
Start crop Point End crop Point

MSA length = 2223
TGT T T - - AAA T T T T AAAAGA T A T T T AAA T A TGCA T T AA T T C T TGGTGAGT - - - - - - - - - - AAAGAAA T AAAC T T T AC TGAAAAA TGT T AAAAA T T AGTGA - - - - - - - - - - CAACGA T ACGTGAA T T AAACGT T A T AAAAA TGT AC T TGTGT T T A T TGGGAGGT TGT C T AACCGCGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA
- - - - - - - - - - - - - - - - - AAAAGT CACGT TGT T A T T T AAC T C T AGA TGC T T T T AACCCAA T AAACACACAAACGT AAC T T AAACGT T T T AAAAAA T AGTGA - - - - - - - - - - CAACGA T ACGTGAA T T AAACGT T A T AAAAACGT AC T TGTGT T T A T TGGGAAGTGAACCGGC T A T TGT T AA T TGA T CA TGGT AGAGA T CAAC T T T - TGGAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCCAA T AAACACACAAACGT AAC T T AAACGT T T T AAAAAA T AGTGA - - - - - - - - - - CAACGA T ACGTGAA T T AAACGT T A T AAAAACGT AC T TGTGT T T A T TGGGA TGCGT T T T T CGCAAAAAGAGCAAAA T T AAAGAGAGACAA T T T CC T T AAAG
CA T T T AC TGA T T T AAAAAGGAAACGGAAGGTGGC T T AAACC T T T AAGTGT CCAACCCAA T AAACACACAAACGT AACAAAAACGT T T T AAAAAA T AGTGA - - - - - - - - - - CAACGA T A TGTGAA T T AAACGT CA T AAAAACGT AC TGGTGT T T A T TGGGA T AGGT CA TGAC TGGT A - AGT ACACA T CAGT CGAACGC T T T T T T C T T T AGC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACGA T ACGTGAA T T AAACGT T A T AAAAACGT AC T TGTGT T T A T TGGGAC T TGA TGCGAC T TGGA - - - - - - AAGCC TGT TGCAAA T T CGT C - - - - - - - -
CAGT C - - AAA T T T T AAAAA T TGGAAAAA T T CGT T T - - AC T T T - - - - - - - - - - - ACCCAA T AAACACACAAACGT AAC T T AAACGT T T T AAAAAA T AGTGA - - - - - - - - - - CAACGA T ACGTGAAC T AAACGT T A T AAAAACGT AC T TGTGT T T A T TGGG - - - - - AGA T AAC TGAAA TGCA T CAAGCC T A T ACCAAA T A T AA T T T - - - - - -
CA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CCC T T AA TGGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACGA T ACGTGAA T T AAACGT T A T AAAAACGT AC T TGTGT T T A T TGGGA TGT AC T AAAAC T AA T T T CGA TGAAGT TGGCA T TGAGAGAA T T C T T T T TGT
T A T T T A T AAAC T T TGAAGGAGGA T T CAA T A T AA T T AAAC T C T AAACCCCA T T AACCCAA T AAACACACAAACGT AAC T T AAACGT T T T AAAAAA T AGTGA - - - - - - - - - - CAACGA T ACGTGAA T T AAACGT T A T AAAAACGT AC T TGTGT T T A T TGGGA TGAGGT A T CGCA T T T C T - - - - - T ACCC TGGGCAAAA TGT ACGT C - - T AAA
T T T T T ACAGA T T T T AAAAAA T A T CAAAGT T C T T T T TGACCC TGGA T A T T A T T A - CCCAA T AAACACACAAACGT AAC T T AAACGT T T T AAAAAA T AGT T A - - - - - - - - - - CAACGA T ACGTGAA T T AAACGT T A T AAAAACGT AC T TGTGT T T A T TGGGAGT T T C T ACGA T T AAAA T AAGGT AAA T T TGA T T AAGGT T T A T CAC - - - - AC
TGTGT ACAAA TGTGAGAGAACGT AAAAA T T CGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACGA T ACGTGAA T T AAACGT T A T AAAAACGT AC T TGTGT T T A T TGGGAAGT CACAACC T T A T AAGAAAAAAAA T CGACGCAA T A T T T T T AGAC T TGAC
T AA T T ACAAA T A T T AACAGA TGT A T AGC TGT A T C T T AAC T T AAGA TGAA T T T A - CCCAA T AAACACACAAACGT AAC T T AAACGT T T T AAAAAA T AGTGA - - - - - - - - - - CAACGA T ACGTGAA T T AAACGT T A T AAAAACGT ACC TGTGT T T A T TGGGA TGAGA T - - - - - - - - - - - GAACAAACCGAGT T CAGGGT AGGCCAC T T A TGC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGTGT T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACGA T ACGT AAA T T AAACGT T A T AAAAACGT AC T TGTGT T T A T TGGG - - - - - - - - - - - - - - - - - - AAGACAC T T T AA TGAAAAC TGT AAC T C T AGGGG
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TE: ltr_1_family_571.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: 2223bp; fragments: 55; full length: 1 (>=2000.7bp)
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TE: ltr_1_family_571.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: 2551bp; fragments: 54; full length: 0 (>=2295.9bp)
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TE: ltr_1_family_571
 size: 2136bp; fragments: 50; full length: 1 (>=1922.4bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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