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T AC T T ACGAAAA T CA T CAACAA T T T CAAAA - CAAAA T ACA T T C - - AA T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGA - - GCCCAGCCC T A T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C TGCC T AAAAAA T C T T T AACGT T T T - - - - - T T AAAA T T T C - - - T - - GT A T TGT AA TGAACC TGT A T CGA T T ACCGCGC TGAGA - - GCCCAGCCC T A T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGG - T T TG - - - - - - - - - - - - - - - - - - - - - - - T T T T T T T T T - - - - -
CACA T A T T AACCA T T C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAGT A T T A T AAA - ACCA T ACCAACC - - AAA TGCGCC T ACAGT T T T AAC TGACGG
T TGAA T AGAAAA TGT T T AA T - A T T T T AG - - T ACAAA T A T T - - - - - AC T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAC T A T A T T AGA T A T T A T AC T T AAA - - AAAAA T A T T AAC T AA T A T T AA T A T T A T
CAGAAAA T T AAGTGT T CG - - - - - - - - - - - - A T AAAGT A T AGGT - - AGT A T TGT AACGAACC TGT A T AGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAGT A TGAA - - - - - - - - - - - - - - - - - T AAA TGC T T T ACCA T AGT T T A T T A TGAA
- - - T T ACAAAAAA T T T TG - - - - - - - - - - AA T CAAAAAC T A - - - - AAGT A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AAC - - - - - - - - - - - - - - - - - AGT A T TGA - AAA T T C - CAAAC T A T T T T T AA T AGACG
CAAA T AAAAA T T CGT C TG - - - - - T T T AGA - T C T AAGTGT A T T T - - CGT A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAGT A TGT T - AGT T T T A T T A T AA T A - T CCA T A T A T C T CCAGAA T C TGC T A T ACC
CGA T T A T T AAAAA T T T CG - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T AGTGT AAC T AACC TGT A T CGA T T ACCGCGC TGAGA - - GCCCAGCCC T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGTGT AAAAACGT AACAA T AGAA T AA T A - - T AAAC T AGT AAAAAA T A - - - - - - - - - - - - - - - - - - - - - -
T A T A T A T A T A T A T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T A T AAAA - TGCA TGC T TGCCGT A T A T A T A T A T A T A T A T A T A T A T A T A T A
T AGC T AGGT AAC T A T A T A - - - - - - - - - - AAGT AGT A T ACG - - - T A T A T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T ACGT T AAGT - - - - - - - - - - - - - T AAA TG - - - - - - - - - - - - - - - - - - - - - -
AAAGT C T A TGAGT AGT T - C T AA - - - - - - GAC T T AGA T A T C T C T - - T A T AA TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AAA T AAGA - T ACGT CGA T A TG - - GGA T C T ACGAAGAAGAGT TGT CAAGTG
- - - A T AA T A T AA T ACGTG - - - - - - - - - - - - A TGGGGT A T T T T A - - AGT A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAGT A T T AC - - - - T T T AA - - - - - - - - - AGA T A T ACAGGGCAA T AA T T TGAAAAG
CAA T AGAAAAAA T AA T T A - - - - T T T CAA - - A T T AAA T A T T T A T - - T A T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T ACA T T AAA - - - - - - - - - - - - - - - AGA T ACA T CAAAGAA T A TGAC TGA TGA
T AGC T AGGT AAC T A T A T A - - - - - - - - - - AAGT AGT A T ACG - - - T A T A T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T ACGT T AAGT - - - - - - - - - - - - - T AAA TG - - - - - - - - - - - - - - - - - - - - - -
T A T A T A T A T A T A T A T A T A - - - - - - - - - - - - T T TGCACAGG - - - T - AAAAA TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAAAAAGT T - - - - - - TGTGCCCC TGT - AAACG - - - - - - - - - - - - - - - - - - - - - -
T A T A T A T A T A T A T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACA - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A - - - - - - - - - - - - - - - - - -
T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T A - - - - - T A T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T A T A - - - - - - - - - A T A T A T AA T A T A T A T A T A T A T A T A T A - - - - - - - - - -
T A T A T T T TGAAA T A T A T T - - - - - - - - - - - - T T T A T A T A T A - - - - - T A T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T A T A - - - - - - T A T A T A T A T AA T A T A T A T A T A T A T A T A T A TGA T T T T A T A
TGA T T T A T AAAACA T T T AA T A - - - - - - - AGT T C T AGT A TG - - - - - CA T AGTGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AGT T T - - - - T T T C TGT T CAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - T T ACAAAAA T T T T TG - - - - - - - - - - AA T CAAAAAC T A - - - - AAGT AA TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AAC - - - - - - - - - - - - - - - - - AGT AA TGA - AAA T CC - CAAAC T A T T T T T AA T AGACG
- - - T T ACAAAAA T T T T TG - - - - - - - - - - AA T CAAAAAC T A - - - - AAGT AA TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AAC - - - - - - - - - - - - - - - - - AGT AA TGA - AAA T CC - CAAAC T A T T T T T AA T AGACG
- - - T T ACAAAAA T T T T AG - - - - - - - - - - AAACAAAAAC T A - - - - AAGT A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AAC - - - - - - - - - - - - - - - - - AGT A T TGA - AAA T AC - CAAAC T A T T T T T AGT AGACG
- - - AAAACAAAA T T T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT A T AAAAACGT AACAA T ACCGA TGA T T T CGT ACCGAACA - - - - - - CGCAAACGGC T T T CAAAGT T T A
- - - AAAACAAAA T T T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGC T CAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT A T AAAAACGT AACAA T ACCGA TGA T T T CGT ACCGAACA - - - - - - CGCAAACGGC T T T CAAAGT T T A
T AGACA T T AAAGCGT CCAA T - - - T T T AAAA - CAGAAAACGT T T T AAC T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAC T A T T A T AG - - - - T A T T C T T AGC - - GT T T T ACCA T AC T T ACC T T AC T T T ACC
- - - T T ACAAAAA T T T T AG - - - - - - - - - - AAACAAAAAC T A - - - - AAGT A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AGT T T AA - - - - - - - A T T T T TGA - AAA TGT AAAAAC TGA T T T T T A T T T CCA
CGGA T A T CA T T AC T C T TG - - - - - - - - - - - - T TGGC T T C T T - - - - - TGT A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAGT A T A T A - - - - - - - - - - - - - - - - - T A TGCACGTGT C T A T T CC T TGA T T TGTG
T A - T T AAGAAAA T A T A T AA T AA T CC T AAAA - T AGAA T AC - - - - - - - A T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGA - - GCCCAGCCC T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T AA T A - - - - - - - - AA T AGT C - - AAA T T T C T A T C T AAGT T T T A T T - - - - -
CAACCAA T T AAA TGT C T AACAA T T T T T AAGTGT AAA T ACA T - - - - GC T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAC T A T T T AAAG - - - - - - - - - - - - - - - AGA TGT A T A T - - - - - - - - - - - - - - - - -
T C T A T A T AGA T AAAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACA T T A T T T AAAA - - - - - - - - - - - - - - - AAA T AA T T AA T T AAA T A T T A T T - - - - -
AGCC T AGAGA T CCGT T T T A T A - - - - - - - A - - TGAA T T AA T C T T - - AA T AGTGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AGAAAAAA T T A T A T A T T AA T T - - A T A T CCAAA T C T T AA T T T TGA TGT CA T
T CA T CA T T AAA T T C T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T A T AAGA TGT T A T - - - - - - - - - AAACAGGCA T T T CAACCC TGCCAGGC T
CAGT CAA TGAAGA TGA TG - - - - - - - - - - - - CCAGA TGA TG - - - T - AA T AGTGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AGAA T - - - - A T T A T - - - - - - - - - A T A T T T A TGT C T AA - - - - - - - - - - - - -
T A TGT A T T AA T A TGT A T AAAAAGA T T AAAA - AAAAA T A T - T T T - - - GAA T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAGAA T A T T AAA - AC T A T ACGAA T T - - GAA T A T CAA T AAAA T T A T T A T T A T T A T
CGAACGCGT AGGT - T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - T A - AA TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACA T - - - - - - AAA - TGT A T - - - - - - - - T A T A T A T A T A T A T A T A T A T A T A T A T A T A
- - - A T A T A T A T A T A T A T A - - - - - - - - - - - - T A T A T A T A T A - - - - - T A T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T A T A - - - - - - - - - - - - - - - - - T A T A T A T A T A T A T A T A T A T A T A T A T A T -
T TG - - - - A T AAA T A T T T A - - - - AC T T AG - - - - AAAA T A T A T T T - - AGT A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGA - - GCACAGCCC T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAC T A T AGT AAA - T T T A T - - - - - - - - - AGAGACGTGT A TGC T T T T T A T T A TGC -
CGAGT T T T T AAA T A T C TG - - - - - - - - - - - - T T AAAA T ACA - - - T - A T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AA T AA - - - - - - - - - - - - - - - - - T AAA T A - - - - - - - - - - - - - - - - - - - - - -
C T AC T T T AAA T A T T T T T AA T AGT T T - - - - - T AAAAA TGC T - - - T - CA T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGA - - GCCCAGCCC T A T AGC - - - - - - - - - - T T AAAAGGC T T T AA T T A T T CACACGGAAC T C TGT C T AAAAACGT AACAA T A T T A T AGGT T T TGCAA T CGAA - TGGA TGGA T A T C T A T C T C T T T C TGTGT T
T A T A T A T A T A T A T A T A T A T T AAA T A T AA - - T A T A T A T A T A - - - - - T A T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGTGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACAGGGAAC T C TGT C T AAAAACGT AACAA T A T A T A - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T A T A - - - - - - - - - -
- - - AAGAAAAGGT ACAC T - - - - - - - - - - - - C T TGGCCA TG - - - T - GGAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T ACACC - - - - T C T A T - - - - - - - - - - - - - - T A T T T A T AAGGT T T A T T AAGGA
CAAACAA T AA T TGT T T TG - - - - - - - - - - - - T C TGAC TGAA - - - - - AA T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T A TGT AAAA - - - - - - - A T AAA - - - - - AAC T ACAA T A T C T T T - - T A T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T ACA T - - - - - - - - - - - - - T A TG - - T T A T A T AC - - - - - - - - A T T T ACAAGTG
CGGA T A T CA T T AC T C T TG - - - - - - - - - - - - T TGGC T T C T T - - - - - TGT A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAGT A T A T A - - - - - - - - - - - - - - - - - T A TGCACGTGT A T A T T CC T TGA T T TGTG
GAGAGAA T AAAACGT C T AA T - - - - - - - - - - - TGGT A T A T - - - - - - GGT A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T C T ACACGGAAC T CGGT C T AAAAACGT AACAA T A T CAAAAA - T T T A T T T T C T C T - - A T A T A T T C T T T C T T T T T T T T CAAGAGA
T TGC TGT CAAAACA T C T AGTG - - - - - - - - - - - - - - - - - - - - - - - - AA T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T T AAAGA - C T T A T A T TGA T A - - A T AA T TGAA T ACAAAAAGT AC T AGT AA
T A T A T A T A T A T A T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGTGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGACGT T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACA - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A
CA TGTGTGAAAGT T T T AAA T T T T T T T AA - - CC T AAACA T C - - - T A T A T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGTGTGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T AGAAAAC T T T A TGGTGT T T T - AAACACAAGT ACAGA T AGAAAGGGACG
- - - AAA T AGA T A T A T C T A - - - - - - - - - - - - A T T ACA T A T T - - - T - AA T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T A T T A T A T - - - - - - - - - - - - - - GT AAAC T T AGA TGAGT C T T A T AAGA T A
AAACAAAAAA T AAA T C T A - - - A T T T T CA - - A T AAAA T AA T - - - T - T A T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT A T AAAAACGT AACAA T A TGC T AAAA TGT AA TGT AA T AA - A T A T T TGT T TGT AAAA T T AAA TGAAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T T T A T AA T A - - - - A T A T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AAC - - - - - - - - - - - - - - - - - AGT A T TGA - AAA T CC - CAAAC T A T T T T T AA T AGACG
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 size: 491bp; fragments: 3681; full length: 2 (>=441.9bp)
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