
Start crop Point End crop Point

MSA length = 4043
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGTGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT T ACA TGGGA T - - - - - - - - - - CCAACGAA T T AGT T T T A T T T CGCGACGGC T CGACGGC T CC T T T T T AACAAA T AGT A - T T T TGAAGAGACA TGAA T T C T CCA T TGAA T A T TGGAAAAA T T C
TGACGAA T A T T T T AGGAA - - - TGT C T T C - - GGA T AA T T T T CAAAA T C T A T TGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT T ACA TGGGA T - - - - - - - - - - CCAACGAA T T AGT T T T A T T T CGCGACGGC T CGACGGC T CCC T T T T T T T T AACAA T - - - - - - - - - T A T AAGTGAAAA T T T CA T T CAAGT CGC T AAAAG - - C
T AACCAAA T A T C TGAGAAGT T - - - - - - - - - - - - - - - - - - - - - - - - C T T T T TGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT T ACA TGGGA T - - - - - - - - - - CCAACGAA T T AGT T T T A T T T CGAGACGGC T CGACGGC T CC T T T T T T T A - - ACAA T T C T T T TGCGT AAAAAAGACGAAAA TGT A T A T T C T T T CAC T T A - - -
- AACGGACAGCAGGGAC TGA T CGT TGT C - - CAAGAAAC T CCAA - - CCCCC TGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT TGCA TGGAA T - - - - - - - - - - CCAACGAA T T AGT T T T A T T T CGCGACGGC T CGACGGC T CC T T T T T T AACAGT AGTGT AC T AC T AGA T AAA T T AAC T C T AGCGGGAA T ACAC TGCA T AA T C
- AACCAAGGC T T AAGGG - - - - - GT CGT C - - CAA TGAGT T T AGAA T T C TGT TGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT T ACA TGGGA T - - - - - - - - - - CCAACGAA T T AGT T T T A T T T CGCGACGGC T CGACGGC T CCC T T T T T - - - - - - - - - - - - - - - - - - AACAAA TGT CACGT CCAAC T AAC T A T C T AACGC - TG
T - - - - - AAA T T T TGAGAA - - - - - - - - - - T CGGA T A T T T T C T CGT T T CAA T TGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT T ACA TGGGA T - - - - - - - - - - CCAACGAA T T AGT T T T A T T T CGCGACGGC T CGACGGC T CCC T T T T T AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAA TGT AGA T T T T AGT T TGC T T A T T A T A T C TGA T T T T T T TGGA T T - - T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAACGAA T T AGT T T T A T T T CGCGACGGC T CGACGGC T CC T T T T T T AACA - - - - - - - T A TGACCGAAAGCGAACGT C T ACC T CCCGC T T C T CAACGG - - -
- - - - - - A T AA T ACAGGGT - - - T A T TGT - - - CAACACGT T TGGA - - T T TGT TGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT T ACA TGGGA T - - - - - - - - - - CCAACGAA T T AGT T T T A T T T CGCGACGGC T CGACGGC T CCC T T T T T AACAGT TGT A T T T T T T T T AGAAA T TGT AAGT T T TGTGT AGT AA T T TGTGAGT - -
AAGCAGACAA TGT AAAC T T T T TGC TGAC T C T AGGA T TGT T T AA T A T T AAA TGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT T ACA TGGGA T - - - - - - - - - - CCAACGAA T T AGT T T T A T T T CGCGACGGC T CGACGGC T CC T T T T T T AACAA T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAACC T AAAC T T T TGAC TGT T TGC TGT - - - CAA T T TGT C T CAA T - TGAA T TGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT TGCA TGGAA T - - - - - - - - - - CCAACGAA T T AGT T T T A T T T TGCGACGGC T CGACGGC T CCC T T T T T AACAAGAA TGT T T T CGT C T CAAAA T CGTGT T T AC T T T T TGT CGCC T TGGT C T T C
T AACCAAGAGA T TGGGAA - - - - - - - - - - - - AAGGACA T T T T AGT T C T TGA TGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT T ACA TGGGA T - - - - - - - - - - CCAACGAA TGAGT T T T A T T T CGCGACGGC T CGACGGC T CC T T T T T T AACAA T AA T A T T C T AGT AGAAAGT T AA T A T T T T T CCACAA T T T T TGAGCAG - AC
C - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGAGT CGA T T T T T A - - T CAGT TGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT TGCA TGGAA T - - - - - - - - - - CCAACGAA TGAGT T T T A T T T CG - - - - - - - - CGACGGC T CCA T T T T T AACAAGAGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AGCC TGTGT A T A TGGC TGT - - - - - - - - GT TGA T A T T T T TGCA T T - - ACGTGT TGAAA TGT AGCCCAAAGT A T TGT ACACGCCAC TGTGT TGCA TGGAA T - - - - - - - - - - CCAACGAA T T AGT T T CA T T T CG - - - - - - - - CGACGGC T CC T T T T T T AACAGAAA T AC T T T T T TGGA T T A T A T AAA T T C T CGTGAACC T A T CA T AAAA - - -
A - GGAAA T CGT - - - - - - - - - - - - - - - - - - - - GA TGT C T A T - - - - - - - - T C TGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT TGCA TGGAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA TGT T T TGGGT CA T AAA TGACC T AAA T ACAAAA T A T T T T CA TGGT - -
C - A T CAA TGGTGT AGT A TGT - - - - - - - - - - AGA T A T T T A T T A T - - - - A T T TGT TGAAA TGT AGCCCAAAA T A T TGT ACACGCCAC TGTGT TGCA TGGAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGGT C T T CAAA T AA T AAC TGTGCA T AGC T T T T CCA TG - - - -
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 size: 4043bp; fragments: 206; full length: 0 (>=3638.7bp)
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 size: 4344bp; fragments: 205; full length: 0 (>=3909.6bp)
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TE: ltr_1_family_527

 size: 2440bp; fragments: 92; full length: 1 (>=2196bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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