
Start crop Point End crop Point

MSA length = 726
A T - - - - - - AA TGCA T T T AGAAGGGC - A T TGT T T T ACGC T T CGAGGT C T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCCAGT T T T T CCACA T T T T C T T CAAGT AAAAAGA T T CCAA T TGT CAACAGGT T AAGGGCCCAGGCAACGGGAAA T T T AGTGAA T TGGAA T CAGT A T CAA
ACAGAAAGAGTGTGAGTGGA TGCGCAA - T A T T T T ACAA - CAACAA T T T AGTGT CA TGGA T A T CAAGGAAACAGAGCA T CGTGGCACAA T CAAGT T T TGAA - - - - - - - - - - CCCCAGT T T T T CCACA T T T T C T T CAAGT AAAAAGA T T CCAA T TGT CAACAAC T A T T AGT TGT AAA T T A T A TGGT AA T CCGT T T A T AAAAGT T T T T A T T AA
- CAAAA T CAGCA TGCA T AGCGGTGAGG - T A T T T T AA TGC TGGGAA T T T AGTGT CA TGGA T A T CAAGGAAACAGAGCA T CGTGGCACAA T CAAGT T T TGAG - - - - - - - - - - - CCCAGT T T T T T CACA T T T T C T T CAAGT AAAAAGA T T CCAA T TGT CAACAG - - - - GAAA T AGT AA T TGT A T A T TGT A T T A T AAACAACAAGGT A TG - - - -
- - - - - - - - - GTGT A T T T - - - - - - - - - - T T A T A T T ACCGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCAGT T T T T CCACA T T T T C T T T AAGT AAAAAGA T T CCAA T TGT CAACAGGT T A TGGGCCCAGGCAACGGGAAA T T T AGTGAA T TGGAA T CAGT A T CAA
ACAGAAAGAGTGTGAGTGGA TGCGCAA - T A T T C T ACAA - CAACAA T T T AGTGT CA TGGA T A T CAAGGAAACAGAGCA T CGTGGCACAA T CAAGT T T TGAA - - - - - - - - - - - CCCAGT T T T T CCACA T T T T C T T T AAGT AAAAAGA T T CCAA T TGT CAACAC T A T C T ACA T AAAA T T AACCAAGAAA T T CGT AAAAAAA T A T C TGT A - - - -
AAA T A T TGT C T A T ACC T - - - TGTGGCGT AA T T C T T CAA T T C TGGT T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCAGT T T T T CCACA T T T T C T T CAAGT AAAAAGA T T CCAA T TGT CAACAA - - AA T AAAC T T CGCAA T CAAAACACGC TGT AAACGGGT T T TGGT T - - - -
AAA T A T TGT C T A T ACC T - - - TGTGGCGT AA T T C T T CAA T T C TGGT T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCAGT T T T T CCACA T T T T C T T CAAGT AAAAAGA T T CCAA T TGT CAACAA - - AA T AAAC T T CGCAA T CAAAACACGC TGT AAACGGGT T T TGGT T - - - -
- - - - - - - - - GTGT AACCAGA TGGA T AAGT AC T T CGCCGT CCAGAGGCCAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T AGT T T T T T CCACA T T T T C T T CAAGT AAAAAGA T T CCAA T TGT CAACAGGT T A TGGGCCCAGGCAACGGGAAA T T T AGTGAA T TGGAA T CAGT A T CAA
ACAGAAAGAGTGTGAGTGGA TGCGCAA - T A T T C T ACAA - CAA T AA T T T AGTGT CA TGGA T A T CAAGGAAACAGAGCA T CGTGGCACAA T CAAGT T T TGAA - - - - - - - - - - CC T AGT T T T T T T CACA T T T T C T T CAAGT AAAAAGA T T CCAA T TGT CAACA T C TGCGAAGT CC T T AACA T CCAGAAAACCA TGACGAC TGCCC T ACA T CAA
ACAGAAAGAGTGTGAGTGGA TGCGCAA - T A T T C T ACAA - CAA T AA T T T AGTGT CA TGGA T A T CAAGGAAACAGAGCA T CGTGGCACAA T CAAGT T T TGAA - - - - - - - - - - CC T AGT T T T T T T CACA T T T T C T T CAAGT AAAAAGA T T CCAA T TGT CAACA T C TGCGAAGT CC T T AACA T CCAGAAAACCA TGACGAC TGCCC T ACA T CAA
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 size: 726bp; fragments: 14; full length: 4 (>=653.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 726 bp
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TE: ltr_1_family_230.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: 1025bp; fragments: 14; full length: 0 (>=922.5bp)
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TE: ltr_1_family_230
 size: 172bp; fragments: 10; full length: 10 (>=154.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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