
Start crop Point End crop Point

MSA length = 9634
- - - - - - AGT AA TGTGAAC T AA T T T T T CAAAA T AC - - GT AAAAAA - - - C T T TGT AACGT T T T AAAAAACCGT T AC T T TGT T T TGCGT T TGT C T CA TGT AAA - - - - - - - - - - C T CAC TGA TGAAGAGC TGCCGT T CGCAGGGTGT AAAA T AAAAACGT T ACAA T T T T AA - - - - - - - - - - - - - - AAA T AGA T A T CGA T T T AAAGT CA T AGC T A
AAACA T CC T AAAA T AGAA T T TGT T T T T AAGT TGC - - - - - - - - - - - A T A T A TGT AACGT T T T AAAAAACCGT T AC T T TGT T T TGCGT T TGT C T CGTGT AAA - - - - - - - - - - C T CAC TGA TGAAAAGC TGCCGT T CGCAGGGTGT AAAA T AAAAACGT T ACAAAC T T AGGA T C T CGA T AAAAGAAACA T A T T T T AGT CCAAA T AACCGAGT T
AAGGGCAACCAC T T T TGA T T T T T T CCA T AGC T T AA - - - - - - - - - CGT C T C T CGGC T A T T A T AAAAAACCGT T AC T T TGT T T TGCGT T TGT C T CGTGT AAA - - - - - - - - - - C T CAC TGA TGAAAAGC TGCCGT T CGCAGGGTGT AAAA T AAAAACGT T ACAC - - - - - - - - - - - - - - - T A TGT AGT CGTGT T T T - - - - - - - - T T CGT TGGC T
- - - AGCAGCAGT T AAAAACA T T T C T CACAAA T ACA - GT AAAAAA - AGT A T TGT AACGT T T T AAAAAACCGT T AC T T TGT T T TGCGT T TGT C T CA TGT AAA - - - - - - - - - - C T CAC TGA TGAAAAGC TGCCGT T CGCAGGGTGT AAAA T AAAAACGT T ACAGT T T T AACAACACC T T T A T CCAGAAGAAC T T AGGT T CGCGC T CGCAA T AA
T A T TGT C T CACAGAAAAGT T T T T T T T C T AAC T T C - - - - - - - - - - CAACA T TGT AACGT T T T AAAAAACCGT T AC T T TGT T T TGCGT T TGT C T CA TGT AAA - - - - - - - - - - C T CAC TGA TGAAAAGC TGCCGT T CGCAGGGTGT AAAA T AAAAACGT T ACAA T T T T - - - - - T A T A T T AA T T AGAAAAAA T CA T AGGAAAAA T CCGA T A T CC
GAGCGTGACAA T AACGAAAAC T A T T T T AACA T TGA T ACAGAAAGCGAAA T TGT AACGT T T T AAAAAACCGT T AC T T TGT T T TGCGT T TGT C T CA TGT AAA - - - - - - - - - - C T CAC TGA TGAAAAGC TGCCGT T CGCAGGGTGT AAAA T AAAAACGT T ACAC - - - - - A T A T T T T T T T TGAAAG - - - - - - - - - - - - - - - GGAGAAGT AAAGG
- - - TGA T AACA TGAAAAA T AGA T T A T AAA T A T T T - CACAA T AA - - GT AAC TGT AACGT T T T AAAAAACCGT T AC T T TGT T T TGCGT T TGT C T CA TGT AAA - - - - - - - - - - C T CAC TGA TGAAAAGC TGCCGT T CGCAGGGTGT AAAA T AAAAACGT T ACA T - - - - - A T AA T T CA T T T A T T T A TGGT AGT AC T AGCAAAAA T T T A T T AC TG
AAAAA T AC TGTGTGAGAGT C T CGT T - - - - - T T A T A T ACAGCG - - - - - - - T TGT AACGT T T T AAAAAACCGT T AC T T TGT T T TGCG - T T A T C T CA TGT AAA - - - - - - - - - - C T CAC TGA TGAAAAGC TGCCGT TGGCAGGGTGT AAAA T AAAAACGT T ACAGT T T T AAGGT T T CAAAAAGTGGAAAAC T CA TGGA T A T A TGT CACA T AACC
AAAGGT AGT AAACCAGGGT T T CC T T C T AAA T T A T A T ACAGTGGACACAA T TGT AACGT T T T AAAAAACCGT T AC T T TGT T T TGCG - T T A T C T CA TGT AAA - - - - - - - - - - C T CGC TGA TGAAAAGC TGCCGT T CGCAGGGTGT AAAA T AAAAACGT T ACAA T T T - - - AA T T CC T T T A TGTGGACCAC T T C T TGT T A T T T - - - - - - CAAC T
AA T C T TGA T AAA T AAAAA TGT AA T AAACAAC T C T - - ACAGTGA - CAACCA TGT AACGT T T T AAAAAACCGT T AC T T TGT T T TGCGT T TGT C T CA TGT AAA - - - - - - - - - - C T CAC TGA TGAAAAGC TGCCGT T CGCAGGGTGT AAAA T AAAAACGT T ACAA T C T T A T T C T CGAAC T AA T CGAA T AGAA T T T CGA T AAAAGT CCGA T AAA T
GA - - - TGAC T T T AA T AAGT T T T T TGT AAACA T TG - - - - - - - - - - - - - - - - TGT AACGT T T T AAAAAACCGT T AC T T TGT T T TGCGT T TGT C T CA TGT AAA - - - - - - - - - - C T CGC TGA TGAAAAGC TGCCGT T CGCAGGGTGT AAAA T AAAAACGT T ACAA - - - - - T CAC T AGAC T TGCAAAGT CAAA T CC T - - - - CGGGGA TGAAAC TG
AA T CC TGACAAGT TGAA T T C T T T T T CC - - - - - - - - T ACGGCACA - - ACAACGT AACGT T T T AAAAAACCGT T AC T T TGT T T TGCG - C T A T C T CA TGT AAA - - - - - - - - - - C T CAC TGA TGAAAAGC TGCCGT T CGCAGGGTGT AAAA T AAAAACGT T - - - - - - - - - - ACA T ACAC T T AGTGGA T CA T ACAC - AA T A T CA - CCGT T TGT C T
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TE: ltr_1_family_594.fasta.b.bed_uf.bed_g_4.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: 9634bp; fragments: 965; full length: 0 (>=8670.6bp)
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 size: 9934bp; fragments: 966; full length: 0 (>=8940.6bp)
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TE: ltr_1_family_594
 size: 12236bp; fragments: 14526; full length: 0 (>=11012.4bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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