - - - - - - AAA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGT TG - AAAAAACCA T T - - - - - - - - - - - GTGAA T A T T AGC - A TGT AGGTGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA TGGGGT CC T TGCACGTGT CGGGT AAAA T CCAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T C T T T A - - - - - - - - - - - - C T T T T T C T TGT AAGAAAC T AA T AAAAA T TGGAA
- - - - - - - - - - - - - - - - - - - AAC TGAACAAC TGAA - - - - - - - - - - - - - - - GAA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGA T CGT CGGC T C T T T T - - - - - - - - - - - - - - - - TGACAA TGA T A T T T AA TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGT T T A T T CGT T T AA T T - A T AA T T AC T AAAACC TGCAAAAAA T A T A T T AAA
- - - - - - - - - - - - - - - - - - AAGC TGAA T A - - - - - - - - - - - - - - - - - - - - - CAA TGGGGT CC T TGCACGTGT CGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T T A - - - - T CAGCGGAGT T - CA T T T ACA T AGAAAA T AAAAACGACGCAAAAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGGGGT CC T TGCACGTGACGGGT AAAA T T CAAA T A T T T A TGA T T T C T A - - - - - - - - - - T AGAAA T CA T AAA T A T T TGAA T T T T ACCCGACACGTGCAAGGACCCCA T TGT T AC T CAGCACCAAC - C T AGTGCC T - - - - - A T A T AAGCGA T A T A TGGAG
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TE: rnd_5_family_7933.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 2980bp; fragments: 1973; full length: 0 (>=2682bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 2980 bp
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TE: rnd_5_family_7933.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 3281bp; fragments: 1948; full length: 0 (>=2952.9bp)

TE consensus (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_7933

 size: 1032bp; fragments: 994; full length: 15 (>=928.8bp)

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

Before TEtrimmer 1032 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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