
Start crop Point End crop Point

MSA length = 974
- - - - - - - GAGC T AA TGA TGC - - - A T A T CGT ACGCCGGGT T A T A T T ACAC T CAGTGA TGT CAGT T C TGGGGA T T T T T CCC T AGA T C T AGGT A T T T T T T TGC - - - - - - - - - - AC TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC TGACA T CAC TGCACGCAGGAGGAACC TGGCCGG - - - - AAA TGT T A T CC T T T T CAAC T C - - -
GT T T C T AGGGTGGACA T T T TGCAA TGT AA T AGAC T T C - - AA TG - - AGCAGCAGTGA TGT CAGT T C TGGGGA T T T T T CCC T AGA T C T AGGT A T T T T T T TGC - - - - - - - - - - A T TGGCAACACAGT CCCAAGA T T T T T A T T C T C T CC T T CC TGACA T CAC TGGGC T - - - - - - - - - - - - - - GCAGT T C TGT T A TGT C T CGACGGT CGCGGGGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCAC TGA TGT CAGT T C TGGGGA T T T T T CCC T AGA T C T AGGT A T T T T T T TGC - - - - - - - - - - A T TGGCAACACAA T C T CAAGA T T T T T A T T CCC T CCC T CC TGACA T CAC TG - C T CGAAGCAGAAAACGT C TG - - - - - - - - - ACAACCCAAGGA T AGA T - - -
T A T T C T - - - - - - AGAA T T T T - - - A T A T AA T A T AACC - - - - GT A - - A TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CC T T CC TGACA T CAC TGCA T T - - - - - - - - T AAAGCAGAGA T T T AAAGAGT A T T T T AAAAAGTGCGGT
- A T T CGC - - - TGAGAAC TGT - - - A TGT - - - - CACC T - - - - GT A - - A T AAACAGTGA TGT CAGT T C TGGGGA T T T T T CCC T AGA T C T AGGT A T T T T T T TGC - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CC T T CC TGACA T CAC TGC - - - - - - - - - - - - - - - - - - - - - A T T T AAAGAGT A T T T T AAAAAGTGCGGT
- - - - - - - - - - - - - - - - - - - CACA - - AC T A T ACAACA - - - - - - - T T - TGGCCAGTGA TGTGAGT T C T AGGGA T T T T T CCC T AGA T C T AGGT A T T T T T T TGC - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGA T T A TGA T T AGACAACC - - - - - T T T CAAACAC T C T C T T T T T T T AC T T T - T
- - - - - - - AGGT - CA T CC T T CACGAAGAA T T T CAGCGT CC T A T T T T - T AA T CAGTGA TGTGAGT T C T AGGGA T T T T T CCC T AGA T C T AGGT A T T T T T T TGC - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGA T T A T A T T TGA T AAA T ACA T AC T T T T AAACACAACCA TGGA T CACA T - - -
- - - - - - - - - - - - - A TGC T T CACAACCAAA T ACAC T ACC T T AC - - - - - - ACCAGTGA TGT CAGT T C TGGGGA T T T T T CCC T AGA T C T AGGT A T T T T T T TGC - - - - - - - - - - A T TGGCAACACAACC T CAAGA T T T T T A T T CGC T CCC T CC TGACA T CAC TG - - - - - - - - - - - - - - - - - - - - - - - - T AA T ACAC T AAAAACAC T AACA T - - -
T A T T C T AGGG - GGGAA T AC T - - - ACA T CA TGCAGCCC - - - GT A T CGT CGGT AGTGA TGT CAGT T C TGGGGA T T T T T CCC T A T A T C T AGGT A T T T T T T TGC - - - - - - - - - - A T T AGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC TGACA T CA T TGGT AGT AAAAGAGGAA T AAA T AAA T T AGAAA TGAC T AGT - - - - - - - - - - - T
- - - - - - - GAG - - - - - - - - - - - - - A T A TGA T ACGCC - - - - T A T A - - - - - - GCAGTGA TGT CAGT T C TGGCGA T T T T T CCC T AGA T C T AGGT A T T T T T T TGC - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC TGACA T CAC TG - - - - - - - - - - - - - - A T A T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGT T T T - - - - - TGAAAA T C T - - - AACCAAAAAAACAC - - - - - - - - ACAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC TGACA T CAC TGGA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AC T CGAGGG - - - - - - - - - - - - - ACGT CACA TGGT T - - - AGT A - - AAGAACAGTGA TGT CAGT T C TGGGGA T T T T T CCC T AGA T C T AGT T A T T T TGT TGC - - - - - - - - - - A T TGGTGACACAGT C T CAAGA T T T T T A T TGT C T CCC T CC TGACA T CAC TGCCACAAACAGT T T T A T CCC TGAA T AGA T A T T T T T T T T T AGT T CACGTG - -
T A T T A T AGGG - GAA T A T TGT - - - GCC TGACGCAAGCCC T TGT A - - - AGAACAGTGA TGTGAGT T C T AGGGA T T T T T CCC T AGA T C T AGGT A T T T T T T TGC - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC TGACA T CAC TGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAACAGTGA TGT CAGT T C TGGGGA T T T T T CCC T AGA T C T AGGT A T T T T T T TGC - - - - - - - - - - A T TGGCAA T ACAGT C T CAAGA T T T T T A T T C T C T CCC T CC TGACA T CAC TGTGA - - - - AGGAA T AGT A T T AGAA T T AGAAGT - - - - - - - - - - - - - - - - - - -
T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA TGT CAGT T C TGGGGA T T T T T CCC T AGA T C T AGGT A T T T T T T TGC - - - - - - - - - - A T TGGT AACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC TGACA T CAC TGC T T AC - - A T CAAAAAGAGCAGAA T T T AAAA T ACC T AC T AACCGACGTGA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC TGACA T CAC TGCAGCCAAGCGT C TGGCACGACGGCACGAC TGT AC TGC T CGAGAAGCAGG -
- - - - - - - GAGT - AGT CA T T T ACAAAAGAA T AC TGT A - C T T T CA T T - AGT ACAGTGA TGTGAGT T C T AGGGA T T T T T CCC T AGA T C T AGGT A T T T T T T TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGAA T TGACAAAAA - - - - - - - - - AAAGT TGA TGCAAGGT T A T T T - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGC T T CACAGCGCCCGT CGCACCGT T ACGAAAC T CA T CGT T T T CCAGTGTG -
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TE: rnd_5_family_6491.fasta.b.bed_uf.bed_g_3.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: 974bp; fragments: 3419; full length: 3 (>=876.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 974 bp
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TE: rnd_5_family_6491.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1276bp; fragments: 3418; full length: 0 (>=1148.4bp)
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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_6491
 size: 678bp; fragments: 126; full length: 14 (>=610.2bp)
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No TE domain detected

Before TEtrimmer 678 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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