
Start crop Point End crop Point

MSA length = 1992
- - - - - - - C T C T T T ACCGCACACGT - GGGT AA T AAA TGAA T - GC T CCC T CGCACAGT AGGCGAAGGCGGA TGA T ACGGCAAGACAAAACC T CC T A T T T T T T - - - - - - - - - - T C T TGA T CGC - - - - - - - - - - - - - - ACCACGCAAAGGGT AC TGAACAAAAAAC TGT T C TGGAA T CC TGT - - - GCA T CA T T T AA - - - - - - CC T ACACA T C T A
- AA T A T T T T T T - AGGCA T AGAAA T A - - - - - - - - - - - GT A T T AACACGT CGCACAGT AGGCGT AGGCGGA TGA T ACGGCGAGACAAAACC T T C T A T T T T T T - - - - - - - - - - T C T T AC T AGCGCCGT C T CCCGCCCAC TGTGCGT CGA T T TGT T AA T AAGAAAA T TGT A T ACAA T C T TGT AA T A T A TGACGGT - C T T T AGCCC T A T T T T T T A
- - - - - AA T T T T T TGACA T AA - - - - - AAA T TGC T CA T - - - - - - - ACCGCCGCACAGT AGGCGAAGGCGGA TGA T ACGGCAAGACAAAACC T CC T A T T T T T T - - - - - - - - - - T C T TGA T CGC - - - - - - - - - - - - - - ACCACGCAAAGGGT AC TGAACAAAAAAC TGT T C TGGAA T CC TGT - - - GCA T CA T T T AA - - - - - - CC T ACACA T C T A
- - - - - - - C T T T T T AAAA T AAACA T AACAAAGCCCGC - - - - - - - - CCGCCGCACAGT AGGCGAAGGCGGA TGA T ACGGCAAGACAAAACC T CC T A T T T T T T - - - - - - - - - - T C T TGA T CGC - - - - - - - - - - - - - - ACCACGCAAAGGGT AC TGAACAAAAAAC TGT T C TGGAA T CC TGT - - - GCA T CA T T T AA - - - - - - CC T ACACA T C T A
- - - - - T T T T T C - CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGACGCACAGT AGGCGAAGGCGGA TGA T ACGGCGAGACAAAACC T CC T A T T T T T T - - - - - - - - - - T C T T AC T AGCGCCGT C T CCCGCCCAC TGTGCGACGGAAAGAG - - - - - - - - T T T T T TGACAAAC TGT AA - - - ACA T AAC T T CAA T T T AA - - - - - - - - - - - G
T AGGGT T T T T T - CGT T A T A T T A T CAAGACGA T CCCCCGAC T CACACGGCGCACAGT AGGCGAAGGCGGA TGA T ACGGCGAGACAAAACC T CC T A T T T T T T - - - - - - - - - - T C T T AC T AGCGCCGT C T CCCGCCCAC TGTGCGGCGTGTGGAG - - CAG - - - CGT AC TGGCGCGT CC TGGGGTGTGT AAC TGCAAA T CGGCCCAA T CACACG
TGACAGT T T T T - T ACAGCAGAGC T AAGGAAA T T T AACAGT T AGCCCGGCCCACAGT AGGCGAAGGCGGA TGA T ACGGCGAGACAAAACC T CC T A T T C T T T - - - - - - - - - - T C T T AC T AGCGCCGT C T CCGGCCCAC TGTGCGGCC TGAA T A T - - - - - - - - TGAA T T T AAAAA T TGCGCCA - ACA T AAC T - - - A T T T AG - - - - - - - - T A T C
TGAGGT AA T T T - T A TGA T AAAAC T C - - - - - - - - - - - - - - - - - - - CCGT T T CACAGT AGGCGAAGACGGA TGAGA TGGCGAGACAAAACC T CC T A T T T T T T - - - - - - - - - - T C T T AC T AGCGCCGT C T CCAGCCCGC TGTGCGT T T TGT TGAA - - - - - - - - T T T A T T T TGAGA T T T T TG - - - A T A T AA T CGC - A T T T TGCGGAA TGA T T CG
CAAGT AC T T CC T T AAAA T AAA - - - - - GGT AGT T T A TGAC T TGCAACGGCACACAGT AGGCGAAGGCGGA TGA T ACAGCGAGACAAAA T C T CC T A T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA TGT C T T TGA T T A TGA T - - - A T A TGA TGT CG - - - - - - ACAACCC TGT T A
- - - - - - - - - - - - - - - - AGGGT CGT C - GGCGGT CGAACGACGT ACCCGACGCACAGT AGGCGAAGGCGGA TGA T ACGGCGAGACAAAACC T T C T A T T T T T T - - - - - - - - - - T C T T AC T AGCGCCGT C T CCCGCCCAC TGTGCGACGT CGGGT T - - - - - - - - GACGT T AGA T AACGT CCAGT TGGA TGACGAC - C T T T AG - - - - A T T T T T AA
T AAA T T T T T T T - AA T AACAGACC T C - - GCAGT CGAACA T T T T T T AGGCCGCACAGT AGGCGAAGGCGGA TGA T ACGGCGAGAGAAAACC T T C T A T T T T T T - - - - - - - - - - T C T T AC T AGCGCCGT C T CCCGCCCAC TGTGGGCCGT TG - - - - - - - - - - - - - - T A T T AGAA T A T T T TGAGAGT AGT AA TGGC - A T CCAA T C T AAC T C T T T C
AAAGACGGT T T - GGGAA TGACA - - - - - - - - - - - - - - - - - - - - - - - - GCCGCACAGT AGGCGAAGGC - - - - GA T ACGGCGAGACAAAACC T CC T A T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT A T TGA T AA T T T C T A TGA T CGA T AACCA T - - - - - - - - - GAC T CGTGCC
AAAGACGGT T T - GGGAA TGACAA T CAGT T AA T C TGT - - - - - - - - A TGCCGCACAGTGGGCGAAGGC - - - - GA T ACGGCGAGACAGAACC T CC T A T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT A T TGA T AA T T T C T A TGA T CGA T AACCA T - - - - - - - - - GAC T CGTGCC
GT AGAAGC T T T T TGTGAGAAGA T T CA T T T AGT C T C T ACA T TGCACCGGC T CACAGT AGGCGAAGGCGGA TGA T ACGGCGAGACAAAACC T CC T A T T C T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGT T A T T - GC TGC TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T TGA T CGC - - - - - - - - - - - - - - ACCACGCAAAGGA T AC TGAACAAAAAAC TGT T C TGGAA T CC TGT - - - GCA T CA T T TGA - - - - - - CC T ACGC T T C T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 1992bp; fragments: 90; full length: 0 (>=1792.8bp)
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 size: 2304bp; fragments: 33; full length: 0 (>=2073.6bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_932

 size: 2880bp; fragments: 63; full length: 0 (>=2592bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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