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CACAA T AGA T C TGT AAGGT CGCAG - - - - - - - - - - - - CC T CC T AAACA T T C 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 ACA T T C T - AA T TGACAAA TGACACAAAAGAAC T T CCAACC TG - -
CGT T T A T TGTGT CA T C TGT TGTGA TGT T AA T - - - - - T T T ACCGT TGT 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 CCCGCGCAACAA T AAGGACA TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CGT T T AAAA T T A T CCCCGA T A T A T - - - - - - - - - - AA - - - - - - - - - - - - - - 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 CCCGCAAC T T CCCGCGCAACAAAGGGT AC T T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T
T A T - - - AAA T AGGT AC T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - GAAACAG - - - - CCA T T AGCA T AC T
AACCAA T AA T AGCAA T CGAAA T T A - - - - - - - AAAAAGCCGA T CGA T ACAGTGT 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 ACAGCAGC TGACAACA T T CAA T T T T AAAA TGAAGACA T T CAAAGCGG - -
CAACAAAC T CA T T TGCAAAA T TGA - - - - - - - - - - - - TGAGAAC TGTGT 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 TGT A T AA T T TGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T CACAAACAAACA T C T AAA T T A - - - - - - - - - - - - C TGT C TGT AAC T 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 CCAGGAAA T - A T CAAAGGAACCGGAA T AGGA T T T AA TGAGCA TGT C
T AC T T CC T AAC T C T T T CAGAA T AA - - - - - - - - - - AACCACGTGT A T T TGT 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 T CACGT ACA T CCCC TGAAAC T T - - - - - - - - - - - - AGAAACGT CAAAGA 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 CCCGCGCAACAAAAGAAAACAACA - - - - - - AACCAAAGCAA T CAAAAC TGA T TGC T T TG - -
AC T AAAAAACC T CGCCCAAAA T CCCA T - - - - - - - - - T CAC T A T CGT A TGC 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 TGCAAGGT CAA - T CA T AAA T T T AAA T T T T AGCCA T T T A T T ACGACGA T
- - T TGC T TGT T T TGC T AGAAA T - - - - - - - - - - - - - - - - - - ACA TGT 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 A T T T T AAAAA - TGTGT A T T TGTGAAAA T TGGGACA T AACGGACGAA T
- - - T C T AGGT T AA T T TGT AAA T TGT A T - - - - - - - TG - - - - - - - - - - - - - - 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 AAAAAGT AGAA - GA T T AA TGT C T AGTGAA T AAGA T T TGCA T A T T T T - -
AA T T A T A TGCC T T - - - - - - - - - - - - - - - - - - - - - - - C T AAGT A T AC T CA 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 CA T T T CA T AAA - GA T T CAAA T AGT AA T AGAAAAAGA T T T AA T T A TG - -
AAC T ACA T A TGC T T T T AGACA - - - - - - - - - - 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 - - - - - - - - - - - - - ACAACGCGA T A T A - - - - - - - - - - - - - - - - - - - - - - - -
TGT T TGGAGC T T TGT A TGCAACGA T A T - - - - - - - - - GTGGT TGT TGGAA 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 AGGCC T C T - T CACC TGAAAAC T AC T T AGAGACC T T CA T AAA T A - -
AAC T AA T T T AA T T T T TGAA T C TGAAA T T T A T ACAGGC TGGCAGA TGT 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 T A T CA T T CGGAA TGACGTGACGCA T T TGAAGGAA T CCC T T T C T T T CA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAGGTGT T T AA 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 AA T A T A T A T T A T - TGT T T AGA T T TGGAAA T T AA T T A T T A T T T T AA T AA T
CGT C T CAGGT AGA T A TGGAGGT - - - - - - - - - - - - - A - - - - - - GAGGT T 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 CCCGCGCAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - T 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 ACACGT T AAA T AA T T AAACAA T AAAACAAGCAC T TGT TGT A T CAA T
T A T AAAAA T T A T AAA T AGGT ACAA - - - - - - - - - - - - - - - - - - - - - - - - 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 CA T CA T T T TGAA T T AC T AGT T AGAA T AA T T T T AAGAGA T A T
AGT T AAA T AAA T T C T AACGT A T - - T A T T CA T AA - - - - - - - - TGT TGGT 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 CACCCC - - - - - - - - ACCGT A T T A T AA T AAA T AA T T A T A T CC T CCA T
AAA T A T T T C TGT CA T ACAAAA T T A - - - - - - - - - - - - A T A T AGGT T T T 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 CCCGCGCAACA T T T AGC T A T AGT CACA T T T T AAA T CACAGGT AAAAGC T A T T T T C TGT CA T
AA T T AAAGGT T T T AA T T TGAAAAA T A T C T A T AA T AAA T T T A TGA TGGGT 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 ACA T AA T - GAACGAAGC T T T T T T T CAAACAC T AGGT T ACCC TGT
T A T CAAAA T T T A T T ACGGGCACGT - - - - - - - - - - - - CGT AACC T A T A 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 AA T ACA - T A T ACAA T AA T T AAA T T AGAAAACC T T CAAA T T A - -
CAC T A T T CA T ACAC T AAAACACAA - - - - - - - - - - - - T AC T C T A T AAA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAACGT T T TGGTGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GAA T AGGGA T C T T CA T T T T CAAAAC T T - - - - - - - AA - - - - - - - - - - - - GGTGT 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 AGGT T T T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AA T AGAAAAGT T A TGAGAAA T - A T A T T AA T A T A - - T TGC T AGT AC 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 T T T AAAA TGAAA TGACGAAACAC T A T AA T AA T AA T A T T T C T A T T T AA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T AGC T AACAAC 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 ACAAA - AGT CCAAA T A T A T T T T C T AA T AA T T T T AGACC T A - -
T A T T A T CGT TGT T T T CAAAAA - - - T - - T T TGA T A - - AA T C T AGT A 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 CCCGCGCAACA T A T T A T A T A TGGGAA T ACAGAGTGT T CAAACAAC T AC T T C T AC - - - - - - -
AGAGT AA T A T C T CGGTGGACGGT T T T T - - - - - - - AACAAAA T A T TGGT 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 TGTGGT A TG - GCCGAACAGGGT T T AA T A T T CAC T T A T T CA T T T AAC
AA T TGA TGT T AC T T T T TGGT A T T A - - - - - - - - - - AGA T 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 CGT CCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - T CAA TGGAAA T TGT TGGT A T - - - A T T - - - - - - - - - - - - - - - - - - - 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 C - - - - - - - - - - TGCCCCACAA T T AAAA T T T T T CAC - - - - - -
T ACGACAGA T A TGAGC T TGAACAC TGT - - - - - - - - - A T ACAGTGAA T 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 CCCGCGCAACAA T T T T T AGA T AA T - - - - - - AA T T A T T AGT T T T AA T T C T T T T AGAA - - - - T
CC T T AC T TGCC T T A T T ACAAGAGACC T - - - - - - - - ACCAACAC T T AAAAC 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 C T T T A - AAGT CACACGT T CAAAACCA TGCCC T C T AA T C T A - -
AA T CA - - GGT A T T A T T T T A T A TG - T A TGT - - - - - A T A T AGCA TGT 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 A - - - - - - - A T A - TGT T A TGGT TGGT TGCCAAGT ACC T ACC T AAA TG - -
TGT CACGT ACC T T T T CAAA TGT - - T A T T T A T AAAAA T CA TGT C T ACGAAGTGT 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 CCCGCGCAACACGAAGAAGCA T AA - - - - - GAAA T ACGAACACAAAAACC T A T CGGGACAGC
GA T CAAA TGT A T CC T T C TGCC - - - T - - - T A T AA - - - TGT AAGGT T AGT 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 TGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAA T AAGAGT T T CACAAGAAA T CA T A T - - - - - - - - - AA T ACAC T T A 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 CCCGCGCAACAA T T A T T ACCGAAA - T A T AA TGGT A T T T T AA TGT A T AC TGT AC T A T AC T - -
CGT T T A TGGCACGAA TGGT TGT CACA T T T A - - - - CAA T CGAGGAGACAGT 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 T ACGGA T TGCGGAAAGCAA T A T A T T T A T AAAAACAGC TGGT TGGGCC 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 CCCGCGCAACAGGGCCCCCCCGCGAAGA T T ACACGT A T T AA T CGA T ACA T C T T T AA T CA - -
AGT CAAA T T T CCGT CA T T AAAGT A T A T - - - - - - - - - - - - - - - - - - - A T 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 T T AAAA T - - - - - A T T T AAAAAAA T A T AA T CAAAA T T T A T A T A T T A T A T
AAA TGCAGC T C T T TGT AAGT AGT AAA - - - - - - - - - - - - - - - - - - - - - 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 A - - - - - - - - - - - - - - - - - - - - - - C T AGT T AC T AGT T A T T - - - - - - - -
T T TGAGT TGT T T T T T C TGGTGT T T T A T T T A T AAA - - - - - - - - - - - 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 A T AACCC T AA - - - - - - A T A T T T AA T AA T AAAAA TGT A T T ACAAC - - -
AAC T AA T AA T ACC TGT CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 CAAA T CGGAGTG - - - - - CGC T ACCC - - - - - - - - - - -
- - - T AGAGGCCC T - - - - - - - - - - - CGC - - - - - - - AAC TGGGAGT TGT CAA 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGT T CCA T AC T T A T CCA T AAA T AA T AC - - - - - - - AA T T T T A T A T T T AC 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 AC T CA T CCC TGG - GGCC T A TGAC T AG - - - - - AAGAAC TGAA T AGC T T - -
AAGT ACGGA T T C T AAAAAAAA T - - - - - - - - - - - - - - - - - T AAGT CA 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 CCCGCGCAACAA T AA T AGCA TGTG - T A T T C T A T T T T TGA T ACAAACA TGCC TGT A T A T T A T
AAC TGCCCA TGCC T T CCAGCAAGA T AC T T A T AAA - - TGAAAGGA TGT 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 CCCGCGCAACA - - - - - - - - - - - - - T T T AA T AGT T T T - - - - - - AGC T C T T CC T T T AGC T C - -
- A T CA T TGGT T T T - - - - - - - AGGA - - - - - GGAAAAA - - - - - - - - - - GT 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 TGA TGA TGGC - AAA TGAAACGT CGGT T TGAAAA T C TGA T AACACCA T
T A T T A T AAAAA T T A T T T T A T A T - - - - C T AACGAGAG - - - - - - - - - - T 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 AACCCA T C T CGAGAAAA T AGCA T T T TGGCGCA TGTGT A T T AC T T CCA T
T T T T A T TGGT AA T T C T T T T T C TGT T A TGCA - - - - AAA T T TGACA T A T AC 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 CAGGT A T A - T TGT AAGA T T T T C T A T CCAACC TGT A T T T T T A - A - -
T T C T A T AAGCGCGAGC TGGCGT T A - - - - - - - - - - - - T ACA TGAGAGT T C 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 C T CAC T T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T T C T CAGA T CC T T C T C T AGA T TG - - - - - - - - - - - - T AGT ACGA T A T T 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 AGGT A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T
AGT T T CA TGT T T T T AACAAAAC - - - - - - - - - - - - - - T CAAGCCA 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 A - T CCACA TGT AGGAAAA T AAAAACGT A T T T AAA T AA T
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