
Start crop Point End crop Point

MSA length = 2745
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCCC TGAAAA TGCC TGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AAGAAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCGT AC TGC T AACAA T CGGGT AAAGGAACAAGGCGGT - T C T CAA - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T T AAAAACGGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T A T AAAAAGT - - - AAAAC T - - - T A T AAAGAA T A T CCC TGCAACGT T A T C T CA
- - - - - - - - - - - - - - - - - - CAGGCAAGT T C T AA T AAAAGCAAAAA T ACGT T T AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAG - GGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T A T CA T CA T CA T T CAAAC T AAAAGCAAAAAA T T T C - - - - - - - - - - - - - - - - -
T T T T AACACGT T A T AAA T AAAA T T AGAACAAA T A T CGAA T AAAGAAAAGA T AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T AACGAAAA T C T CAAAAC T - - - - - - - AAAAA T A T - - - T T AAA - - - - - - T T T T
T AAC T T AAGGTGTGGGGT T AAA T CGGCGCAAA T A T A T AGAGA T T AAAGA T T AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T ACCA T AAA - - - T A T AAA T - - ACAAGACGAA - - - - - - - - - - - AACCAGAGT C
T AGACGCAC T CCGGACA T AAAA T T T ACGA - - - - AACGT T T AAA T AGAGAGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T A T AAAAGA T C T T AAAA T T - - - AAGGACGAACA T C T CCCAAA T A T T A T CC T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T AC TGCAA T T A T T AGGC T T - - GGT AGCGGAA TGCC T CACAAACA T T TGGC T A
T A TGCGC - - - - - - - - - - - - - - C T C TGC T - - - - - - - - - C T AAGA T A T ACCA T AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - A T ACA T T T T C - - - - C T CGA T T T AAAGT CGTGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T A T T ACCGA T A T T AGCAC - - - - AGCGGAGAA TG - - - - - - - - - CACCAAGCC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGGAA TGACAGGTGTGGGTGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T A T T - - - - - - A T TGT T AA T AAA T CAAAAAGA TGT T T T T CAAAGGTGGT T T CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
ACCACA T A TGCAGGA TGCAAGAAAACCGC - AA T C T T C T AC TGTGAAC T TGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T AGAAAGAG - - - - GAAACGAAAA T ACAAGGA T A T T - - - - - - - AAAGGGA T T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAA TGT T T - - - - - - - - - - A T T AGT AAA T T A T T TGCC T T A - T TGCGCGGT A T T CCCCCAC T T T CCCC T A T AA T AAC - - - - - - - - - - AAAGCGGAAACA TGAC - C T CAA T AAAAA T A T CA
- - - - - - - - - - - - - - - - A T AGGA T TGA T A - AA T T A T CGT C TGA TGACGT AGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGT A T AAAA TGT AGGGGAAAGTGGGGGAA TGT CGCGCAGGGGGT AC T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCGGT A T T CCCCCAC T T T CCCC T AA T ACCAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_767.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: 2745bp; fragments: 24; full length: 11 (>=2470.5bp)
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TE: ltr_1_family_767.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: 3045bp; fragments: 24; full length: 10 (>=2740.5bp)
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TE: ltr_1_family_767
 size: 2539bp; fragments: 55; full length: 0 (>=2285.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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