
Start crop Point End crop Point

MSA length = 2621
AAAGT T T T CAAAGAGT T C TGT CAAAAGAAGGGAA T AAAAAC T CAA T ACACAA TGGC T T A T AA T CC TGA - - - - - - - - - - A T ACAA T AA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T AC T T T T CAGT T A T T A - GC T T TGT T CGC - G - - - GT CCGAGGT T CAGT
AAGAA T T T T AAAGAA T T A TGT CAAAAAGAAGGAA T TGAAGT ACAA T A T ACCA T ACCC T A T AA T CC T CA - - - - - - - - - - AA T AAA T ACGT T T T C T T T CGA T T CAC TGAGT T TGAC TGTGCCA T T CAACA - - - - - - - - - - - - - - - - - - - - - GT AAC T A T A T AA - - - - - - - - - - - - - - - - T
AAGAA T T T T AAAGAA T T A TGT CAAAAAGAAGGAA T TGAAGT ACAA T A T ACCA T ACCC T A T AA T CC T CA - - - - - - - - - - AA T AAA T ACGT T T T C T T T CGA T T CAC TGAGT T TGAC TGTGCCA T T CAACA - - - - - - - - - - - - - - T AAC TGAC T CA T T A - - - - - GAA - T T T T A - - - - - - - -
AAGAA T T T T AAAGAA T T A TGT CAAAAAGAAGGAA T TGAAGT ACAA T A T ACCA T ACCC T A T AA T CC T CA - - - - - - - - - - AA T AAA T ACGT T T T C T T T CGA T T CAC TGAGT T TGAC TGTGCCA T T CAACA - - - - - - A T A - - - A T AACAA T AA T CCCGACACAAAAAA T T T T AGAA T A T T T
AAAGT T T T CAAAGA T T T C TGT CAAAAGAAGGGAA T AAAAAC T CAA T ACACAA T AGC T T A T AA T CC TGA - - - - - - - - - - A T ACAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AAAA T A TGT A - - T AAAA - AGT TGGT AGGC - - - - - GT AGT T AAGT AAA T
AAGAA T T T T AAAGAA T T A TGT CAAAAAGAAGGAA T TGAAGT ACAA T A T ACCA T ACCC T A T AA T CC T CA - - - - - - - - - - AA T AAA T ACGT T T T C T T T CGA T T CAC TGAGT T TGAC TGTGCCA T T CAACA - - - - - - - - - - - - - C T AAA T TGT A T A T T AAA T T AGAA - T T T T A - - - - - - - -
AAGAA T T T T AAAGAA T T A TGT CAAAAAGAAGGAA T TGAAGT ACAA T A T ACCA T ACCC T A T AA T CC T CA - - - - - - - - - - AA T AAA T ACGT T T T C T T T CGA T T CAC TGAGT T TGAC TGTGCCA T T CAACA T TGAAGA T T T T T AAAACGT T AGA T A T T T CA T T AGAAA T T T T AGAACGT T T
AAGAA T T T T AAAGAA T T A TGT CAAAAAGAAGGAA T TGAAGT ACAA T A T ACCA T ACCC T A T AA T CC T CA - - - - - - - - - - AA T AAA T ACGT T T T C T T T CGA T T CAC TGAGT T TGAC TGTGCCA T T CAACAGTGGAAA T A T - - ACAGGGT TGT T CACCACA T AGGGA - T TGT AAAACGA T T
AAAGT T T T CAAAGAGT T C TGT CAAAAGAAGGGAA T AAAAAC T CAA T ACACAA TGGC T T A T AA T CC TGA - - - - - - - - - - A T ACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA TGT T TGT A TGT ACGA - GGT T T T T - - - - - - - - - GT TGT AAAA T ACGT
AAAGT T T T CAAAGA T T T C TGT CAAAAGAAGGGAA T AAAAAC T CAA T ACACAA T AGC T T A T AA T CC TGA - - - - - - - - - - A T ACAA T A T A T T T T TGT T CGAC T AA T TGGGAC T AA - - - - - - - - - - - - - - - AAAAGGAA TGT AAGGAAAAGAGT TGT T ACGCCA - - - GT CA T TGAA T AAA T
AAAGT T T T CAAAGA T T T C TGT CAAAAGAAGGGAA T AAAAAC T CAA T ACACAA T AGC T T A T AA T CC TGA - - - - - - - - - - A T ACAA T AC T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGAAAA T TGT AAGAAACA - AGCAC T A T AACA T - - - GACA T T A TGAACA T
AAAGT T T T CAAAGAGT T C TGT CAAAAGAAGGGAA T AAAAAC T CAA T ACACAA TGGC T T A T AA T CC TGA - - - - - - - - - - A T ACAA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T T AGACGA T AAC T A T T T TGGC T CC T TGA T T - - - - - - - - - - - - - - - - A T
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 size: 2621bp; fragments: 45; full length: 0 (>=2358.9bp)
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TE: ltr_1_family_668
 size: 4060bp; fragments: 44; full length: 7 (>=3654bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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