
Start crop Point End crop Point

MSA length = 4793
- A T T A TGT T AA T ACGT A T T AGAAC T TGAC T AGAAAC T C T A T CC T AGCCCA TGTGA TGT A T TGC T C T AA TGT AAC T T CA T AAA T A TGA T T ACA T AA T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAA TGACGGAA T A T A T T T T T CCC T T AAAGT T T AAAC T CAA T AGCGCGA
AAAAAAAGGAAGAGA TGT AA TGT A T - - - - - - AGGA T T A T A T AA T AAAGCG - - - - - - - - - - - T C T C T AA T T T AA T A T CC T A T AAGTGAC T A T A T AA T AAAG - - - - - - - - - - T T T AAGGCACAA T AA T T AA T A T TGT C T CC T TGAGT A TGT ACGA T TGCACA TGA T ACAA TGAAA T ACAA T ACA - - - - - - - - - - T T CAA T CCACCGGGACGG
- - AAAAAGT AA TGAGGGTGC TGGGC T AACCGAGAACC T T A T A T T A - - - - GTGTGA TGT A T TGC T C T AA TGT AAC T T CA T AAA T A TGA T T ACA T AA T AAAG - - - - - - - - - - T T T AAGGCACAA T AA T T AA T A T TGT C T CC T T AAC T A TGT ACGA T TGCACAGT A T A TGA TGACA T T T AA T A T ACA TGGAAA T T T T TGA T T TGGCAGGT T AA
GAGAAAAA T AA T AAAAA T A TGAAAA TGGT TGGT T T T CA T T C T T TGGT T A T TGTGA TGT A T TGC T C T AA TGT AAC T T CAAAAA T A TGA T T ACA T AA T AAAG - - - - - - - - - - T T T AAGGCA T AAGAA T T AA T A T TGT C T CC T TGGGT A TGGACGA T TGCACAGT - T A T T A T T AA T T C TGA T T AACGT CA T A T T T - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGAGACAC T AGAA T AAA T A T TGT C T CC T TGTGT A T T CACGA T TGCACAACA T ACC T T T A T A T A T A T AGGGTGT T T AA T T T CCAACA T T T AGT T T T T A T
CGT TGA T ACA T CA T T A T T A T T A T T T T AA TGAACA T T T A T AC T T T T ACA T A TGTGA TGT A T TGCCC T AA TGT AAC T T CAAAAA T A TGA T T ACA T AA T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T T T AGAAAACA T T T ACC T T TGGT T AGT TGGC T A T T CCCC T A T AGC T AC TGTGA TGT A T TGC T C T AA TGT AAC T T CA T AAA T A TGA T T ACA T AA T AAAG - - - - - - - - - - T T T AAGG - ACAA T AA T AAA T A T TGT C T CC T T AAGAA TGT ACGA T AGCACAGC - - - - - - - - - - - T ACAAAACAA T A T T T AGT T - - AACCA T TGT C T AA T AC
AA T T CGAAGAAGACGT T TGT CCA T CC - - C T AGAAGACACGT T C T AC TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAGGCACAA T AA T T AA T A T TGT C T CC T T AAGT A TGT ACGA T TGCACAGA - T A T T A TGA TGAACAAAAA T AGT C T - - - - - - - - - - - T C TGA T T CA T AC
AA T AAA T AAAA T AAA T A TGACCAA T TGA T AGAAAAA TGCA TGGCAAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGAGACAC T AGAA T AAA T A T TGT C T CC T TGTGT A T T CACGA T TGCACAGT - TGC T CAGAAGT T T A T AAAA TGC T T CAAA T T T AA T A T T T T A T A TGCA -
A T A T AAAA T A T CGAA T A T A T CACA T T AA T CAC TGGT TGT AC TGT T A T A T A TGTGA TGT A T TGC T C T AA TGT AAC T T CAAAAA T A TGA T T ACA T AA T AAAG - - - - - - - - - - T T T AAGGCA T AAGAA T T AA T A T TGT C T CC T TGGGT A TGGACGA T TGCACAA T AGGT T T ACAAA T T CAACACA T T A T T C T CGGT T CCA T C T CC T AAAAAGT
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 size: 4793bp; fragments: 653; full length: 0 (>=4313.7bp)
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TE: ltr_1_family_883.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 5110bp; fragments: 619; full length: 0 (>=4599bp)
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TE: ltr_1_family_883

 size: 4601bp; fragments: 118; full length: 1 (>=4140.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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