
Start crop Point End crop Point

MSA length = 2170
T CCC T C T T T T T - - - - - - - - - - - A T T ACA T T CA T T CA T - - - - - - - - - - - - - - - - - - - - GA T CAGTGT TGCCACAGC T ACCCCGT T CGGGGT AGA T C T ACCC - - - - - - - - - - T C T TGGCAA T C T ACCCCGAAAAAAAAAGTGC T TGTGGCAACAC TGT T AGAAAA T T TGTGC T T T A TGGT - T T AAG - - - - - - - - - GA T T T TGT T A T T T TGAA
GAC T T T T AAGT CAAACGGAGCGCC T ACGGT CA T T A T T ACGAAA - T AGAAGT AAAAGT AACCAGTGT TGCCACAGC T ACCCCGT T CGGGGT AGA T C T ACCC - - - - - - - - - - T C T TGGCAA T C T ACCCCGAAAAAAAAAGTGC T TGTGGCAACAC TGT T AGA T T C T C T TGGT T T T C T AC T A T T - - GT T AAAAGT A T A T T T A - - - - - T A T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - CGA T T T T TGGTGT AAAC - TGTGAG - - - - AGT AGCCAGTGT TGCCACAGC T ACCCCGT T CGGGGT AGA T C T ACCC - - - - - - - - - - T C T TGGCAA T C T ACCCCG - AAAAAAAAGTGC T TGTGGCAACAC TG - - - AAGT CAA T T CCA T T T A TGC T A T T AAGT T T AAAGT T CGT A T AAGAAGT A T T T A
T AGAC T T AAGT CA T AA TGAG - - T T AAA T AA T T T TGA T T TGAAAA T AAGAC T AAAAGTGA T CAGTGT TGCCACAGC T ACCCCGT T CGGGGT AGA T C T ACCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAAA T C T AAA T AA T T T T T A T AA T
GAGA T T T A - - - - - T AAGT AG - - - - - - - - - - - - - T T T T C TGCAAA T AAG - - - - AAAGT AGT CAGTGT TGCCACAGC T ACCCCGT T CGGGGT AGA T C T ACCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAAA T C T AAA T AA T T T T T A T AA T
GT C T T T AAA T CC T T AAGGAGCGGCGGCA T T T ACCA T CA TGA TGA T AAGAG - - - - - - - A T CCAGTGT TGCCACAGC T ACCCCGT T CGGGGT AGA T C T ACCC - - - - - - - - - - T C T TGGCAA T C T ACCCCGAAAAAAAAAGTGC T TGTGGCAACAC TGT T - - A T T A T T CACGACC TGCC T T A - - - - - - - - - AGGGT CAGT TGACAACAA T CAG
TGGT T T C T A T T T A - - - - - - - CGGT CA TGT T TGT CCC T T TGCAAA TGAAAA T AAAGGTGGGCAGTGT TGCCACAGC T ACCCCGT T CGGGGT AGA T C T ACCC - - - - - - - - - - T C T CGGCAA T C T ACCCCGAAAAAAAAAGTGC T TGTGGCAACAC TGT T AGAAAA T T T A T A T T T TGT A T T A T T AAGCAA TGT AAGAA T T T AA T T A T AAAAAA
CAC T T T T C T TGC T - - - - - - - CGT T T AGGC TGCC T AGT A T AA T AA - - - - - - - - - - - - - A T CCAGTGT TGCCACAGC T ACCCCGT T CGGGGT AGA T C T ACCC - - - - - - - - - - T C T CGGCAA T C T ACCCCGAAAAAAAAAGTGC T TGTGGCAACAC TGT CAGAACACAC T CCAC T T AAGC T AA T AAGAAAAACACAAAAA T CACGA T AAGT AA
A TGT T T CA T T T T T - - - - - - - - - CC TGCAGGC T CCGA T T TGT TGACAAAAGCA - - - - - C TGCAGTGT TGCCACAGC T ACCCCGT T CGGGGT AGA T C T ACCC - - - - - - - - - - T C T CGGCAA T C T ACCCCG - AAAAAAAAGTGC T TGTGGCAACAC TGT T A - - AAAA T C T CCC T CCA TGT CGT T T AGT CG - - - - - - - - - - T AA T TGAAA T T CC
AC T T T T TGGT T AC T AAGGCAAGT C T CAA T T T T T T T T T AAAA T AA T T AGA T T AAAAA T T A T CAGTGT TGCCACAGC T ACCCCGT T CGGGGT AGA T C T ACCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_101.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: 2170bp; fragments: 94; full length: 7 (>=1953bp)
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TE: ltr_1_family_101.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_se.fa
 size: 2470bp; fragments: 94; full length: 0 (>=2223bp)
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TE: ltr_1_family_101

 size: 292bp; fragments: 43; full length: 30 (>=262.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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