
Start crop Point End crop Point

MSA length = 11271
GAA T T T AAAAAGC T T T TGTGAAA T A TGT CAAC T T AGT AAA TGAGAAACCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T A T T T A T T T T T CAC TGAACCAAAGAAAAA T AAAC TGAGAC T C T T ACAAAA T C T A T TG - - - - - - - - - T T T T CAA T TGT T T CCAAAA T T - - - - - - - - - -
T CCCA T A T AACA TGTGCGGCAAGT T T TGT T T T T C TGC T CGT TGA T TGT AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T C TGGGCCACCC TGT A T A - - - - - - - - - - GGC T A T T T A T T T T T CAC TGAACCAAAGAAAAA T AAA T TGAGAC T C T T ACAGT AGAAAACC - - - - - - - - - C TGT C T T T T AA T T T CCAGAA TGC T C T TGAGG
CCA T T AAGA T AC T T T T T ACACAAC T CGTGC T ACGCAC T C - - GTGCAAC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T C TGGGCCACCC TGT A T A - - - - - - - - - - GGC T A T T T A T T T T T CAC TGAACCAAAGAAAAA T AAA T TGAGAC T C T T ACAAC T T T CACCC T AA TGA TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T AC T AAA T A T T T - - AC TGAAGC T T A T T T AC TGA T CAGA TGCAA T AA T A TGT AA TGAAGT T CA T AAA T T T TGGGGC T CA T T T C TGGGACACCCCGT A T A - - - - - - - - - - GGC T A T T T A T T T T T CAC TGAACCAAAGAAAAA T AAA T TGAGAC T C T T ACAAA T AA - - - - - AAA T AA T ACA T ACAGAGTGT T T AAAAA T T T A T T T T AAA T A
T AAAGT AA - - - - - - - - T AAAAAA T A TGT T T A T T AAC T T - - - - - - - - - - - - TGT AA TGAAGT T CA T AAA T T T CGGAAC T CA T T T C TGGGACACCCCGT A T A - - - - - - - - - - GGC T A T T T A T T T T T CAC TGAACCAAAGAAAAA T AAA T TGAGAC T C T T ACAAAA T TGGCGCGAGCAGGGAC T TGA T TGT T T TGAAGA T TGAACCGT CAAAA
T CAAACAAAAGC TGT T AAAAA T A T A TGT T CA T A T A T T T T AC T AGGGGGAGTGT AA TGAAGT T CA T AAA T T T CGGAAC T CA T T T C TGGGACACCCCGT A T A - - - - - - - - - - GGC T A T T T A T T T T T CAC TGAACCAAAGAAAAA T AAA T TGAGAC T C T T ACAAC T T T - - - - - AAACAGT AAA T CAGTGACAC T T T AAACCCCGCCCC T CCAA
A T A T ACACAAA T T T C TGAGGAAA TGCGT CA T T T T CA T T T - - T CGGAC T T T TGT AA TGAAGT T CA T AAA T T T TGGGGC T CA T T T C TGGGACACCCCGT A T A - - - - - - - - - - GGC T A T T T A T T T T T CAC TGAACCAAAGAAAAA T AAA T TGAGAC T C T T ACAC T T T AGT A - - T AGCCGAAA - - - T C TGT T ACA T CAAAAC T AGT C T T CGGGG
T AC T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T T TGT AA TGAAGT T CA T AAA T T T TGGGGC T CA T T T C TGGGACACCCCGT A T A - - - - - - - - - - GGC T A T T T A T T T T T CAC TGACCCAAAGAAAAA T AAA T TGAGAC T C T T ACAGA T TGC TGT C - - A T T ACA T A TGT AAAA TGA T A T AGAAAA TGT CA T CGA T C
A T T T ACGCAAAC T T - - - AAAAAA T TGGT - - - - - - - - - - - - - - - AGT A T TGTGT AA TGAAGT T CA T AAA T T T CGGAAC T CA T T T C TGGGACACCCCGT A T A - - - - - - - - - - GGC T A T T T A T T T T T CAC TGAACCAAAGAAAAA T AAA T TGAGAC T C T T ACAA T TGAGAA - - AAAGAA T AAA TGT T T AA T A T A T T AAA T TGA TGAGT CGG - -
T AA T T T T AAAAA T A - - T AAAA TGT ACA T T A T T T T T A T T AA T A T A T AAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T A T A T A T T T T T CAC TGAACCAAAGAAAAA T AAA T TGGGAC T C T T ACAACA T T T T A T TGAGT CA T AAA TGC TGT A T CGA T T AGGAA T TGGCACGT AAA
CACGACAGA - - - - - - - CA TGAAACCCA T - - - - - - - - - - - - - ACGCAGC TGTGT AA TGAAGT T CA T AAA T T T CGGAAC T CA T T T C TGGGACACCCCGT A T A - - - - - - - - - - GGC T A T T T A T T T T T CAC TGAACCAAAGAAAAA T AAA T TGAGAC T C T T ACAGC TGT T T A T T AAGT TGCAAGTGT TGAACAGT AC - - - - - - TGGT A T CAA T A
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TE: ltr_1_family_639.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 11271bp; fragments: 2732; full length: 0 (>=10143.9bp)
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TE: ltr_1_family_639.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 11604bp; fragments: 2481; full length: 2 (>=10443.6bp)
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TE: ltr_1_family_639
 size: 5462bp; fragments: 334; full length: 3 (>=4915.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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