
Start crop Point End crop Point

MSA length = 4337
- - - - - - - - - - - - - - - - - CC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACACA T T C T AC - T T TGGCAAAAAAAGAAC T T CCAACC TGGC TGGCCCACGGC T
AAGACC T AAAA T AGGT AGT CA - CA T T TGAAACA T T A T T C T A TGT T CGAAGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T A - - - - - - - A T AAAAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GACACACA T TGCA T A - - CGCGT T ACGT T T AAAA T T A T C - - - - - - - AGGGGTGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAAC T T CCCGCGCAAC - - - - - - - - - - - T T CA TGAC - - - GC T AA T A T C T CC T CAA T A T A T CGACCC T T
GAAA T T A T AAAACAA T A - - - - - T A T A T TGCGA T CAGAG - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T ACAGCAG - - - - - - - - - - AAA T T TGACGCGAGACA T T CAA T T T AGACA T T
CGGT CCCGGGAACGC - - - - CG - CGA T TGGGTGCA - - AC T A - - GT T - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA TGT - - - - - - - GT AA T - - - - - - - - - - - - - - - GT A T A T T T T T T A T A T T T T T T
GA TGTGCA T T AGAAGT AGT TG - T T T T CAAAAACGA - - - T AA T C T T AGT T A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T T A T A T - - - - - A TGGGCGC T T T A T TGCAGA TGT CA T A T ACAGAGTGT T
AGT A TGTGT AAACAGT T T T TG - T T T T C TGGTGT T T - - - T AGT - - - GT T A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T A T AAC - - T T AA T AA T AAAA TGT A T T ACAAC T C T AC T T T - - - - - - - - -
A T AAC T CA T CA T ACA - - ACAA - T T T A T AGAGGT T AA T T AAA T A T TGGAGT TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAACAGTGT C - T T T AA T CAAGAA T A T C T T TGA T T T T T C T CGGT CGT AAGT CC
AGGGA T CGAAGA T C T - - - - - - - GGT TGAAAGAA T ACGC - - - - - - - AGCAA TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT CAA TGT - T C TGAC T AGT AAAGT T T T A T T T TGT T CA T T C T CAC T A T AC T
- - - - - - - - - - - - - - - - - - - - - - T C T A TGAAAA T CAACC - - - - - - - GGGCC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGGGCCCCC T T A T AGGCAG - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T T
GAA T A T AGCAGGCAG - - T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T AC T CA T C T - C T AA T AGCGAGA TGGGTGCAACAGT T C T ACC T CAGTGA TG
AACA T T T ACAGACGA - - - - - - - T T TGT AAGT AGT AGGC - - - - - - - GT T AC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T AC T AGT TGT CGCA T T AAAGAGAGTGT T T A T T ACGCGGACAGA T T AA T
GACGT T TGGAAACGC - - - - - A - CAC TGCCCGT CA - - - - T T A T - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT C - - AA T T T A TGA T AAGGT A T T T TGTGCAGT AAA T A T TGT C T A T T T T T T
GGT A T T T A T AAA T A T T A T CCAGT T CACAAGAAA T CAGT - - - - - - - AC T A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T T A T T ACA - - - - - - - - - AAA T A T AA TGGT A T T T T AA TGT A T AAC T A T AC
AA T A T A T A T AGT T TGT T T T T A - T A T A T T A T AA T T AAA - AA - - - - - AGAA T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AA T AGC T T T T AAACAGAAA TGT AGCA T T A T AC T CACA T T T - - - - - A T C
ACCA T TGT TGAACAG - - T T CACCGT AAAAAGACCAAGT - - - - - - - AGAAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAAC T ACGAGCAAAACGAA - - - - - - - - - - - - - - - - - - - - - - - - - ACA T A T T
A T T AC T T AG - - - - - - - - T T T A - TGT T AGGA T A T CG - - - T AA T - - - GCA T C TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T AA T C - - - - - - - GACAA T AAAAAAAACC T T AGT T T CA T T T T A - - - T T A T T
T AAGT C T AGAAACGAAAC T CA - T AA T T AAAA T CC T T AC T T - - A T A - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACACA T - - AAA - T A T A - - - - - - - - - - - - - T A T AAAA T AAAC T T T CAA T TGGT T
GCGT AACGT AAACGT CAA T T A T CGTGA TGGAAAAAAAC - - - - T T TGCGGC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T AGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCCC T T
- - - - - - - - - - - - - - - - - - - - - - T A T T A T AAAACACCCC - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT A - - - - - - - ACA TGGA TGCAACC T A T AACAGT TGCCCAACGCA T AGT CC
AA T A T A T AAAAA TGC - - T T CA T TGAC T T AAGGT T AAGCAAA T - - - - - AAGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACACGAAGAAG - - ACAAA T ACAAAAC T AGC T C T AGAAGAC T T AAAA T A T CAC T
- - - - - - - - - - - - - - - - - - - - - - T A TGC T AGGGCAA T A T - - - - - - - A T AA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AA T AAA T - T T AA TGT TGAA T C T AGT T T T ACC T C T T TGC TGA T AA TGC T
- - - - - - - - - - - - - - - - - T T T A - - - - - - - - - - - - - - - - - - - - - - - - GGT AA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAGT AA TGAGTGGAGAGAAAAAAGAAGT CAGAA T T T T T CGGGT T AAAAA T T
- - - - - - - - - - - - - - - - - C T T A - T AAA T T AAGGT T A T T T - AA T T T - - - ACC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAAACCGAC - - T T AA - - A TGAACCCCC T T CA T A T T T T T T A T T T T TGAA T T A
GAAACACACACGACA - - T T T C T T ACGT TGA - - - - - - - - - - - - - - - - - T T C TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGA T - - - - - - A T T AA TGGT C T CACGT A T A TGT T C TGT AC T TGT AGACC T T A
T AAAACAA T AAA TGG - - T T TGT T A T T T AAAAAAAA T C T T AAA - - - AAAAA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AAA T A T - T T CCGCAAC - - - - - - - - - - - - - - - - - - - - - - - - - GA T CA T T
GCAAC T TGCAGAAAC - - T T T A - T T T T T AAAGAC T T - - - - - - - - - - GGT T T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T T A - - - - - - - - - - - - - - - T T T AA T AGT T T T AGC T C T T CC T T T AGC T C T T T
- - - A T AAAGAAA T A T T A T A T A - GGCGT T AG - - - - - - - - - CA T - - - T C - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T C T CAC T T AAAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - T T ACA T T
- - - - - - - - - - - - - - - - - C T CA - CA T CC TGACA TGG - - - T T AC - - - CGT CC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T T CC T AG - - - - - - - AAAGA T AC T TGA T CAA T AA T T T TGT T T T AC T AGC T
AAAA T A T A T T ACCCG - - T C T A - CA T T T CGAA T AAGT ACGT A T A T T AGT TGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAGT - - - - - - - - - - - - - - - GA TGA TGGCAGCACAAAAA TGAAACGT CGGT T
GT A T T A T AAAAA T T A - - C TGA - T A T T T T AGGAACAAAA - - - - - - - - - AAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T TGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCCA T C
GAGA T T AAGAAGT AA - - T C T A - T A T AGGAAAA T T T AAA T AAC - - - GGAA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGAAA T A T A - - - - - - - - - - AAAAA T A T T TGCAC - - - - - - - - - - - - - T T A T T
- - - - - - - - - - - - - - - - - T C TGT TGTGGCAAAA T T AGGT - - - - - - - ACAC T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AC T CAG - - - - - - - - - - AGA T T T T C T A T CCAACC TGT A T T T T C T T T A T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T - - - T AAA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA TGTGT T T T AGT T T C T T C
- - - - - - - - - - - - - - - - - - - - - - CA T A T T ACAA T CA T T T - - - - - - - T A T T A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T T AGAA T T A T AA T ACA - - - - - - - - - - - - - - - - - - - - - - - - - T C TGA T T
AGAAGGGAGAGAGAA - - - - - - - - AGT TGGAGAA T C T AC - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T C
- - - - - - - - - - - - - - - - - T T TGA T ACC T T AA T A T A - - - - - CA T - - - CC T T T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T T T T T A - CA T AGAAAACAAA T T AAA T C T A T T T A T T T C T CA T T T TGA T T
- - - - - - - - - - - - - - - - - - - - - - T AA T TGACGTGT TGA T - - - - - - - - - AGGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT T T T T
AAAAA T AA T AGAAAA - - T T T A - T A T T AA T AAACCCAGT T AA T - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAC T T T T AAAA - GTGAAAA T AAACAC T A T AA T AA T AA T A T T T C T AAACAA T C
A T T A T T T ACAAAA T T - - - - - - - TGCC T AAACC T CAAA T - - - - - - - GCAAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAACAACAGT - T CCAA T A T A - - - AA T AA T T T T AGACC T AA T T T T CCGAA T T T
AAAA T T ACGGGA TGA - - T A T AGCA T AGCAAAA T A T ACA - - - - A T A TGGT A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGGGT A T AC - TGCGAGAAAAAAAGT A T T T T CAA T C T TGC T A T TGGA TGT T T
TGT A T T ACGT AA TGT - - - - - - - T T TGC T AGAAA T ACA T - - - - - - - - - T A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T A T - - - - TGT AAAAA T AAAACAAA T T C TGAACAAGT T T T C T A T T T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAC T C - - - - - - TGCAGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T
T AAAC T AAC T AA T AA - - - - - - - - - - - - - - - - - - - - - - - T AA T A T T A T AA T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T AAA TGAC - GA T AGTGAAGT AAAGT AC T C T T AAGT AC T T T T C T T T AA T T T
AA T T T T TGAA T C TGA T T CGCA - T A T A T C TGAA T T T A - - T AA T A T T AGT A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T A T CA T T C T T A - - - AG - - - - - - - - - - T T T CGC T AACA T T T CCACCA T T
AGT C T CAACAAA T AG - - T C T C - GA T A TGGAGGT TGAA - - - - - - - - GG - CC TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T CC TGA - - - - - - - - - - GAGAC TGC T T C T A TGGTGT C - - - - - TGCCGT C
GAAA T T CAC T AAAAA - - - - - A - CGCCCAAAA T CC T AACAAAC - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A TGCAAG - - - - - - - - - - - - AGCC T ACGT T T T AGCGGC T T T T CA T AAA T T
AGAA T AAGT AGGAGC T A T A T A - TGCGCCAGT AA T AACA T AA T - - - CGAGA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA - - - - - - - - - AAAAAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T
AAGA T T T ACAACCAA - - TGT A - T A TGGGGAGT - - - - - - AAA T A T A TGT T C TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGGT T CACC - - GT - A T T A T A T AAA T AA T T A T A T CC T CC T AAAGAACAA T T T
T AGA T T CA T CAA TGG - - - - - G - AA T TGT AGAACC - - GC TGA T A T T TGA T A TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T T A T A T TGT TGT T
GGT AAGT ACA T AC - - - - C T T A - - - - - - - - - - - - - - - - - AAA T A T T A T A T A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T A T ACAC - - GT AAAGAAGGCCAACGT A T T AA T CAAC T T TGACGT T T AA T
A T AA T AAAAAAAAA T - - - - - - - GGT A T AAAAA T T A T AA - - - - - - - - - - T T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAACA T T T AA - - - - - - - - - - T AAAA T CGT CA T CCGCA T C T - - - - - GA TGAC T
AGAAGT TGT A - - - - - - - CC T A - TGT T TGGAGC - - - - - - T AA T A T T TGAA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGGAA T AGG - - - - - - - - - TGCACA T A T T T T CA T T T T CACC TGAAAAC T AC T
A T T A T C T AGGT T AA T - - T T CAGT C T T T T AACA T TGGAA - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT AAAAAG - - - - - - - - - - GAAA T T AC T T T T A T C TGGA T T AA TGT AAGA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T T T - - - - - - CCCGACAGT A T CACAGGT AAAAGC T A T T T T C TGT CA T T T T T
AGT A T AGA T AGA T AA T AC TGA T T T AGTGA TGA T TGAA T - - - - - - - AGAA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACACAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T C T T C
AAAAAGT AGGGT T A T - - A T T A T TGCGT T AAGGCAAAA T T AAA - - - GGAAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGAAACCAA - - - - AGCAA T AAAAC T CA T T A T A - - - - CA T A T TG - - CC TGT T
GGAAGT T AAACA T AA - - CC T A T C T CGT T AAGT T CGA T T - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T CCCCAGCG - GTGACAA T - - - - - - - - - - - - - - - - - - - - - - - - - GAC T A T T
AAAC T AAA T AAA T T A - - - - - - - T A T T T T TGAGC T A T A T - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T T TGGC T - A TGA T AACAAAAA T A T A T CAAAA TGGC T A T T T A T T AAA T T
- - - - - - - - - - - - - - - - - - - - - - GGT AGT AAAA T T AAAC - - - - - - - - - - - - TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T AC T CCAC T T T T A T T AA T TGAACGGGCA T T ACGAA T C T T T T T AA T CGAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAAAACA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACACGT T
- - - - - - - - - - - - - - - - - GT T A - TGT A T AAAAC T T T T T C T AA T - - - T A T AGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAC T AGT AC - T T T AACAA T T T AAAAAA T A T T AAA T AAA T A T T ACAAAC T T C
AAAAGT T TGT AA T AACA - T CA - T A TGT A TGAA T ACGACGA T CA T T - - - - - TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T T - - - - - - TGT AAAAAA - - - - - - - - - - - - A T T A T T AGT T T T AA T T C T T T
GCGGT ACACCAA TGG - - - - - A - T A TGGT TGA T T T - - - - - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGA T T T T CG - TGCAAAAAGA T AGT AGC T AC T A T TGA TGC T T CC T C T TGA T T
GAAAGGT AAGAGT AA TGT CCA T T A T T T AAACA TGAAAA - - - - - - - T A T A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGGT A T - - - - - GT ACGCA TGAACAGGGT T T AA T A T T CAC T T A T T A T A T A T T
A T T A T T T AGAA - - - - T A T T T A T CGT A TGGACGT CA - - - T AA T A T T TGGGA TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T AG - - - - - - - - - - GACA T T A T A T T CA T A TGAAGT T T T T T T C - - - - - - - - T
ACGT T C TGAAA T CAA T T T T T A - AA T A T - - - - - - - - - - - - - - - - - - AA - A T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T CA T AAA - - - - - - - - - - AAAACGC T T TGT A T A T T A T T T T A T T - - - CA T T
AACAACAA T AA T T AG - - A T AA - T A T T T CAA T A T AA T T T T AC T A T T - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T T CCAGA T - GT AGT TGT AAAAGCAC T AC T A T T CACCA T T A T AAACAGT T
AGGA T CAGGAAA T AA - - C TGA T T A T ACA T A T AACAAGT - - - - A T T TGT T C TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - A T T A T CAA TGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGGGCAACAAC T T CCA - - - A T AAAGGAGAA T AGGA T T T AA TGAGCA TGC T T TGA T AGT T
- - - - - - - - - - - - - - - - - - - - - - T AA T T T AA T AA T AAA T - - - - - - - TGTGT TGT T AGAAAA T A T C - AACAAAGGT ACA TGT T ACGCCACC T A T CAGT TGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T T TGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT TGT T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAACGT T - - - - - - - - T TGGT T AAAA T AGT C T T - - T T T CA T T T T - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - T AA T T T AA T AA T AAA T - - - - - - - TGTGT TGT T AGAAAA T A T C - AACAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGT AGT AGCA T TGT T TGA T T T CCCGCAGC T T CC TGCGCAACA T T TGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT TGT T
- - T AGT CAAA - - - - - - - T CCG - T CA T T AAAGT ACAAGC T AA T - - - - - - - - TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T A T T AAAA T AA T T
GAGA T CGAAAGA TGGT A T T TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGAAGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAC T - - - - - - T T T AGT AAA - - - - - - - - - - - - - - - - - - - - - - - - - AGT AC T T
- - - - - - - - - - - - - - - - - - - - - - CA T A TGAA T A T CGTGC - - - - - - - T CGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T - - - - - - TGT AACCGCGA T ACCGGGT C T T T T TGAA T T T T T T AA T TGCC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T T CCGCAGC T T CCCGCGCAACAGA T - - - - - - - - - - - - - - - - - - - - - - - CGC TGT C T T T T T T A T A TGT AAA T T
AAAA T - - - - - - - - - - - - C T T A T T AA T CCAAAAA TGA - - - - - - - - - GGA T A TGT T ACAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GC T A T CAAAGAAGAAGTGT CGT T TGA T T T CCCGCAGC T T T CCGCGCAACG - - - - - - - - - GA TGGT A T C - - - - - - - - - - - - - - - - - - - - - - - - - AAC TGT A
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 size: 4337bp; fragments: 294; full length: 72 (>=3903.3bp)
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