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CAAAC T CA T T TGCAAAA T TGAAA T T TGAGAAC - - - - - - - - - - - - - - - - - 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 TGTGT A - T T T AA TGAACACGA T T AGGAAGT A T TGC T TGCAA
CAAGAGAAAC T CAGTGAACGAAA TGAACGAGT - - - - - - - - - - T AC T A T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGAAGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAC T CAA TGGT CAA T AA - - - - - - - - - - - - - - AGT T T T A T TGT T T T T C T AA T
- TGGAAA T T T T ACCACCC TGT A T C - - - - - - - - T CAA TG - - - - - - - - - - - A TGT T AGAAAA T A T CAAAAAA - GGT 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 - - - - - - - - - - - - - AAA T T T C T T AGAA T AGGT CCAAGAA T CACCCCC T T AA
CCAGCAGCAGT T CGGAAAAGC T A T A T AGA T TGA T AA TGCA T TGT 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 T CAGCCAAA T - - - - - - - - - - - - - - - - - C T T T AA TGGT T T CAA T CGGT
A T T A T A T A T T T TGT AA T TGC T T A T T T AAAAAA T T A T T T T A T - - - - A T AAA 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 T A T AGA - - - - - - - - - - T AGA T CA T T AAAAGT T T T T CAGAA
T T CAGGT - - - - - GAAC T AAC T T T T C T T AAAA T T T AGT T - GT - - - - - - 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 CCCGCGCAACAAAACCGACC TGC T A T A T T T T T T A T T T T TGAA T T A T ACA TGC TGT T C T AAA
T AAGT A T T T T T T T T C T CGT T AAGT T CGA T T 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 CCCGCGCAACA T CCCCAGCCAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT TGAAAC 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 CCCGCGCAACAGAAACCAAAGCAA - - - C T CA T T A T ACA T A T T T T ACACA T AC TGCC TGCAA
AGT A TGC T T A T T T T CAAGAA T AAA T AGT A T A T T T AA T T T ACAGT 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 AG - - - - - - - - - - - T C TGT CGAACGAGAACAGTGACAGT TGCGT C TGT
T T AAAAAA T T T CAACACAAC T AA TGT AAA T AC - - - - - - - - - - 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 AAAA - AC T T TGACGT T T AA - - - - - - - - - - - - - - - - T T AA
AAA T TGGC T T CAAGAAAGTGT C T T T T AACA T T - - - - - - - - - - - - - GT AAA 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 AGAAGAA T T TGGCAAGT TGAA - - - - - - - - - AA T CA T CAGAA
T CAACAAA T AGAAC T AACCCCGA T CACGT C T C - - - - - - - - - - GAGGT T CC TGT T AGAAAA T A T CAAAAAA - GGT 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 TGAA T CAAAA T A TGACGT ACAG - - - - - - - - - - - - - - - - - - - -
CCCAAAA T CC T AAC T CAA T AGAA TGT CAAAAC - - - - - - T AAC - - - - - - - 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 A TGCAAGGT CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AGGT A T AC T C TGT A T T ACGT AA TGT T TGC T T - - - - - - - - - - A 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 AAA
CACGT ACA T CCCC TGAAAC T TGACAGAG - - - - - - - - - - - - - - GT 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 CCCGCGCAACAAAAG - - - - - - - - - AAA - - - - - - - - - - - - - - AAC TGA T TGC T T TGGT T T CA
C T AAAAAC T C T C - - CGAA T T AAA T T T CAA T T - T T AA T - - - - - - - - - - - - - - - T 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 - - - - - - - - - - - AA - - - - - - - A T AAAAAGC T AGAAA T TGT A TGA T T CAA
T T AA T T T A T C T T AAAC T AAC T AA T - - - - - - - - T T AA T CCA T A T T C T AAA T TGT T AGAAAA T A T CAAAAAA - GGT 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 TGACACCAAAGGA T T C T T AAGT AAAGC T T AAGT AC T T T T C T T T AA T
T AAA T AGGT A T AAAAA T T A T AAA T AGGT ACAA - - - - - - - - - - - - - - - - - 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 C - - - T CA T CCGCA T C TGA - - - - - - - - T T AC T AGT T AGA
GT AC T A T TGCCGGCCAGCCGT A T T T AGAAGT T TGCGT T - - - - GT 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 A T AC T T CA T AAA T ACAACCCCACGA TGT T A T T CCCAA
GCCA T AC T A T C T AAAGCCGAGAA T A T ACC TGG - - - - - - - - - - - - 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 CGGA - - - A T ACCCACACCGGGGGAA T CCC T T T C T T T CGC T A
C T AAGACA T T T T - - - - - - - - T AGCCCAAAG - - T T 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 CCCGCGCAACAGGT T CACCCCCCCAAA T T T T AAAGGAGT A - - - GAGAAGT CGA T AGGGCGA
GT CAGA T T T T AGT T CGGA T A TGT C TGAAA TGT - - - - - - - - - - GT T T AA T A TGT T AGAAAA T A T CAAAAAA - GGT 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GACAAGTGGT TGAAAGAA T ACGCC T T T T CGT T - - - - - - - - - - GT TGT CAA TGT T AGAAAA T A T CAAAAAA - GGT 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 - - - - - - - TGT AC TGGAACAAACACC T AAAGT T T T A T T T TGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - - - - - - GT 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GGAAAAAAA T C T A TGAAAA T CAACCAGAGT C T - - - - - - - - - - GT 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 CCCGCGCAACAGGGCCCCCCCGCG - - - TGAGGCAGA TGAGGA T T TGAAAGA T T ACACGT A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT A T T A TGT T AGAAAA T A T CAAAAAA - GGT 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 AA T T - - - - - - - - - - - - - - - - - T T A T A T A T T A T T T A T T T T A T
A T AA T AGGT A T T T A T AAA T A T AAA T A T AAA T T T T AA T C 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 - - - - - - - - - - - - AAAGTGAGACAAAAA T AA TGGT A T T T T AA TGT 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 TGGAAG - - - - - - - - - - - - - - TGCAACAGT T C T ACC T CAGT
GAA T CAACA T T T ACAGACGA T AA T CCAAA TGC TGGA T T - - - - T A T T A 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 T AC T AAAA T TGA T T AA T TGAAAAGT T AAAAAGT T AACA T AC
A T AA TGAGT T T TGA T TGC T T TGGT T T CAA - - - T TGT T T T A T AA T 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 A - AAAC T T T T T ACA T A TGGGC T AGT C T T T T TGT A T ACGG
A T AGCAC TGCCCGT CA TGCGT A T T CGAAC 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 CCCGCGCAACAGT CAA T AC - - - - - - - - - C TGT CAAA T CGGAC T ACCCACGA T T C TGT C T A T
- - - A T A T TGT AA T ACAAA TGT AA T T T A T T A - - - - - - - - T A T ACCCGT 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 CCCGCGCAACAGT A T A T AGCA T T - AAA T A TGACCCGC T T T A - - - - TGAAAGT T CA T T TGAA
ACGGT T C T T T T TGT TGT T T T T AA TGA TGCGT 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 AGGCAGCCC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T T T T A T T T T CA T T AAAA T AAA T T T AA T T T T T T T A T T T A T T C T T T AA 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 CGA - - - - - - GAA T T T A T T A T T TGT AA T T AA T AA T A T A T T AA TGT C T
T T AAAA T CC T T ACACAA TGGC T T T CCAGA T T T - - - - - - - - - - T TGCA T 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 CCCGCGCAACACA T AAAACCAA T T AAAAC TGGT ACAAAAAGT CAA T T ACC T TGT AAC T T CA
CCGAGAGGCGT AAAAAGACCAAGTGAA TGACC - - - - - - - - - - GA TGGAAC 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 ACGACA T T A - - - - - - - - - - - - - - - - - CAGGGACAAAACGACA T CAA
T CCA TGT T A T T T AAACA TGAAAA T AAAAGGAC - - - - - - - - - - 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 T - - - - - - - - - - - CA TGCCGAACAGGGT T T ACACCC TGT ACA T A TGG
TGAGTGT A T T T T ACACACAA TGA T T T AGAAGT - - - T T T T ACAGT 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 C - CAGAACC T C T TGA T T AACA T A TGGGA T A T T CA T C TGACA
T TGA TGGC T C T AA T CAAA T C 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 TGGGACGC T T T A - - - - CAGA TGT CA T A T ACAG
A T AAAAC T T T T T C T C TGT T T T CA T T T T A T C - - - - AA T T - - - - A T AAC 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 - - - AAAA T T ACAA T T AAAAAA T A T T AAA T AAA T A T T ACAA
T T AAAAGT T T T AAGAAAAC T TGT T C T AA TGGA T T AA T A - - - - C 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 - - - - - - - - - - - - - - - - - T T CAAAACCA TGCCC T C T AA
AAAA T A TGT A TGAA T ACGACAGA T A TGAGC T T T T AGT T - - - - TGAA T T T T TGT T AGAAAA T A T CAAAAAA - GGT 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 AAA T T T T AAA T T C TGGA T TGA TGGAAA T T CA T T T CAA
GCAGAAAA TGT A TGGT AAAGGAAAAAAA T AA T - - - - - - - - - - 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 AAGAAC T T AGTGT T C TGGGT AA T T T T T T ACCCA T T CC T T
T A T A T A TGCCA 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 AA T AAA T A T A - - - - - T TGT T A TGGT TGG - - - - CCAAGT ACC T ACC T AA
T T AGCGACC T T AAGCAAGTGCAGT T T AA T A - - A T AAC T - A T AGT 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 TGACAAAA - - - - - - - - - - - - - - - - - T T T T T T AACAGT C T C TGCGG
TGAAAAACCC T AAAA T T ACGGGA TGA T A T CCCCCAA T C T AGAGA 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 - - - T T T CAAACAC T AGGAC T T T AAAAGT A T T T T CAA T
T AAAAA TGT A T T AA T AAACCCAGT - - - - - - - - T T AC T T - - - - GT 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 TGAAGAA T T T AACAA T CCAAGT T T T CAACAAAACCC TGT T A
A T TGT A T A T TGGA T T T T T T A T AACAAAA TG - - T T AA T T T A T AC T A T A T T T TGT T AGAAAA T A T CAAAAAA - GGT 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 ACAAAAA T T A T T A TGT T AGAA T T AA T CA T A T T A T C T T TGG
AAAA TGT T T CA T CC TGGCGGCAA T CC TGA T T A - - - - - - - - - - CCGC 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 AGGT T T T T T AAAAA - - - - - - - - - - - - - - T T CC T TGC TGA TGGGT CCAA
ACAAAA T T CAGGAAAA T T T A TGCC T AAACC T C - - - - - - - - - - C 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 - - - T C T AA T AA T T T T AGT T T T CAACCA T T T AA T T C T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAACGT T T - - - - - - - GAA T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T AAA T T T CAAAC T AAA T A T A T T T T TGAGC 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 A T T TGGCC T AAA - - - - - - - - - - - - - - - - - AACAAAA T TGA T AAC T T T AA
GCAGAAAC T C T TGCAAAC TGT AA T ACGGCC T T - - - - - - T T T AGA 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 - - - - - - - - - - - A T ACC T T T T - - - - - - - - - - - - - - - - - A T CACGGT T T A
T T AGAAGC T C T T AAAA T CCGT AA T AAAAA T CC T T AGT - - - - - - - - - - - - GTGT 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 TGG - AAA T T T TGT AGAACAAGTGTGAAA T T T A T T T 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 T AGAA T T T AAAGACGT T T C T TGCAACAGCAACAAAAA T CGCGCGCGA
C T AAAA T A T A T AGGAAAA T T T AAAAGAAAA TGT T CA T T - - - - GT CGAAA 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 ACCACCA T AGT A T T TGAA TGAAGT T T T AGAGGAA T T AAGT CAA
TGT T T AGT TGT T AAA TGA T AAAA T CCAGT T T C T T AA T T T T T ACA T A T AC T TGT T AGAAAA T A T CAAAAAA - GGT 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 AC T ACC T TGT AAA TGAGAC T T T TGGT T T T TGTGT T T AA
T AGAAAGT T T C 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 AACAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CA TGT T T - - - - - - - - - - - - T T AACAAAAC T C T - - - - - - - - - - CA 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 AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T AA
T CAGA T CC T T C T C T AGA T TGT AGT - - - - - - - - - - - - - - - - - - GA 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 - - - - - - - - - - - - - - - - - T AC T TGA T CAA T AA T T T TGT
GACGCGT A T T T T AGGAACAAAAA T CAA T AGA 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 TGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AACCCA T C T CG - AA T C T CC T AAACAA - - - - - - GGA TGAAC T T A TGT CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T A T CAAAGAAGAAGTGT CGT T TGA T T T CCCGCAGC T T T CCGCGCAACGT T A T AGGAGGGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A TGGTGCCGT T T A T CACC TGTGACGT AGTGAC - - - - - - T A TGGT 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 TGAAAA T A T T TGT AAA T AAA T TGAACA T A TGGTGT T T AAAA
A T AACAAGT A T CACAAACAAACA T C T AAA T T A - - - - - - - - - - GT AAC T T C TGT T AGAAAA T A T CAAAAAA - GGT 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 AA TGA T AGT T TGCC TGCAAGC TGAC T T T T CCCA T T T A
T T CGCAAA T - - - - - - - - - - - - - A T T T T AA - - - TGAA T - - - - - - - - - - - - - - - T 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 CCAGAC T T - - - - - - - - - - - - - - - - - - - - - - - - - - C T T T T T C T CGC TG
GT AGT AA T T T T C - - - - - - - T T AA T C T T AAG - - T T AA T T T A T AGT CA T AA T TGT T AGAAAA T A T CAAAAAA - GGT 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 TG - - A - - T T T T TGA T ACAAA - - - CA TGCC TGT A T A T T AAA T
T T T A T AC T T CGCAGGT AGT AAAA T T AAACC - - - - - - - - T A - - - - - - - - - - TGT T AGAAAA T A T CAAAAAA - GGT 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 AAACAGA T C T AA T AAGT C TGACA - - T T ACGAA T C T T T T T AG
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