
Start crop Point End crop Point

MSA length = 4708
- - - - - - - - - - - - - AAAAAGC T AAAAGGGC T C T T TGGGT AGAAAGT T - - - - - - - - - - - - - - - - - - - - - - - - ACA T TGT TGGAAA T T AGA TGAAAACCAGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCA T AGGAAA TGGAA T A - - - - T TGT AGCA T TGT CCGT T T CC T AAACGA T C
- - - - - - - - - - - - - AAAAAGC T AAAAGGGC T C T T TGGGT AGAAAGT T - - - - - - - - - - - - - - - - - - - - - - - - ACA T TGT TGGAAA T T AGA TGAAAACCAGGA - - - - - - - - - - T T CAGC TGAC T T TGCAA TGCCAA TGACGT A T CAAAAAAGGAAA T C T AACAA T A T AGAAAAA T T AGT A - - - - - - GCGAAACAAGCCGT T T TGT TGAAGACA
ACA T AA T T A T T AAAAAAGAC T T AAAA TGAAGA T TGCA T ACAA TGA T T A T A T AAAAGT A T T T T A T T AAAA - A T AGTGT TGGAAA T T TGA TGAAAACCAGT A - - - - - - - - - - T T CAGC TGA T T T TGCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T AGGAAAAGGCA T AAA - - - - - - GT A T AAGG - - AACAGAGT AGA T CCAC T
ACA T AA T T A T T AAAAAAGAC T T AAAA TGAAGA T TGCA T ACAA TGA T T A T A T AAAAGT A T T T T A T T AAAA - A T AGTGT TGGAAA T T TGA TGAAAACCAGT A - - - - - - - - - - T T CAGC TGAC T T TGCAA TGCCAA TGACGT A T CAAAAAAGGAAA T C T AACAC T A T A T A T T T T T A T A T A - - - - - - GCAACA TG - - T TGC T T T A TGA T A TGT T
A T A T A T T T A T T T T AAAAAAAA T AAAAAAA TGCGT ACA T A T AAAGA - - - - A - - - - AAAA TGT T C T AAA - - CC T AGTGT TGGAAA T T TGA TGAAAACCAGT A - - - - - - - - - - T T CAGC TGA T T T TGCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAC T AGA T AA - - - - - - - - - - - - - - - A T ACCA T A - - CGA T CGAAAAAAAAC T C
A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T A T A - - - - T A T A T A T A T A T - - - - - A T A T TGT TGGAAA T T TGA TGAAAACCAGT A - - - - - - - - - - T T CAGC TGA T T T TGCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T A T A T A T A T A T A T A T AA T A T T T A T A T AA T AAA T A T A T A T A T A T A T A T A T
TGA T A T T T AC TGTGAGAA T T T TG - - - - - - - T A T CA T T AA T AAA T ACCAGGT A T A T A TGT A T ACCCAA T ACA T A T TGT TGGAAA T T TGA TGAAAACCAGT A - - - - - - - - - - T T CAGC TGA T T T TGCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T A T A T T A T T TGT CAAA - - - - - - AC T A T A T A - AAAAACCAAGAGCCAA T T
T CAGAC T T A T T T T CAAA - - - - - - - - - - - - - - - - - - - - - - C T AAAA T TGT A - - - - - - T A T T T AAA T AA - - - C T A T TGT CGGAAA T T TGA TGAAAACCAGT A - - - - - - - - - - T T CAGC TGA T T T TGCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAC T A T A - - T A T T T T T T AGA - - - - - - - - - - - - - - - GGA T T TGACA T T AAGT T
- - - - - - T T A T T T A T A T A T T T T T CA TGCCAA TGT T - - - - - T AAAAA T T T AA - - - - - - - AC T TGT AA - - - - - C T AGTGT TGGAAA T T TGA TGAAAACCAGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T AGGAAC T AAAAAGAAACC TGT AGCA T A - T T AAGT T T A T AA T AGT T T
- - - - - - T T T C TGT AAAAAA T T CAA T AGGT T CGT TG - - - - T TGGGA T T TGA T AAAAAAAC T CGAAAAAAACC T A T TGT TGGAAA T T TGA TGAAAACCAGT A - - - - - - - - - - T T CAGC TGA T T T TGCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAC T A T AGA T A T T T T T AAAA T A T T TGTGGAA TG - - CAA T T T AGT AACAAA T T
- - - - - - T T T C TGT AAAAAA T T CAA T AGGT T CGT TG - - - - T TGGGA T T TGA T AAAAAAAC T CGAAAAAAACC T A T TGT TGGAAA T T TGA TGAAAACCAGT A - - - - - - - - - - T T CAGC TGA T T T TGCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAC T A T AGA T A T T T T T AAAA T A T T TGTGGAA TG - - CAA T T T AGT AACAAA T T
ACGCA T TGCAC TGACGAAA TGCA T CA TGAAACGCA T T AACGCA T AGTGAG - - - TGC T T T AGT T AAAAAA - A T AGTGT TGGAAA T T TGA TGAAAACCAGT A - - - - - - - - - - T T CAGC TGA T T T TGCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T AGA T AAA T - - - - - - - - - - - - - - - - - - A T AAA T AAA T AAAGGA T - - - - -
ACA T A T T T C T T AAACCAAAC T AAAGCAGCA T T T T CCAGGT AACAA T T AAA - - - - A T T T T AAAAGCGT A T CA T A T TGT TGGAAA T T TGA TGAAAACCAGGA - - - - - - - - - - T T CAGC TGA T T T TGCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T A T T T T AAAA TGAAAG - - - - - - ACACCACAAC T AGGGT CAAAAGT AGGT
A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T A T A - - - - T A T A T A T A T A T - - - - - A T A T TGT TGGAAA T T TGA TGAAAACCAGGA - - - - - - - - - - T T CAGC TGA T T T TGCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T A T A T A T A T A T A T A T AA T A T T T A T A T AA T AAA T A T A T A T A T A T A T A T A T
AGAGC T T T AA T T T AAAAAAA TGTGT TGA T CC T T CAC T C - CAAACC T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CAGC TGAC T T TGCAA TGCCAA TGACGT A T CAAAAAAGGAAA T C T AACAC T A T A T AAA T AA T C T AC T - - - - - GT A T AA T AAA T AA T T ACA T AA T T A T T T
A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T A T A - - - - T A T A T A T A T A T - - - - - A T A T TGT TGGAAA T T TGA TGAAAACCAGT A - - - - - - - - - - T T CAGC TGA T T T TGCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T T T T T TGAAGAGA TGAA T
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TE: ltr_1_family_520.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 4708bp; fragments: 3336; full length: 1 (>=4237.2bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4708 bp
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 size: 5010bp; fragments: 3334; full length: 1 (>=4509bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_520
 size: 3504bp; fragments: 5117; full length: 0 (>=3153.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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