
Start crop Point End crop Point

MSA length = 4285
AA T T T T CAGA - A T CCA T ACAACACA T AAGT T CAGGT TGT CCC T T AGCACCAAC T AGT A T AAGA T AA T A T CAAAAA T ACA T AACAA T T T T T ACAC T AA TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T T T T CAGA - A T CCA T ACAACACA T AAGT T CAGGT TGT CCC T T AGCACCAAC T AGT A T AAGA T AA T A T CAAAAA T ACA T AACAA T T T T T ACAC T AA TGA - - - - - - - - - - AAC T AGAGCAGT T C TGGT CAAGAAACCAAACC T ACCGAGT T AA T CGTGAACACAAAA - - - - - - - - - AAAAAA T AA T AAA T CA T - - - - CAACAGT AACAAA
AA T T T T CAGA - A T CCA T ACAACACA T AAGT T CAGGT TGT CCC T T AGCACCAAC T AGT A T AAGA T AA T A T CAAAAA T ACA T AACAA T T T T T ACAC T AA TGA - - - - - - - - - - AAC T AGAGCAGT T C TGGT CAAGAAACCAAACC T ACCGAGT T AA T CGTGAACACAAAA - - - - - - - - - AAAAAA T AA T AAA T CA T - - - - CAACAGT AACAAA
GGT A T AGGAA T AGT CAAAAAGT AAC T AA T TGAAAAGCC T T T T - - - - T AC T AGTGAA T AAAAGT T T CC TGAAAAAA T A T AAA T CCA T T T T CAGA T T T T T T - - - - - - - - - - - AAC T AGAGCAGT T C TGGT CAAGAAACCAAACC T ACCGAGT T AA T CGTGAACAAAAAGA T T A T T T A T TGGAAA TGGT AGAGCA T CCA T CAAGGT T CC TGGA
T A T T T T AAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAA T T AAAAC T AGT A T AAGA T AA T A T CAAAAA T ACA T AACAA T T T T T ACAC T AA TGA - - - - - - - - - - AAC T AGAGCAGT T C TGGT CAAGAAACCAAACC T ACCGAGT T AA T CGTGAACAAAAAAA - - A T T T A T T T AAGGGGGTGACAC - - CC T CAAA T A T T AGAA T A
T A T T T T AAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T T AAAAC T AGT A T AAGA T AA T A T CAAAAA T ACA T AACAA T T T T T ACAC T AA TGA - - - - - - - - - - AAC T AGAGCAGT T C TGGT CAAGAAACCAAACC T ACCGAG - AAA T CGTGAACAAAAAAA - - A T T T A T T T AA - GGGGTGACAC - - CC T CAAA T A T T AGAA T A
TGT T C T - - - - - T T CCAC T T A T TGGGAA T T T T C T TGT T A T T T T - - - GT AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T AGAGCAGT T C TGGT CAAGAAACCAAACC T ACCGAGT T AA T CGTGAAAAAAAAGGC T A T T T AGTGCAAAAAA T A T A T T A T CAACAAAAA T T A T AACA
GA T T T - - - GA - T T T CAAA TGGCAGGTGA T TGTGCA T T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T AGAGCAGT T C TGGT CAAGAAACCAAACC T ACCGAGT T AA T CGTGAAAAAAAAA - T T A T T T A T TGGAAA TGGT AGAGCA T CCAACGAGGT T CC TGGA
T T T T T A T CAC T T C T T A T A T CACAGT T TGT A T CACA T TGGT AA T T AA T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T AGAGCAGT T C TGGT CAAGAAACCAAACC T ACCGAGA T AAAAAAAAAAGAAAGG - T T A T T TGT T T AAAAGGGT A T AGCA T CC T CGCGGC T T T T T TGA
TGGC T TGCCAGT T CAAAAA T AGA T A T CAC T C T A T A T T T A T T T C T A T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T AGAGCAGT T C TGGT CAAGAAACCAAACC T ACCGAGT T AA T CGTGAGAAAAAAAA TG - - - - - - - - - - - - - - - - - - - - - - - T C T TGACAAA T AGCAAA
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 size: 4285bp; fragments: 316; full length: 0 (>=3856.5bp)
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 size: 5041bp; fragments: 228; full length: 0 (>=4536.9bp)
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 size: 688bp; fragments: 239; full length: 2 (>=619.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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