
Start crop Point End crop Point

MSA length = 4756
CAAAA T T T A T T AA T T TGT T T T T AA - - - GT A T TGAAA T - AGT T A T T AGAAA TGT T ACCA T A TGA T AAAAA TGACA T CA TGACAGCAGGGT AGCCGAGCGAG - - - - - - - - - - T T A T C TGGT T AA T TGT T T T A T T T AAGGGT T AAAA T AA T C T AAAGT T A T T AGAAA T A T T A T C - - - - - - - C T A TGAAACGAAAGA T T T T TGGAAGT T T T CGG
- AAGGGT T A T T AAGAGC T T A T AAAAAAA T T T A T A T A T T AA TGTGT AGA T A TGT T AACA T A TGA T AAAAA TGACA T CA TGACACCAGGGTGGCCGAGCGAG - - - - - - - - - - T T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T CACAAGT T A T T AGA T A T AAAGA - T AA T T T ACCA T CAAAAAAAAACAGTGT CA T AGT T T T TGG
C - - - - - - T T T T A T A T T A TGC T AAAAAGA T A T T T AA T C T - A T AC T AA T A T A TGT T AACA T A TGA T AAAAA TGACA T CA TGACACCAGGGTGGCCGAGCGAG - - - - - - - - - - T T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T C T AAAGT T A T T A T A T A T AAAA T - T AA T T T T C TGC T CAAAAAAGGAGGGT CCACA T T T CA TGT
CAGGCA T T A T CAGA T TGC T CCGCACAAGCGTGTGAGT AGGA T T T T A T A T A TGT T ACCA T A TGA T AAAAA TGACA T CA TGACAGCAGGGT AGCCGAGCGAG - - - - - - - - - - T T A T C TGGT TGA T TGT T T T A T T CAGTGGTGAAGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA TGGGGG - - - - - - - - - - - GGA TGC T CCCAA
T - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T T - - - - - A T A T A T C T A T T ACCC T A TGA T - AAAA TGACA T CA T CACACCCGGGTGGCCGAGCGCG - - - - - - - - - - T T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T CACAAGT T A T T A T A T A T A T A T A T T A T T T T AA T A T A TGAGT AAGGCGT T T C T T CC T T T T T T A T
CAAAAA T - - - - - A T T TGT A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT T ACCA T A TGA T AAAAA TGACA T CA TGACAGCAGGGT AGCCGAGCGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAGGCC T T CGC
- - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T CA T AC T - - - - - - - - T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT C T AAAAGT - - - - - - - GT C T CGGAGGAAAA T A T AC T C T T TGC T C T TGT
GAAGAGT - - - - - - - - - - - - - - - - AAAAAA T T T T T AA T T A T T T AGT A T A T A TGT T AACA T A TGA T AAAAA TGACA T CA TGACACCAGGGTGGCCGAGCGAG - - - - - - - - - - T T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T CAAAAGT T A T T A T A T A T AACGT T - - - - - - - - - - - - - - - - AAA T T TGGT T CA T T - - - - T T T T T
- AAAAAC - A T T ACCCC T T C T CG - AAAAGT T T T T AGA T T AAAA T A T A T ACA TGT T AACA T A TGA T AAAAA TGACA T CA TGACAGCAGGGTGGCCGAGCGAG - - - - - - - - - - T T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T CAAAAGT T A T T A T ACA T A T - - - - T AA T T T A - - - - - - - - - AGAGGT C T T T C TGCGGT T T T T T C
CAAAGC T CA T TGCGC T A T C T CCAAAAAGT T CA T AAGGC - AAAGGT A T A TGTGT T AACA T A TGA T AAAAA TGACA T CA TGACACCAGGGTGGCCGAGCGAG - - - - - - - - - - T T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T C T AAAGT T A T T A T A TGT AC T C T T T AA T T T AC T ACAAAAAAAAAGT TGC T TGT CCA T T T A T T A
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 size: 4756bp; fragments: 669; full length: 0 (>=4280.4bp)
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TE: ltr_1_family_777.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 5066bp; fragments: 666; full length: 0 (>=4559.4bp)
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TE: ltr_1_family_777
 size: 3642bp; fragments: 1441; full length: 3 (>=3277.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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