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T C T ACAAA T T CGA T T ACC - - - - CAC T AA T AGCCA T T T T TG - - - - TGT C T C TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - - - - - - T T T C TGAAAAAAAAA T T AA T T T T T - - - - - - - - - - - - - T T A T TGT
T C T ACAAA T T CGA T T ACC - - - - CAC T AA T AGCCA T T T T TG - - - - TGT C T C TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - - - - - - T T T C TGAAAAAAAAA T T AA T T T T T - - - - - - - - - - - - - T T A T TGT
C TGT T A T AGCGT A T - - - - - - - - T T CCGA T T T - - - - - - - - - GA T CGT AGTGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA T AGTGT CGAGT T AA T TGCGGA T AA T T T AAA - - A T TGT CA T T CA - - GGCA T
C TGT T A T AGCGT A T - - - - - - - - T T CCGA T T T - - - - - - - - - GA T CGT AGTGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA T AGTGT CGAGT T AA T TGCGGA T AA T T T AAA - - A T TGT CA T T CA - - GGCA T
T C T ACAAA T TGGT T T ACC - - - - CAC T AA T AGCCA T - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAACCA T T T T T C TGAAAAAAAAA T T A T T T T T T - - - - - - - - - - - - - T T A T T T T
T C T ACAAA T TGGT T T ACC - - - - CAC T AA T AGCCA T - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAACCA T T T T T C TGAAAAAAAAA T T A T T T T T T - - - - - - - - - - - - - T T A T T T T
CA T CGCAAC T T T A T T AGA - - - T T AGT AA TGGA TGT CCC T A T TGA TGT AAA TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT AAA T T A T A T T T A T AA T T AA T T T A T T T T C - - AA T AA T A T C T T T T A T CAC
CA T CGCAAC T T T A T T AGA - - - T T AGT AA TGGA TGT CCC T A T TGA TGT AAA TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT AAA T T A T A T T T A T AA T T AA T T T A T T T T C - - AA T AA T A T C T T T T A T CAC
TGT A T ACAGT A TGT CAAAA T - - T CC T T ACAAAAAC T T T T T - - - - - - - - A T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAA T T A T T - C T T T T TGAGAAAAA TGCA T T TGT - - - - - - - - - - T T T - - AC T AC
TGT A T ACAGT A TGT CAAAA T - - T CC T T ACAAAAAC T T T T T - - - - - - - - A T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAA T T A T T - C T T T T TGAGAAAAA TGCA T T TGT - - - - - - - - - - T T T - - AC T AC
T T T AGACAACA TGC T T T CGAA - T A T CGGT AA T T AC T T CC - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CCCGT A T T T T T T A T TGT AGAGT T A T CAA T T CA T AC T T T T AAAA T TGGACGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGGACGC - - - T T T T AAAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CCCGT A T T T T T T A T TGT AGAGT T A T CAA T T CA T AC T T T T AAAA T TGGACGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGGACGC - - - T T T T AAAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CAGT AAAC TGT A T AA T AA TGGT ACCAA T - - A T ACC T - - - AAAA TGT AGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT AGGC - - - A T CCA T TGGCGA T ACAGT C T T - - - T AAA T T T T T T - - GCCA T
T CAGT AAAC TGT A T AA T AA TGGT ACCAA T - - A T ACC T - - - AAAA TGT AGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT AGGC - - - A T CCA T TGGCGA T ACAGT C T T - - - T AAA T T T T T T - - GCCA T
TGGTGAAAGT T TGAAACA - - - - - - - - - - - - - - - - - - - - - - TGT AGAA TGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - AA TGG - - - - T T T AAGCAAAA T AAGGAA T - - - AA T AA T T T T T T - - T T CA T
TGGTGAAAGT T TGAAACA - - - - - - - - - - - - - - - - - - - - - - TGT AGAA TGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - AA TGG - - - - T T T AAGCAAAA T AAGGAA T - - - AA T AA T T T T T T - - T T CA T
- - - - - - - - - - - - - - - - - - - - - - TGC T AAA TG - - - - - - - - - AAAA T AGTGT TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAAGTGT CA T A T T T T A T T AGACA T AGACA T T T T CAA T CGT AA T T T - - AA TGT
- - - - - - - - - - - - - - - - - - - - - - TGC T AAA TG - - - - - - - - - AAAA T AGTGT TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAAGTGT CA T A T T T T A T T AGACA T AGACA T T T T CAA T CGT AA T T T - - AA TGT
CA T T T A T A T T C TGT AAC T A T - - TGT CGA T TGA T A T TGT CGCC T T A T CACC TGT TGGGT T AAC T ACGGCAACCC T A T AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAGC T AACGTGAAA T T C T AA T AA T A T TGACGCC T C T ACA T CA - - - - CCAC T T AA T A T AGGCGAA T T TGA T T - - - - AC T T T CA T CA T T T T
CA T T T A T A T T C TGT AAC T A T - - TGT CGA T TGA T A T TGT CGCC T T A T CACC TGT TGGGT T AAC T ACGGCAACCC T A T AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAGC T AACGTGAAA T T C T AA T AA T A T TGACGCC T C T ACA T CA - - - - CCAC T T AA T A T AGGCGAA T T TGA T T - - - - AC T T T CA T CA T T T T
- - - - - - - - - - - - - - - - - - - - - - T A T T AA T T T A T T A T C - - - - - - - T A T AA T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAA T AA T T - T T A T A T AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - T A T T AA T T T A T T A T C - - - - - - - T A T AA T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAA T AA T T - T T A T A T AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - TGT T AA T T - AAA T T A T T A T T AAGA T AGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCCCA T ACAA T AGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T C - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - TGT T AA T T - AAA T T A T T A T T AAGA T AGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCCCA T ACAA T AGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T C - - - - - - -
T T T A TGGACA T T A T AA T A - - - - T A T CAGT T - - - - - - - - - - - - - - - - - - AC TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT T ACC - A T A T CCAAAGT CGA TGGAC TGCC - - GAGAA T T A T T T - - - - - - -
T T T A TGGACA T T A T AA T A - - - - T A T CAGT T - - - - - - - - - - - - - - - - - - AC TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT T ACC - A T A T CCAAAGT CGA TGGAC TGCC - - GAGAA T T A T T T - - - - - - -
T CCA T A T AA T T T AAAA T A - - - - T CACAACA - - - - - - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCCCA T ACACAACA T - T AC T T AAAAAA T AA T T AGT T T AA - - - - - - - - - - - - - - - AACAC
T CCA T A T AA T T T AAAA T A - - - - T CACAACA - - - - - - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCCCA T ACACAACA T - T AC T T AAAAAA T AA T T AGT T T AA - - - - - - - - - - - - - - - AACAC
CC T T AACA T T T T T TGGTGA TG - T A T CAA T AGA T A T T T - - - CGAAGGGTGT TGT TGGGT T AAC T ACGGCAACC T TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T CAAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGGTGT ACC T C T T CGT C T A T AA TGAACCC T A - - - - - - - - T T T T T - - A T T AC
T A T T T AGAA TGT A T AAAA - - - - TGCCAAACAA T A T T A T T A T T A T AGT AGC TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT AGCC - T T A T T CAAGCAGGGTGACGT T CGAGGA - - - - - - - - - - - GC T A T
T A T T T AGAA TGT A T AAAA - - - - TGCCAAACAA T A T T A T T A T T A T AGT AGC TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT AGCC - T T A T T CAAGCAGGGTGACGT T CGAGGA - - - - - - - - - - - GC T A T
CC T T AACA T T T T T TGGTGA TG - T A T CAA T AGA T A T T T - - - CGAAGGGTGT TGT TGGGT T AAC T ACGGCAACC T TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T CAAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGGTGT ACC T C T T CGT C T A T AA TGAACCC T A - - - - - - - - T T T T T - - A T T AC
- - - - - - - - - - - - - - - - - - - - - - AA T T AAC T - T T AC T C - - - - AAA T AAAC T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AC T T T T T - - A T T A T
- - - - - - - - - - - - - - - - - - - - - - AA T T AAC T - T T AC T C - - - - AAA T AAAC T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AC T T T T T - - A T T A T
TGAAAAGAGT A T AGAA T AA TG - TGC T AA T A T A T AC T A - - - T A T T AGGGTGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGGGTGT - - - - T T CAAGAAACA TGTGCCA TG - - AA T AA T T T - - - - - T T CA T
GC TGGA T A T T T T A T CAAA - - - - T T T CAA T A - AAAC T C T T A T A T A T A - AAGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA T AAAGT T AAA T CAAAAAGAGA T A TGC T A T T - - - A T AA - - - - - T - - ACCGT
GC TGGA T A T T T T A T CAAA - - - - T T T CAA T A - AAAC T C T T A T A T A T A - AAGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA T AAAGT T AAA T CAAAAAGAGA T A TGC T A T T - - - A T AA - - - - - T - - ACCGT
TGAAAAGAGT A T AGAA T AA TG - TGC T AA T A T A T AC T A - - - T A T T AGGGTGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGGGTGT - - - - T T CAAGAAACA TGTGCCA TG - - AA T AA T T T - - - - - T T CA T
T A T TGA T AAGTGGT CA T CAGGT T AGCAAAAGACA T T TGAA T T AGAGAAGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGAAGGA - T AA T T AAAAAGAGA T AAA T T T T A T T - - - - - - - - - - - - - AA T A T
T A T TGA T AAGTGGT CA T CAGGT T AGCAAAAGACA T T TGAA T T AGAGAAGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGAAGGA - T AA T T AAAAAGAGA T AAA T T T T A T T - - - - - - - - - - - - - AA T A T
T T TGT A T ACA T T A T CA TG - - - - - - - - - - - - - - - - - - - - - - CA TGT A T AA T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AA TGT T T T - - AGTGT
T T TGT A T ACA T T A T CA TG - - - - - - - - - - - - - - - - - - - - - - CA TGT A T AA T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AA TGT T T T - - AGTGT
- - - AA T TGT T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - T T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T AC - - - - - - - T A T A T T CA T AAAAAACA T T T - - - - GT - - - - - - T T AC T T T AA T A T
C T T TGCAGT C T CC TGACAA - - - TGGT AA T A T ACA T TG - - - CAAGT ACAAGTGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAACAAGA - - - - T T T ACAGAA TGT T AAC T CCG - - - - - - - - - - - - - - - GT CA T
- - - AA T TGT T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - T T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T AC - - - - - - - T A T A T T CA T AAAAAACA T T T - - - - GT - - - - - - T T AC T T T AA T A T
C T T TGCAGT C T CC TGACAA - - - TGGT AA T A T ACA T TG - - - CAAGT ACAAGTGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAACAAGA - - - - T T T ACAGAA TGT T AAC T CCG - - - - - - - - - - - - - - - GT CA T
T T CAAACGT CC TGT T ACA - - - T T CCCGAGCAACA T C T T T AGGGGGCGGT A TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T CAAACGT CC TGT T ACA - - - T T CCCGAGCAACA T C T T T AGGGGGCGGT A TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T ACAGCAACCC TGT CGGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAG - - - - - T T T AGTGA T AGAAA T T T CC T C TGA T T - - - - - - TGC T C T T TGT AC
CGCCAACACGACGT CC T T A TG - T T C TGACCCAGGT T CAGA T AGGTGGTGT TGT TGGGT T AAC T ACGGCAACCC TGT AAAGCGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - - - - - - - - - - - - T T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T AGAGGTGT C T TGC T CC T CGGCAAAAAGACCGTG - - - - - - - - T T T T TGCACCAG
CGCCAACACGACGT CC T T A TG - T T C TGACCCAGGT T CAGA T AGGTGGTGT TGT TGGGT T AAC T ACGGCAACCC TGT AAAGCGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - - - - - - - - - - - - T T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T AGAGGTGT C T TGC T CC T CGGCAAAAAGACCGTG - - - - - - - - T T T T TGCACCAG
T ACAGCAACCC TGT CGGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAG - - - - - T T T AGTGA T AGAAA T T T CC T C TGA T T - - - - - - TGC T C T T TGT AC
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