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MSA length = 5132
T T T A T AAA TG - T AACAAGT T T T T T TGT T AAAACA T AA T AAA T A TGA - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T A TGC TGACAAC T CC T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAGAAAA T A T T CCAGT AACCAACAACCCAAAA - - - - - - - - - - - - - - - - -
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 A T A T - - - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T - - - - - - - - - - - - - - - - T T T A T A T AA T CA T A T ACC T - - - - - - - CA T A T A T AA TGTGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAAA TGT T A - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCCA T T T T A T A T AAGAAAG - T AA T A T T AA T CACAAAC T AA T AA - - - - - - - - - - - - - - - - -
- - - - - - - - - - - T C TGGT AC T T CCGGAAGAAA T T - - AA TGCACA T T T T A T - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AAA TGT AAGAA T A T TGGT A T T T T AGT T C T C T ACA - - - - - - - - - - - - - - - - -
- - - - - - - - - - - T T T T CAGGA T T T AGAAAAAC T CA T T AAGGA TGT - - GA T T TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T CC TGGT CGT T TGGA T C T CC T TGAGGAA TGGA - - T CGAAGT AAC T - - - T TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGT C T CCCCC T T T T A T AC T AA T AAGG - T C T AACAGCC T CAAAA T T A TGC T - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AA T ACA T AA T C T A T A T A T T T T TGT AAA T A T AA T T - - - - - - - - - - - - - - - - -
- - - - - - - - - - - GAAACCA T T T T T T T CACAAGA - - - AA T AAA T A T - - AA - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AA T ACA T ACG - T A T ACC T AC T AAGGAAAAA T AA T - T T T A T TGA T AAAAAA T
AGCGT A TGT A - T T A T T T T T AA T T A T AAGGAA - - AC TGT A T A T AG - - - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AA T AGAGA T A - T A TGT A T A T T T T TGAACC TGT AA - T C TGCAAGT A T T CAGT
AC T C T AA TGA - T CACC T T T A T T T T T C T CC T AGA - - T AAAA T T AA - - - - - T TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T ACC T AA T AGA - T A T A TGTGGT CCA T T ACAAAAAA - AAC T T TGA TGTGT AAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGA T A T A T - - - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AA T T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AA T A - - - - - - - T AAAC T AGT T AAAA TGT T T CA T T T T ACA T ACA T A T A TGT A
AAAGAGAGT A T T CAAAAA T CAA T A T T AAACAGAAGT AACAA T AA T CAA T A TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CCC T T - - - - - - - - - - AAGT CA T T - T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AA T A T A T A T A - AA T CAA T AA T CAA T AAA T CAA T A - T AAA T CAA T AAA T CAA
C T T AAGGAAAGT T T C T TGT ACAAAAGGGAAAAA - - CAGAAA T TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AACAGT A T T T A T A T T C T T T T C T T AA T T T AC TGT A T T CC T A T AA TGCCAAA T
- - - - - - - - - - - - T T A T T T C T T A T T TGTGAGAA - - - T AAAAAAACAAGA T - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCCA T T T A T AA T A T AAAC T A T A T AGGCAACCAAACACACAAGA T T AAA T A TGT CAA T AAA
AC TGTGGTGA T T C T T T T ACA T T TGT A TGGAAAA - - T A T C T A T A T T - - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AAAC TGAC T T AA
T A T A T A T A T A - - T C T C T A T A T A T C T A T C T A - - - - - T A T A T A T A T C - - - - - TGT AAGAC T T A T T T AAA T A T AGCGCC - AAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AA T A T A T 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 T A T A T A T A T A
- - - - - - - - - - - - TGGGTGT T T T T T CCGAAAA - - - - T ACC T AGA T T T AA - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T T CAAAAGT AG - T ACACA T ACAGT T CGA T CAAA T A T T T A T T AAC T ACA T A T A
GAGGGGAAGA - CAAGGAA TGACC T AAAAAGACGA T CAAAAA T A T A T - - - GTGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AC T AAGAAC T ACAAAGT CA T CAAAGAGT CACAC T AGC T T TGTGTGCCAAA T
GGCACAAA T A - - - - - - - - - - - - - - - - - - - - - - - A T A T T A T A T AA - - - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AA T AAAAAA T - T T T AA T T AA T T T AAAA T T T A TGA - - - - - - - - - - - - - - - - -
- - - - - - - - - - - T TGT A T T T T T T T AAA TGGAACA - - CC TGT A T A T T AA T T T TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AAC T AAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - AAA T T TGGT AAAGGT T
- - - - - - - - - - - T T T T AGACAAC T C T T AAGAA T A - - - - - AAA TGGT T T AA - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCCA T T T - - - - T A T AAA TGA TGCGAGAGT A T TGAAGCCA TGA - TGCCA TGA T T ACAAA - -
- - - - - - - - - - - T T AAA T AAA T T T T A T T AAAAA T - - T AAAA T TGT T A - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AGT A - - - - - - - T AAAAACAA T T CAAA T T CAAAAA - TGT A T CAGT CAAA T T C
TGAA T C TGAA - T T AA T AA T A T TGGT T AAAAAAA - - T A T T AA T A T T T - - - T TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T A T T A T T AAGA - T T AAAAGAA TGT AAAAC T TGGAA - - - - - - - - - - A T AAGT T
CAAGAGT T T A - CGAAA T A T A T C T T CC T CAA T T AA T AAAAAA T AACCAA - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AAAAGAGAG - - T A T T AGTGC T T AAAAAA T AAAAA - A TGAAAAA T AAAAAAC
CCAGGAAA TGT C T TGA T A TGC T T CA TGGT ACCAA T CAAAAA T ACGC - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AGT A T AA T CA - T A TGAGCCCAA T CGAACGT CAGG - - - - - - - - - - - - - - - - -
GT CA T T T A T A T T CC T A T ACACAGT AA T CAAA TG - - T A T A T A T A T A T AAA - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AGT A T T T AGT - T A T C T T T AAC T CGAAAGA T AGAGTGAGAAAAAAAAAC TGT
A T CA T AGGTG - - - - - - - - - - - - - - - - - - - - - - - - - C T CAAA TGT CA - - - T TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T ACAAGT AAAA - T A T AA T TGGGT AGGT A T C TGAGA - - - T CGA T A T AGAAA T C
T T TGT T T AAA - - CAAA T T T AAA T A T AACAAAAA - - T AGGT A T A T - - - A - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T - - - - - - - - - - - - - - T A T A T A T A T AAAAAAGT T A TGAA - T ACGCAGAA TGT AA 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 A T A T A T - - - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT - - - - - - - - - AAAAA T T AAGGC T CCCCCA - - - - - - - - - - - - - - - - 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 A T A T A
CCAGT T T T CA T CCAAAAA TGAAGACA T CAA T ACA T T A T A T T T AAAG - - - T TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AC T A - - - - - - - T A T AGT T AAAA T A T T AC T T T AGG - T AACA T AC T CA T CAAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A TGT ACA T CA - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T AAGAGCA - - T AAA T A T AC T T A T AAA TGAAG - - CA T T T ACAG - - - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T - - - - - - - - - - - - - - T A T AAC TGT T AACAAA T T A T CG - - T A T T C T T A T CAA T AA T
CGCGT T AGA - - - - - - CAA T T T T TGGT CAAGT AA - - TGGGT ACAC T CAA T - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T - - - AA T AGGT - T TGT AACGT T T AAAAAAA - - - - - - - - - - - - - - - - - - - AGA
AA T A TGT A T A T - - - - - - - - - - ACACA T CAAAAA - - CGAGT A T AGT T - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - T AGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCCA T T T - - - - - - - - - - - - - T A T AAC TGGAGGAAAAAA T T AAA T AA T C T CAACAGAAA T T
AGCGT A T C T A - T T AAC T TGGAGCA T AAAAA - - - - - AA T AAACA T CAA T T T TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T - - - - - - - - - - - - - - T A T AC T T A T AA TGGAACGCCC T A - T A T T A T AA T AA T TGA T
T A TGTGAACA T - T T A T T A T A T T T T AAA T AAG - - - - T AACAA T A T T CAA - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AACAA TGACG - T T T AGAAAA T AACAGAAC T AA T A - A T T AAAAA T A T CCAAA
AGCA - - - - - - - CCA T CCA T T T AC T T T T AGAGCA - - T AGGAA T T T T CGA T T TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T A TGA T AAAGA - TGT C T ACAAAGAAAA - - - - - - - - T CAGAAA T A T T AACAAA
AGT T TGT T AA - GT AAAGGC T AA T T TGT T T AAGAAGT ACAAA TGT CCCA - A TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T A T T A TGGAC - - T A T T T T T AA TGT AAAAC T T A T T - - GCCAGCGA T AAAAAAA
TGAGAGAGAA - T T A T A T AAGCA T ACAAAAAAAAA T T T T A T T T A T T T - - - T TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAA T CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T A T T AGT AAAA - AA T TGA T AGGT TGCAGT CACAGA - T TGACAGT T A T T TGGC
C T CGT TGT AG - - - - - - - - - - - - - - - - - - - - - - - - - CGAAAA T ACCAAA T - TGT AAGAA T T A T T T AAA T A T AGCGCC - AAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCCA T T T A T AA T A T A T T C T - T ACGT T AGT T T T AAGT T T TGAGC - AAAAAAAACAAA T AAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGA T A TGT TG - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AC T ACGAAAA - AGT AGT T A T CGGAAAA TGGGA T A - - - - - - - - - - - - - - - - -
- - - - - - - - - - - T T A T T T T T T A T T T CGAAAA T T A - - AAGAGA T AGGT AA T - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAA T CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AA T AGAAAAAACAAAAA TGT AA T AA T A T AA TGGGT T T T AAAA T AACAAAGA
T T TGT AGACA - T AACAAACAAAGT AAAAAAACAACAAAAGA T AA T A - - - A TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AA T ACAAA T AA T A T AAA TGT T T ACAA TGT CAAAG - CAAAAAAA T AAAAA T A
CGTGT TGGAAGCCC T CGGT T T C TGGGT AGA - GA - - TGCA - - - - - - - AGT C TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAC T T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T ACAAGT AGT T - T A T T AGTGA T TGA T AGAGT TGGA - - - - - - - - - - - A T CA T A
AA TGA T AGT A - TGAGT T T T T A T T T T A T AAAA - - - - T AGA T AAA TGCAAA T TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T - - - - - - - - - - - - - - T A T A TGT C T T AA T - - - - - - - - - - - AA T AA T AA TGAA T AGT
A T T A TGGGT A TGT TGT T A TGT A T T AAAAAAA T AA T AAAGT A T AAAAAA T T A T T A TGGA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T A T T A T A T AA T AAAGT - T ACA - - - - - - - - - - - - - - - - - - - - AAC T A T AGT AAGT A T A
- - - - - - - - - - - T CAAAAC T A T A T T AGC T A T T T A - - T AGGT A T A T AC - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AA T AC T T AC T - T A T AAA T A T AGT AA T C T T AAA T C - T ACAGGGGTGT T CAAC
- - - - - - - - - - - T T AGC T AA T ACA T T T T ACAAAA - - T AGGGACGGC T - - - T TGT AAGAA T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T C - - - - - - - - - - AAA T CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AC T AGCAA T T - - - - - - - - - - - - - - - - - - - - - - - - T T AGGACGGT AAA T A T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T AAA TGC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T A T T AA T AAAAA T A T AA T CCA T AGAAAAACAAAAC - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A - A T A T - - - - - - TGT AAGAA T T A T T T AAA T A T AGCGCCCAAAAC T AGGC TGACAAC T CC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA TGAC TGGT T AAAACCAC - - - - - - - T A T CAGT AAA T AGT
- - - - - - - - - - - T T A T T T A TGAAAAGAAAAAA T A - - AAAA T ACA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCC T T T T A T AA T A T T AACAA T T T A T CC TGACGAAAGT T CAAACGTGCGGAACCGAC TGT A
T AGA T C T T T A - - AAAACA T T T T T CCACAAAG - - - - T AAA T ACA T C T AA - - TGT AAGA T T T A T T T AAA T A T AGCGCCAAAAAC T AGGC TGACAAC T CC T T T - - - - - - - - - - AAGT CA T T T T T A T TGT AAA T ACAA T AAAAA T T AAGGC T CCCCCA T T T A T AAC T CA T AGT - CA T CCAACACAGAAAA T T T AAAA - GC T T T A T AACC T T AAA
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