
Start crop Point End crop Point

MSA length = 1329
GCCAGT CGTGAGAA TGCGCC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAGCGGA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGT T A T TGGAA T - - - - - - - - - - T TGCCAAGT AGACCAGT CGTGAGAA TGCGCCA T - - GT CA T AA T CAAAAA T CGGT T AA TGAGT T AC T T ACGTGT A T A T T T A T T C T T AAAACAGACGT T T C -
GCCAGT CGTGAGAA TGCGCC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAGCGGA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGT T A T TGGAA T - - - - - - - - - - T TGCCAAGT AGACCAGT CGTGAGAA TGCGCCA T AAGT CA T AA T CAAAAA T CGGT T AA TGAGT T AC T T ACGTGT A T A T T T A T T C T T AAAACAGACGT T T C -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T C T AAAGGCGGA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGT T A T TGGAA T - - - - - - - - - - T TGCCAAA T AGACCAGT CGTGAGAA TGCGCCA T AACAGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T T CAC T TGAC T C T T T T AA T AGAAACA T ACG
AAAAC T CA TGAAAA TGGGAC T AAAAAA T A T A T A - - - - - - - - - - - AA T A T AAAGGCGGA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGT T AC TGGAA T - - - - - - - - - - T TGCCAAGT AGACCAGT CGTGAGAA TGCGCCA T AACAC T T T A TG - - - AA T T T CCCGGTGCGT T T T T TGTGT AGA T ACAA T AA T T T TGTGT ACAAA T T T T -
A T C T T T T T T AAGAA T AGA T T A T - - - - - - - - - - - - - - - - - - - - - - - A T C T T AAGGCGGA T T C T CACGA T TGGTGT A T T TGACAAACA T T TGT T A T TGGAA T - - - - - - - - - - T TGCCAAGT AGACCAGT CGTGAGAA TGCGCCA T T A T A T A T AACCAACAA TGA T ACCACCAC TGA T A T - - - - - - - - - - - - - - - - - TGAGTGACAAGCGA TG
T CAGC T AGGCGAAACGTGGGT ACAAAAC T T T T T TGA T ACA T A T TGA T C T AAAGGCGCA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGT T A T TGGAA T - - - - - - - - - - T TGCCAAGT AGACCAGT CGTGAGAA TGCACC T T AACA TGT C - - - - AAA - - AGA T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - A T T T TGAAAA T A T T TGT T T CGT TGA T A T A T TGT A T A T A - - T ACA T AAAGGCGGA T T T T CACGAC TGGTGT A T T TGACAAACA T T TGT T A T TGGAA T - - - - - - - - - - T TGGCAAGT AGACCAGT CGTGAGAA TGCGCCA T AA T AGAAA - - - - - - G - - AAC T T - - - - - - - - - - - - - - - - - - - T AC TGGT A T T TGAAGAAAAAA T T A T -
AC TGT T A T T AC TGT T T T AGC T C T CGA T T T T T T A - - - - - - - - - T AGGT A T AAAGGCGGA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGT T A T TGGAA T - - - - - - - - - - T TGCCAAGT AGACCAGT CGTGAGAA TGCGCCA T AA TGAGT AGT CA - - AA T A - - - - - - - - - - - - - - - - AAACAGA T AGCAAAAAA T TGT AAACGAAACAAA
GT T T TGA T AAAAAA T ACGA TGACGGA T T T TGT A TGGA - T A T C T T CGT A T AAAGGCGGA T T C T CACGA T TGGTGT A T T TGA T A T ACA T T TGA T A T TGGAA T - - - - - - - - - - T TGCCAAGT A T ACCAGT CGTGAGAA TGCGCCA T T AGA T - - - - - - - - - - - - AGGT CAACGT T TGAC T A T T AAA T AGA T CAGC TGA TGAA T T A T AGGT T A T -
- - - - GTGT CAAGAA T ACA - - - - T AAACGT T T T T T TGT A T A T A T T C T T C T AAAGGCGGAC T C T CACGAC TGGTGT A T T TGACAAACA T T TGT T A T TGGAA T - - - - - - - - - - T TGCCAAA T AGACCAGT CA TGAGAA TGCGCCA T - - - - - - - - - - - - - - - - - A T T T T AGCCAGT T AC - - - - - - - - - - - - - - - - - - - T CGAA TGT AACC T T C -
- - T T CA T T T T AAA T T T ACA T T T T AAGT TGT T C T T TGT A T A T A - CGGT A T T AAGGCGGA T T C T CACGAC TGGTGT - - - - - - - - - - - A T T TGT T A T TGGAA T - - - - - - - - - - T TGT CAAGCAGACCAGT CGTGAGAA TGCGCCA T T A T ACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T CGCA T AA T T A TGC T T TGT T AA T AAAGTGC -
T T AAGT TGTGT AAACC TGCGT A - - - - - - - - - - - - - - - A TGAA - - CGT C T AAACGCAGA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGT T A T T T T AA T - - - - - - - - - - T TGCCAAGT AGACCAGT CGTGAGAA TGCGC T A T AA T T T - - - - - - - - - - - - T T T T TGT T T T A T A T T T C T T A T T CA T T T T CCC T AA TGA T AAAAAAC TGGTG
ACCAGT CGTGAGAA TGCGCCA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGGCGCA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGT T A T TGGAA T - - - - - - - - - - T TGCCAAGT A T ACCAGT CGGGAGAA TGCGCCA T - - - - - - - - - - - - - - - - - A T T C T CACGAC TGGT T T TGGCAAGT A T T T T T T A T TGGCA T ACAGGGT C T -
T T TGC T TGCGACGACGGGAAAAAACGT T AA T CA T TG - - AACA - T TGT T T T AAGGCGGA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGT T A T TGGAA T - - - - - - - - - - T TGCCAAGT AGACCAGT CGTGAGAA TGCGCCA T T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AAAA T ACCGC TGACAAA T T - - -
- - - - GT CGTGAGAA TGCGCC T T AAAAC T A T T T A T TG - - - A T A - - C T AC T CAAGGCGGA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGT T A T TGGAA T - - - - - - - - - - T TGCCCAA T AGACCAGT CGTGAGAA TGCGCCA T - - - - - - - - - - - - - - - - - A T T T T AGCCAGT T AC - - - - - - - - - - - - - - - - - - - T CGAA TGT AACC T T C -
- - - - - - - - - - - - - A T T AGCCCACAAGCGA T T T T - - - - GTGT A T T CGAC T AAAGGCGCA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGT T A T TGGAA T - - - - - - - - - - T TGCCAAGT AGACCAGT CGTGAGAA TGCGCCA T AAAACAAAA T CAAAAGCA T T C T CACGAC TGGC T T TGACAAACA T T TGT AAA TGGT A T ACAGGGT A TG
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TE: rnd_1_family_259.fasta.b.bed_uf.bed_g_2.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: 1329bp; fragments: 5148; full length: 235 (>=1196.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1329 bp
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TE: rnd_1_family_259.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1634bp; fragments: 5147; full length: 0 (>=1470.6bp)

TE consensus (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_259

 size: 1311bp; fragments: 3419; full length: 231 (>=1179.9bp)
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Before TEtrimmer 1311 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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