
Start crop Point End crop Point

MSA length = 9976
- TGT AAAACGG - - - AACAACGTGAAGGCAC TGT CA T CA T AAGCGACACAA T TGAAAAGA T CAAA TGAGAGGT CGAAAGT AAGAGTGGGA T AAAA T T T TGT - - - - - - - - - - CGT T T T TGCCGAGAGT AAAA T T T T AACCCAC T T T TGC T A T CAGCC T C T CAAA TGGAAGA T CCAGA - - CA T CGGAGCAA T AC T AC - GGC T CAAGGAG - - - T
T T A T AAAA T T C T A T - - - - - - - - - - - - - - - - - - GT T ACACAGC T TGT CGAC T T TGGGACGA T A T T TGAGAGGT CGAAAGT AAGAGTGGGA T AAAA T T T TGT - - - - - - - - - - CGT T T T TGCCGAGAGT AAAA T T T T AACCCAC T T T TGC T A T CAGCC T C T CA T T T T A T AGT CAGAA T TGGAACCAAAAAAAAC T C TGGAA T CCCGAAA T C T C
T T CCAGAGC TGCA TGAAAAC T T AAGT C T - - - - T T T T T TGAA T T AAA T CA T T T T AGAAAA T CA T T TGAGAGGT CGAAAGT AAGAGTGGGA T AAAA T T T TGT - - - - - - - - - - CGT T T T TGCCGAGAGT AAAA T T T T AACCCAC T T T TGC T A T CAGCC T C T CA T T TGA T T T T AAGT CA T A T T AAGAC T T AAAA T T T A T CA T T T T CAAAA TGA T
- CAGGAGACAA T - - AAAAAAC T AAGTGCAGGCGT T T CAAA TG - - - - - - - - - - - - AAAGAA T AA T TGAGAGGT CGAAAGT AAGAGTGGGA T AAAA T T T TGT - - - - - - - - - - CGT T T T TGCCGAGAGT AAAA T T T T AACCCAC T T T TGC T A T CAGCC T C T CAA T TGT AGA T T CACG - - - - AA T AA T T CAAAA TGAC - CA T T TGCAGAG - - - T
- CAGGAGACAA T - - AAAAAAC T AAGTGCAGGCGT T T CAAA TG - - - - - - - - - - - - AAAGAA T AA T TGAGAGGT CGAAAGT AAGAGTGGGA T AAAA T T T TGT - - - - - - - - - - CGT T T T TGCCGAGAGT AAAA T T T T AACCCAC T T T TGC T A T CAGCC T C T CAA T TGT AGA T T CACG - - - - AA T AA T T CAAAA TGAC - CA T T TGCAGAG - - - T
- TGT AAAA - - - - - - T A T A T T T T AAA T T T TGGGGT T T CAAAA T CGA T C T AA T T T AAAAAAACA T T TGAGAGGT CGAAAGT AAGAGTGGGA T AAAA T T T TGT - - - - - - - - - - CGT T T T TGCCGAGAGT AAAA T T T T AACCCAC T T T TGC T A T CAGCC T C T CA T T T AA T ACC T AC T AA T - TGA TGT A T T AA T A T T TG - CA T T CACAAAA T T T T
T TGTGAAA T TGC - - AAAAGT T T AAGGC T ACA T T T C T CCAAGG - - - - - - - A T T T AGAAGA T T A T T TGAGAGGT CGAAAGT AAGAGTGGGA T AAAA T T T TGT - - - - - - - - - - CGT T T T TGCCGAGAGT AAAA T T T T AACCCAC T T T TGC T A T CAGCC T C T CA T T T A T TGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T TGT AAAACCA T A T T A TGT T T TGAAAGT T AA T C T T T CAAGGC TGGT CGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT T T T TGCCGAGAGT AAAA T T T T AACCCAC T T T TGC T A T CAGCC T C T CA T A T A T AAC TGT CAA T CA T CGGT AAC T AA TGC T AA - T A TGC T CGA T A T T T -
A T T T AAAA T T T T AGAAGGAA T T AAGAACGCGCGT TGCGT T A T T AGCA TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT T T T TGCCGAAAA T AAAA T T T T AACCCA T T T T TGC T A T CAACGT C T CA T A T AA T AAAA TGC TGCA T AGAAA T T T AAAAAAAA T T AAA TGGAAAA T C T -
T CGAAAGGT T T CA TGT AGGTGT CAAA T TGAA T T T T ACGA TGGC TGACAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGT T ACA T T CA T A T AGAA T T A T CGAA T A T AAGT T T T T CACGGAA T C T -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT T T T TGCCGAAAA T AAAA T T T T AACCCA T T T T TGC T A T CAACGT C T CA T A T AAAAGA T AGCAACA - AGGACC T CAAAACCAA T AACA T T T AAAA T A T -
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TE: ltr_1_family_936.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: 9976bp; fragments: 159254; full length: 3 (>=8978.4bp)
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No TE domain detected

After TEtrimmer 9976 bp



0 2000 4000 6000 8000 10000

0
5

10
15

20
25

TE: ltr_1_family_936.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: 10280bp; fragments: 158050; full length: 3 (>=9252bp)
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TE: ltr_1_family_936
 size: 2917bp; fragments: 75; full length: 0 (>=2625.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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