
Start crop Point End crop Point

MSA length = 8913
T CGGT - - - - - AGAGCA TGAGAC T C T T AA T C T C T ACGT TGGGCGAAAA T T T T T T T A T T T A T A T A - - - - - - - - A T CA T T T T AA - - - - - - - - - - - - - - CA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CGGT - - - - - AGAGCA TGAGAC T C T T AA T C T C T ACGT TGGGCGAAAA T T T T T T T A T T T A T A T A - - - - - - - - A T CA T T T T AA - - - - - - - - - - - - - - CA T TG - - - - - - - - - - AAC T T T T T T T AAAA T T ACGAGAAAAAA T T AAAC TGCA T CAAAC TGT A T T A T T T T T T T T T TG
GTGT T CGT AA T T A T TGAGGGACCGC T AC TGT A T A T T TGTGGC TGACAA T A T T T T A T T T A T A T A T T T A T C T T C T AA T T T T AA T AAAA T A T T AAAAA - - - TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GTGT T CGT AA T T A T TGAGGGACCGC T AC TGT A T A T T TGTGGC TGACAA T A T T T T A T T T A T A T A T T T A T C T T C T AA T T T T AA T AAAA T A T T AAAAA - - - TG - - - - - - - - - - AAC T T A T T T AAAAA T AA T AAGGAAAAA T T AAAC T AAA T CA T AC TGT ACCA T T T C T T T T T T A
T CGA T CGT AAAGAGAGGCGG - - - - - - - - - - - - - CCGA TGCA T TGGAAAAC - - - - - - - - - - - - - - - - - - - - - - TGAAC T T AGAAAAA TGT CAAAAG - - - TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CGA T CGT AAAGAGAGGCGG - - - - - - - - - - - - - CCGA TGCA T TGGAAAAC - - - - - - - - - - - - - - - - - - - - - - TGAAC T T AGAAAAA TGT CAAAAG - - - TG - - - - - - - - - - AAC TGA T T T AAAGA T T ACAAAAAGAAA T T AAA T TGAA T CAAGC TGTGCCAA T T T T T C T T T A
GGTGCC - - - - GGA T T A T CGAGC T T T T AC TGT A T C T CCGAGGT T T A T A T AC - - - - - - - - - - - - - T T T A T C T T A T AA T A T A T A TGA T A T A T T AA TGACA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GGTGCC - - - - GGA T T A T CGAGC T T T T AC TGT A T C T CCGAGGT T T A T A T AC - - - - - - - - - - - - - T T T A T C T T A T AA T A T A T A TGA T A T A T T AA TGACA T TG - - - - - - - - - - T A T T T A T T T AAAAA T T ACACGAAA TGGT CAAGC TGAA T CAAAC TGT ACCA T T C T T T T A T CA
T T A T T - GT AAAGAGTGAAGAACA T A T A T T A TG - - - - T T T TGC TGACAAGT T T T T A T T T A T A T A T T T A T C T T C T T A T C T T AGA T AGC T AACGGAAACA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T T - GT AAAGAGTGAAGAACA T A T A T T A TG - - - - T T T TGC TGACAAGT T T T T A T T T A T A T A T T T A T C T T C T T A T C T T AGA T AGC T AACGGAAACA T TG - - - - - - - - - - AAC T T AA T T AA T AA T T ACAAGAAAAAAA T AAAC TGA T T CAAAC TGT ACCA T T T T CC T T T T A
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 size: 8913bp; fragments: 70; full length: 0 (>=8021.7bp)
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 size: 9228bp; fragments: 70; full length: 0 (>=8305.2bp)
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 size: 235bp; fragments: 29; full length: 21 (>=211.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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