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T AA T AA T T AGA T C T CA T T TGA T CAAAGT A - T AA T AAA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA TGT A T T T T T T AA T T T T A T T T A T T T - A T CA T AAAAA T T A T AAA T A T A
- - - - - - - - - - - - CACGTGC T AC T AAGA - - - AAGAAGA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAGAAA T T A TGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T TG - - - - - - T T CA T A T CAC T T AAC T A T AGAGA T A T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T AAA T T AA T T AA - - A T A T A T T T T T T - T C T T AAAAAAAA T T A T T AAA
- - - - - - - T CGA TGCCA T A T CA TGCAGT T AG - - - T AA T AAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A T AA T T T A T TG - A T T AAAAA T T A - - T T A T A TGGT - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCCAAAAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T AA T A T T TGTGA - - TGAAGT T T T A T - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - T T T - C TGCCAAA T A T CA T - - - - - - AACA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A T A T T T T T T T A - - T T A T A T T T T A - - CA T T A T T A T T T A T T AGT CCG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAGGA T A T T TGT T T - T TGACA TGGT T - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - T T T A T T T CA T T T T TGT T TGAGCCCAAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAGGT A T T T A T T AA T T T AAA T C T T T - A T T T AAAGA T A T T T AAA T T T -
GT T TGG - - - - - - AA TGT A T AAACAAAC T T AAGGT A TGAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T ACA T T T TGACA T TGAAA T T T T A T - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA TGT A T T T T T C T - - C T A T A T T T T A T AGAAGAAAA T C T A T T A T T AGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T T A T T T A T T T A - C T A T T AAA T T T - - T A T T AAAA T T - - - - - - - - - -
- - - - - - - - - - - - C T CA T T T T T TGGGT A T A TGT AACCAGAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAC T T T A T T AA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - T T AC T - T TGT AAAGT A T AGG - - - - - - T AAA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A T A T AAA TGTG - - T AA T A T T T T A - A TGGGA T AA T CAGT AGC T T AG
A T ACAA T - - - - - A T T T T A T A T TGA TGACA T AAGAACA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAGA T T A T T T AAGAC T C T AAGA T T TGT AGCCCAAAA T A - - - - - - - - - -
- - - - - - - T AAA - T T T A T A T T A T AGT AGTG - - - TGT TGT AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A T T T T T T CCA T - - T T A T A T T T T A - - AA T T A T AGG - - - - - - - - - - -
- - - - - - - AAAAACC TGT AC TGCAAGAA - - - AC T AC T A T T A T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAA T AA T T A T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT AAGA T T AAA T - - - A TGT AA T AAAAA - - - CA T T A T T T T A T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T C T A T T T T T AG - - - GA TGT C T T T - - T AGT T A - - - - - - - - - - - - - -
C T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A T A T T T A T T T A - T T T T AA T A T T T - - T CA T AGGA T T A - - - - - - - - -
- - - - - - - - - - - - - - - - - A T T A T T A T AGT C T T T T A T T AAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT C TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T ACA T T T T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - T A TGT AA T A T A T AAA T A T T C T A T T AAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A T T T T T A T AAG - - - - - T A T T T T A T - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T CACAAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAA T AA T T TGTGGAACAAAA T A T CA - - - - - - - - - - - - - - - - - - - - - -
- - - - - - G - - - - - C T TGC T T T A T AA TGA T AAAAAAAGACAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T T AA T T T T CGGAA T CGT A T T C TG - AAA T CCAGA T - - - - - - - - - - -
AC - - - - - - - - - - T T T A T T T T A T A TGCA T AGTGT T AGA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAAAA T T T A T T CAA T TGA T A T T A T AC - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - AC TGT T T T A T AAACA T - - A T AAAAA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T AA - CAAACA T TGT AAAA T AAAA T - - - AAGT T CAAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAA T AGC T A T T T A TGT A T TGA TGT T T T T T A T CC T AAAAAACA T AA T T T AG
- - - - - - - - - - - - AGT A TGT T A T T T A T A - - - A T A T T T A T T A T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T T T A T T T AGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGGAGA T T AAGT A T T ACAGAA T A TGAA - - - - - - T AAA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T T AGT T T T T C TG - - TGA TGT A T T AC - GAA T A T T A TGT A TGAGT T T A
- - - - - - - - - - - - A T CA T A TGT CAACAA T A - A T T AAGAAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T AACA T T T T AAA - - T AAAGTGC T A T - TGT T AAAAC - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T AAAAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA TGT T A T T T T TGT A T CCA TGT T T T A T - - - - - - - - - - - - - - - - - - - - -
A T CGT A T - - - - - - - - - - - - - - - - - - - - - - - T A T T AA T T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAGAA T T T A T AAA - - - - - - - - - - - - - - T CA T AA T A T ACA T T T C T T T T
- - - - - - - T AA T T CC T A T A T CA T A T - - - T A - - - - - - - A T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T T T AA T T T AAA T - - - - - - - - - - - - - - - - - T AGAA T A T AAA T T T T CA
- - - - - GT - - - - - AA T T T A T T T T AA T AA T C T T AAC T A T T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T A T A T T T A T T T - - T T AAAC T T T T T AA T T TGGAAC TGA - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT AAA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A T A T T T T C T T A - T T T A T ACA T T T T - GC T T AAA T T AGA - - - - - - - -
- - - - - A T - - - - - TGGA TGT CA T CAAAC T - - AA T AAAA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAACACA T T T T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T TGAGC T - - - - - T T T AAA T AAC TGAAG - - - A T T AAAA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T A T A T T A TGTG - - - - - - - - - - - - - - - TGT AGT ACACA T T T T T T T A
- - - T T A T - - - - - GGCA TGT AACAAAAA T A TGA T A T CAAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAGA T A T T A T T T T - - T T AAA T A T CA T AAAC T AAAA T C T AA - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGAAAAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAA T T A T T T A T T A - - - - - - - - - - - - - A T A - - - - - - - - - - - - - - - - - -
GAAAAA - T T AA T - T T A T AAAA T CAAGA - - - T A T T AAGAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T AA T T T T A T A T T - T C TGT A T C T TG - A T C TGGT AA T T T A T CA T - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT A T T AAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T T AAA T A T T T T T - - - - - AAA T T T AG - - - - - - - - - - - - - - - - - - - - -
C T AAGT - - - - - - - - - - - - - - - - - - - - - - - - AA TGA T AAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T T A T A T T T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAACA T - GAAA - - - - - T A T T A T A TGCA T A - - - - - - - A T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAGA T A T T T T C T T - - - - - - - - - - - - - - - - - T AAAGTGT A T AA T T C T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAA T AGC T A T T T A TGT A T TGA TGT T T T T T A T CC T AAAAAACA T AA T T T AG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T A T A T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T CGA T T T A TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC TGT AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAGA T A T T A T T AC - A T AA T A T T A T A - - CC TGGTG - - - - - - - - - - - - -
- - - - - - - - AA T A T T T ACA T AA T CC T AA - - - - - - - - - AA T A T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T AA T T T T TGA T - - AGAGA T A T T A - - - - - - - - - A T AAA T T AA T AAA
- - - - - - - TGCA T T CCGT A T CAGGCA TG - - - T AA T A T AAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T A T A T T T TGCC T T T CAA T T T T T A - - CAC TGT T C - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGT ACAA T T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T - AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A T A T T T A T T ACAC TGA TGT A T T CGAACA T T TGAC T - - - - - - - - - -
- - - - - - - - - - - - A T T C T A T T A T A T T AA - - - - - - T CA T T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A T A T T T T TGT C - - - - - - - - - - - - - - T CCCAAAAACAGC T A T T T T A
- - - - - - T - - - - - AACGT T T A T T T T AAA - - - T AA T AAA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAGCC T T T T AA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT T CAA - - - - - - C T AAC T T T C T AAAA T - - - - - - - - - A T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T AA T T T T T C T T - - CC T T T T T T T A - GCCC TGT A T A T T A T T T T T T CA
C T AGAAC T AAA TGAAC TGAAACAAAAA T A - AA T AA T AAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T ACC T T T A TGT A - - - - - - - - - - - - - AGC T T AGAA T C T C TGAA TGTG
- - - - - - - - - - - - TGT T T A T T T TGAAAA - - - - - - T ACA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T TGT A T T AACGT C T T TGT T T T T T T - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - T - - - - GA T A T C T AGAA T AAACA - AA T AAAAA - - T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T A T A T T T T T T T A T A T A T A T T T T A T - - - - - - - - - - - - - - - - - - - - -
GT AA T A - T AAA - T TGA TGGAA T CAAAA - - - AAAGAAC T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAGA T T T T A T A T CCAACA TGT T T TG - A T CAAAAAAAG - - - - - - - - - -
- - - - - - - T AAA T - T TGT T TGACAGAAA T A - - - - - AAAAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T AAAA T T T TGAA - - T T A T A T AC - - - - - CACAAAGTGGA T AA T T AAA
GT AAAA - - - - - CGAGGTGT AACGCGAA - - - T AA T T T A T T A T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T T A T T T T A T T T - - T T AAGT T T CA TGT T T TGT AA T T C - - - - - - - - -
AGC T T A - - - - - - A T T AAAAAA T ACAAA - - - GGAA T T A T T A T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGAGGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A T T T T T A T T T AA T T CA T A T A T T T - - - - - - - - - - - - - - - - - - - - - -
GT AAAA - - - - - - GAGGTGT AACGCGAA - - - T AA T T T A T T A T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T T A T T T T A T T T - - T T AA T T T T CA TGT T T TGT AA T T C - - - - - - - - -
ACAGGAA - - - - - - - - AAGGGA T AAAGA T A - TGT ACAGT AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAA T A T A T T T T T T - - T AAGA T ACCA - AA T ACGAAA - - - - - - - - - - - -
- - - - - - - - - - - - ACAA T AC T A T T AGAA - - - AA T T ACA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T AAA T T AA T A T A T C T A T A T A T T AGAA T A TGT AGAAAA T AAA - - - -
- - - - - - - - AAA T - - - - TGT T A T CAAAACA - CAA - - - - - - A T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A TGA T T T T TGA - - - - - - - - - - - - - - - - - T A TGA T T T A T A T T T A T A
- - - - - - - - - - - - AAGA TGT T A T AAAAC - - - AA T AACAGAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAGT AAA T T ACA T T - - - - - AA T T T TGT - - - - - - - - - - - - - - - - - - - - -
- - - A T A T - - - - - T A T A T AGAA T T AAGA T A T T AACA T AGAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAA T A T T T - - - - - - - T AACGA T T T - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T T AAA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T AGT A T T T T T T T - - - - - T AA T T T AA - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAGCA T T T A T AC T - - T AA T AC T T T C - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - AAA T T A T T A T T - - - - - - - - - - T A T A T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T T T A T T T T T A T A T T CA T A T A T T A T AA T A T T TGAA T AA T AA T T T CA
GT T AAA - - - - - - - - - A T AAAACAAAA T T A - AA T T ACA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T AAA T T T A T T T A - T T T T T A T A T T A T - A T T T A T T AAC T A - - - - - - - -
- - - - - - - CAA T T AGTGC TGTGTGT AGA - - - - - - T T CACAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAGT T A T T T A T CAA T A T AGC TGC TGT - - - - - - - - - - - - - - - - - - - - -
T TGCGG - T AAAC - - - - - - - - - - - - - - - - - - - - - - - - AAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAACCAA T T T A T A T A - - - - - - - - - - - - - A T C T CGT AAA T T A T T A T TGGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AAA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A T A T T T T T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - GA - T A T A - T A T A TGT CA T T CAAA - - - CGT A T CAAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T AA T A T T T AAAAA T CA T A TGCAA - AGTGT T A T A - - - - - - - - - - - -
- - - - - - - TGGA T ACAGT AC T ACAA T AAAA - AA T AAAC T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T A T T T T ACAA T A T T CACGCAGTG - A T T T T T T CA - - - - - - - - - - - -
GCGAAG - T AAA T AC T T T AAA T CAAGAAGA - TGT CC T T T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAA T A T A T T T A T T A T T T A T A TGAAA - - T T A T AGAAA T A - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AAA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T AAA T T T A T TGG - - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - T ACACGT AGTGT CGGT T CA T T T AAA T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAA T A T T T A T T T A - - - - - T AC T T CAA - TGACAAA - - - - - - - - - - - - -
- - - - T A - T - - - - GA T A T C TGAAGT AAACA - AA T AAAAAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T A T A T T T T T T T - - A T A T A T T T T A TGGT CAACAGAAAA - - - - - - - -
- - - - - - - - - - - - T AGGCA T AAAAGT AAAA T AAGCACGAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA T A T A T T A T T AAAACCGA T AGT T T C T A T T ACAAGGT A - - - - - - - - - -
- - - - - - - T AAA T - T T ACA T T A T AA TGT - - - - - - T A T A T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T T AA T T T T T TG - TGAGCA T A T T C - A T T C T AGAAGA - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGAC T A T AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAAGT T A T T A T AAA - - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - CA T A T AAAAC - T T AA T T T - - - - AAAAAA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAA - - - - - C T A T T T T - - - - - AGC T T - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - T T T C TGACGT AGT AA - - - GA T AACGT AA T AGC T A T T T A TGT AAC T AGT ACC T AAAA TGA TGT T T T T T AGGACGAA T CA T T AC TGT T TG - - - - - - - - - - T ACGGAC TGAAA TGAGT CCGT AAAA T AGC TGT T T T TGGGAGCGT A TGACAAAAAA T A T A T T A T AAGT T C T T C T T T T CA TGTGAAGAG - - - - - - - - - - - - -
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 size: 2205bp; fragments: 5727; full length: 399 (>=1984.5bp)
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 size: 2505bp; fragments: 5726; full length: 0 (>=2254.5bp)
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 size: 10416bp; fragments: 8034; full length: 1 (>=9374.4bp)
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