
Start crop Point End crop Point

MSA length = 3962
ACCCG - - - ACACAAAAGAGA T A T A T TGAAAAA T T A - - - - - C T T AA T AA - - TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACA - - - - - - - - - - - - - AA T AAA T T T AA T A TGAC T AA TGC - - - - - - - - - - A T - T
AAC - - - - AAAA TGA T A T TGGT T T T AA T A TGC T T AAGT A TGC TGCA TGT T T TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T TGTGT T AGGT T T CC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAC - - - - - - - - - CAAGAACC TGGAAGACGC T ACCCGT AACC TGGAGAA -
AAC TG - - - - - - - - - - AAAAA T C T A T T AAAAAA TGGAAG - - T TGCAAGAAC TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAGT T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAA T T AAACCAAA T T T AGGAAAC T ACAA T AGTGAAA T CGCAACCGAAGAAA T
- - - - - - - - - - - - - - - - - - - - T T T T T T AAAAGC T T A TGA - CC T CCCAAA - - TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T A T T T T A T T A T C T CC T A T T T CGAACACCA - AACAAAA T CAAAAAA TGT A T AA T AAAGAA T A T T CCCA T AAAAA T - T
AA - - - - - - - - - - - - - ACGAAC T T T AAAAAGTGT TGGAA - ACCACAGAAGGTGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAAAAGGAACAAGT T T AGCAAGT CAAAAAAA T T T ACC T AAA T TGAAAGAAA T
A T C TGAAAAAACAA T A T AAA T T A T T CAGT A T CCCACAGCGC T CCAGGA - - TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAGA T CAACC T CA - - T A TGT A T TGAAAA T A T C TGACACAA T T T T T AAA - - - -
AA - - - AAA TGACA TGACAAA T C T TGT T A TGAGTGAAGGTGA T CGAAAA - - TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAAAC - - - - - - - - - T T A T A T ACC TGGA T AA TGAAA T ACGAA T A T CGAA - - - -
AA - - GAGGAAA T AA T AGAAAAGT AAA T A T AAA T AGGT T T AC T C T C T A T - C TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAC T A - - - - - - - AA T T AAAAC TGT AAAAGAA T ACGT T CAAA T T T T A T A - - - -
- - - - - - - - - - - T AGAAGAAAA T C T ACAAAA T AAAAAAGT T T T T TGT AA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAAAAC - - - - - - - - T AGT T CAGGT AAAACGGACCC T T T T T A T C T T ACAAAGC
AA T TG - - - - - - - - - - AAAAA T C T A T T AAAAAAGTG - - - - - C TGCAAGAGC TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAC T TGAACCAAA T - T T AGAC TGCAAGACCAAGAACAAGACCA T AAGA - - - -
- - - - - AAA T AAAAA T A TGT T T T T TGT AA T A T T T T CGAA - A T T T C T T AAGC TGT TGAAA T A T T AAGGT T CAACAA T AAC T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A - - - AAAAAA T AAAAAAAAC T T T T T AGTGCCAAAAAG - GCAC T AAAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T AC T A T T T CGAACAAAAA - - - - - - - - - AACACAAACA T A T T A T T T T A T T T T T T T T T AA T AAAA -
AGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T CGT A TGGA T TGT TGAAA T A T T AGGGT T CAACAA T AA T T A T T T T T A T T AGGT TGCC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 3962bp; fragments: 397; full length: 0 (>=3565.8bp)
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 size: 4271bp; fragments: 389; full length: 0 (>=3843.9bp)
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 size: 4065bp; fragments: 75; full length: 8 (>=3658.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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