
Start crop Point End crop Point

MSA length = 1593
- - - - - - - - - - - - - - - - CGGTGAAAC - ACCAAGAACAA T T T AGT CA T A T ACCAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACACCCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGT CA T A T - - - - - - - - - - - - AC T AA T AAAA T C T CGT T T T T T T AAC T AAAA - -
A T T CAA TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T A TGT CAGAGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGCCC T A T - - - - - - - - - - - - GT CAACCAACGT T CA T T T CCGT AAAACG - - - -
T T T CAGT AC TGGC T T T AAA T AGG - - - GA TGAAAAAACACAAGC T C T AGGT CAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T TGCA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGC T C T AG - - - - TGC T T T ACGGGAAAAAAC T T T ACCA TGTG - - - - - - - - - - -
A TGC T A - - - - - - - - - - - - - - - - - - - - GGTGT AAAGAA T T A - - - - C T AGGGCAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T TGCA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGCC T AGGGCACGA T T CACAGAAAAAAAA T T AAAA T CAGGT A - - - - - - - - -
- - - - - - - - - - - - - - - CAAC T AAA T A - AC T T T AA T C T T A T AA - - - - T AGACCAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGC T AGCCGCAGGT TGCCGACGCC TGT A T T AGACG - - - - - - - A T T C T AGCAAGTGGT A T T T T ACA T AAAGAAC T - T
- - - - - - - - - - - - - - - - AA T AAAAA T - GT T CGGAA T AAA T - - T A TGT AGGGCAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGTGT AGGGT - - - - - - - A T AGGCCA - - - - - A T AGGGCC T ACAACAAAA T - A
- - - - - - - - - - - T T T C T AGC T AGA T C T AGT AAGAGGAC T T AA T T C T T AGT ACAGGGA T CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGAC T T AGT AG - - - - - - - - - - - - - - - AAC T T T T CGTGC TGC T TGA T T A T C - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGT CAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGT C T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT T - -
A - A T T ACGA T A T T T AGAAA - - - - - - - A T T T T AAA T T AA T AAGCCA T AAACCAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACC - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGCA T AAACG - - - - - - - A T AA T CGGA T CGCGTGCAA T C T AAAAAAAAC T - T
AGACA T ACA T AGC TGGT AA T AAGA T - A T T AAAAAGACC T AA - - CC T AAGGCAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGCCC T AA - - - - - - - - - - - - GGCAA T AAAA T ACAGGACCGT - - - - - - - - - - -
A T AAAGCGAA T A T C T CCAA T AAAAA - A T TGAGA TGAA T CAAGT CC T AGACCAGGGGT CGT CAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGACC T AG - - - - - - - - - - ACGA T AAAAA T T T T T AAA T T CC T TGC T T TGT T - A
- - - - - CCGA T T T T TGGAAGTGCA T C - A T T T T A - - - - - - - AA TGT C T AGAACAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACC - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGT C T AGAAA - - - - - - T A T AAAAGT - - - - - - - - - - ACCCAAAGT A T CC T - T
- - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T T AGAGAAC - - - - - - T AGAACAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACACCCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGAAC T AGAAC - - - - - - - A T CACC TGACCAC - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - ACCACAAAAGGC T A - CA T C T AGGACAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGT C T A T AA - - - - - - - - ACAACGGT T AAAGACA T CGC T CGAAAC T AGAG - A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CCC T AGTGCAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGCCC T AGTGC T TGC T C T ACGGCCAAAACAC T CA T T T T C T C T AA T T CGGC - A
A - T T T T TGC T T A T T T T AACAA T ACCGGCAAGAAA TGT A T - - - - T C T AGCCCAGGGGT CGGCAACC T T T T CAGT CGAAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCC T CA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGT A T AGGGT A - - - - - - ACGA T AC TGAAA T T T CA T AGT T C T AGGT CAA T - A
A - C T T T CACCCCCAC TGAGT T AA TG - GCGAGAAA TGT T C - - CCCC T AAGACAGGGGT CGGCAAAC T T T TGAGT CGGAAGAGT CAAAAA T T T CAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGCC T AAGAGA T CC T - TGT AGCAAAAAGA T ACAGT T T AAA T A T A T TGT T - -
CA T A TGT ACGC T C T CCAA T A TGA T T T T T CAAA T AAAC T T - - - - C T T AGGGCAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGCC T T AGGGGA - - - - - - - - - - - - - - - - - - - - - - - T T T T A T T A TGT TGGC T -
A T - - - - - - - - - - - - - - - - - - - - - - - - AACGAAAA T A T T T AA TGC T T AGACCAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCA T A T AAAA TGT T T TGTGACAACA T A T - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - GAA T CGGT T - AACGA TGACAAC T A - T T AC T AAACCAGGGGT CGGCAACC T T T T CAGT CGGAACAGACAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGCAC T AAACGA TGC T T TGCGC T T AA - AAGCGT T ACCGT - - - - - - - - - - - - -
C TGAGCAA TGGGT CGT AGA T TGA T T - AA T AAAAAAC T - - - - - - C T T A T ACCAGGGGT CGGCAAAC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T T CAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGT CCA T ACAA T T CACGCCAC T CAA - T T T TGGAAAAC T T C T AA - - - GT T C -
T - A T ACAA T ACAA T - - - T AAAAAA T T T AAAAAAAAAC T T AA T T CC T AGACCAGGGGT CGGCAACC - T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGACC T AGACCA - - - - - - - - - - - - - - - - - - - - AC T T C T CAC T ACACC T CGT -
T - A T AGAA T TGAA T C TGT ACAAAA T T - - - - GAAGT A T T T AAA T CC T AGGGCAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAA T T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGACC T AGGGT A TGCA T T T C T T T AAA - GT T T TGT T T T T T AAAA T A T T T AA T A
- - - - - - - - - - - C T T CA T A T T T AA T A TGAGAAAAGT AACCAA T C T C T AGAGCAGGGGT CGGCAACC T T T T T AGT CGGAAGAGT CAAAAA T T ACAAC T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGT C T AGAGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGT TGT T T -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGT T T AGGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGCC T AGT ACA - - - - - - - - - - - - - - - AACCGCACGT T TGCCAGGC TGT C - -
- - - - - - - - - - - - - - - - - - - - - - - - - - GT TGGACA TGCGT - A T AAC T AGA T CAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAAC T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGT AC T AGA T AA - - - - - T A T TGCAAA - T T A T T T AAG - - - - - - - - - - - - - - - -
- - - - ACAA T - CA T T T TGAAA TGA T A - A T T A T AAAA T T CA - - CGT C T AGT CCAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAAC T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGGT C T A - - - - - - - - - - T C T AACAAA - AAA TGG - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - GC TGCC T - AACGAAAACAAC T - - T T T C T ACGACAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAAC T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGCGAGCCGCAGGT TGCCGACGCC TGA T C T ACGACG - - - - - - - - AGT AAA - T A T T C - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGT AGGGCAGGGGT CGGCAACC T T T TGAGT CGGAAGAGT CAAAAA T T ACAAC T T ACA - - - - - - - - - - ACA T CCAAAGAGCCGCA TGTGGC T CGC T AGCCGCAGGT TGCCGACGCC TGGTGT AGGGT A - - - - - T ACAACAAA - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 1593bp; fragments: 212; full length: 0 (>=1433.7bp)
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 size: 1893bp; fragments: 211; full length: 0 (>=1703.7bp)
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 size: 6049bp; fragments: 283; full length: 1 (>=5444.1bp)
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