
Start crop Point End crop Point

MSA length = 7594
- - - - - - - - - - - - - - - - - - - C T A T T T T T T ACGGT A T T - - - T AAAAGT A T T AAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A TGT T A T A T AC T A T A - - - -
- TGC T AA T T AAA T AAAA T A - - - - T T A T TGT AAAA T T TGT - - - - - - T CGAAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAAC T T T T T A T CAA - - - - -
- T A T AAAAAACAAAAGT AA - - - - T T T T TGT T T TGT T - - - - - - - - - - TGCAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAA
- ACACAAGT A T A T AA T TGAA T T A T T T T T AAACCACG - - - - - - - - - - - - - - AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAC T C T C T A T CAAA - - - -
- - - AGAAA T C T AAA - - - - - - - - - T C T T T A TGAAC T A T A T T AAAA T - - - - - AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T T T T - - - - - - - - C TGAAGGT CAGT A T T T C T AA T T T T T AA TGT AGG - - - T C
A T AAA T CAA T TGAGGC T T A - - - - C T T T AA T A T CA T ACA T T A T AA T - CACAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T T A T - - - - - - - - CAAA T A T T C T T T C T T - - - - - TGGC T T A T A T T A T - - GA T
- - - - - - - - - - - - - - - - - - - T T T A T T T T AACGGAGAA T A T T AAAAA - T T CAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T AA T T T T T T A T TGT - - - GT
- T T AA T A T AA T T T AACAGTGT A T C T T T T T CA T AA T A T A T T AAAAA - - - - - AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAGT A T T A T A T AAG - - - - -
- - - - - - - - - - - - - - - - - - - - - - - A T C T AA T A T AA T A T T A - - - - - - - - - - - AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - T T TGAAAA T AAAAAGT T A T T T T T - - - - - ACCAC TGCGT TGA - - T CC
- C TGT A TGT A TGT TGTGCAAC T A T T T T T A T TGT TGA T T AGAACGT ACGC T AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T T - - - - - - - - - - T AAA T T T T T A TGT T C - AACGT T T C TGAAAA T AG - - GC T
- T AAAAAAAGGGAAGA T AAA T A T T T CCCC T T T T A T T T A T - - - - - - T CACAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - T CAA - T AACACGA T T - CACC T C T TGC T TGC T A T T - - - -
- CAAAAAAGC T A T AAGGT AA T AAA T T T TGT A T AA T T T AA - - - - - - - - - - T AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - A T AAAAGGCAGT A TGT - - - A T T AGT T T TGA T TGC T CG - -
- T T T T AGA T T T T AAA T T TGTGT T C T T T T TGAAAGT T T - T - - - - - - - - - - - AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T - - - - - - - - - - - - - GA T AACA T T A TGAC T TGTGGAAC TGT CCGCAA T A - GGA
- - - - - - - - - - - - - - - - - - - A T CC T T T CC T CCGTGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CCAGGAAAGC T T CGAGT CCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AC TGT TGT A TGA TGT A - T T C
A T A T AAGAGGAC TGA T A T AA T T CA T C T T A T AA T A T A - - - - - - - - - TGGGT AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T T T T T T T - - - - - AGT AGAA T CAA T A T T A - - - ACA T T T T T A T C TGGACA T C
- T T AAACAAA T C T AAGAAA - - - - T T T T AA T CA TGT A - - - T AA T AC - CGT AAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - T AAAAAGT T A T A T T T - - - - - GA T T T T AC T T T A T A - A T T
- - - - - - - - - - - - - - - - - - - CA T T T T T T T CGT T T A T T T AC T T AA T T - AGCAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T T T TGT T T T A T T A T A TGGG
GGAGGAAA T T T AGAGA T AACA T TGA T T T CGAA T A T A TGAAAGAGT AACAGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T AAAGTGT A TGT AAAG - A T T
- GA T T CAAAC T A TGAC T TGAGACC T T T AAA T A T A T A - - - - A TGA T - AGCCAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - T AAAAAGGTGT T A T T - AA T AGT T T A T A TGA T AGG - - - -
AGAAGAAC T A T A - - - - - - - A T T T T A T C T T AAA T A T T T - - - - - - - - - AGGT AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A TGT AA T A - GT T
- ACACAAAACAGT AACGGA - - - - AC T TGT CAA T A T A T AA - - - - - - T CAC T AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T TGT T T T T AA TGAGCAGA T AAGT A T AGC T T - - - - - T T A T T T CAA T AAA - AC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A - - - - - - - - - GCAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T T T T T T TGAAAACAA T T T A T T A T A T ACCA T T CA T T T T T A T AA T A T A - AC T
- TGT A T CCCC TGAAAC T T AA T T CA T T T T ACGA T T AA TGGAAAAA T TGGT CAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - C T T - - - - - - - - GCAGGAGT CAGCGT T - T TGT T T T T T T T T A T T A T T T TGT
TGT AA T AACAA T TGA T T AAA T T AA T A TGT TGACA T A T A T - - AAA T CAGCGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - T CA - - - - - - - - - - A T TGAGTGT T TGT AGCA T T T TGG - - - - - - - GT T
A T C TGAAGAGCAAAGTGCAAA T T T A T T AA T AAA T T A - - - - - - - - - T TGC T AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - T T AAAAAAAA T T T AA T T T T - AA T TGT T T T T A TGT TGG - - AC T
- TGGAAAA T A T AGGAAAAAAGT A T T T T T AACC TGCA T T T - AAAGT - TGAGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T T AAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - T A TGAAA T AA T A T T T T T CAA T TGT T T A T A T T A T A - AA T
- C T C TGT AGT T A T AAC T CA - - - - - - - - - - - - - - - - - - - - CA T AGA - GT CGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - T T A - - - - - - - - AA TGACGC T ACCA T T - GGCA TGT T T T A T AA T AAA T ACC
- TGT T A T A T T T CAAGGCAAAC T CAC T T CAAAA T CCA T AC T AAAGT - - - - - AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC T T C T T A T TGGC T - - -
- AAAAAAAC T T ACC T CC T A - - - - T T T T T AGT ACA T A T A T T AAAA T T A T CGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T T A T T T AA T AAA T A T AAC T T AGGT A T T - - - - - T C T T T T A T T T TGGG - - - -
- T T AAGAA T CGAAGA T ACG - - - - T T T T TGGAA T AAA - - - TGGAAGT AACGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T T T A T T T A T A T T AA - - AC T
- T T AGGAA TGC T T A - - - - - - - - - T T T T T - - - - - - - - A T T T AAAA T - - - - - AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T T T C T T AAAAGA T A T AGT A TGGCGT T T T C T TGACGA T T AGA T AAG - - - - T
- - - - - - - - - - - - - - - - - - - AAGT T AA T CGCCAAA TGT AC - - - - - - T CC TGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - GGAAGAA T T C T T T AAC T CA T TGA T T T T ACCCCAAA - AA T
- GGGCA T AAACAAAGT T AG - - - - A T T C TGT AAAGT A T A T T AAAA T - TGCAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T T C T - - - - - - - - GGAGCAACCAC TGT T - AGCGGT T T T CCCGC T AGA - - - -
- - - - - - - - - - - - - ACC T T A - - AAGT C T AAAA TGA T A T A T T AAGGT - A T AGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T T T - - - - - - - - - T ACAAAA T CACAGA T - - - - - T A T C T T C TGCCGAA T A T A
A T ACAAAAAA T C T A T AAAAC T T AC T T T CAAAC T T CA - - - - - - - - - - TGCAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - T A T T T CAAA T AAA T AAACAAAA T A T T T AC TGAA T T T T T T AC T T T A T A T C
- CCAGAAACACACC T A TGAGT T T T T T T TGCGAAAAA T A TGGAAA T ACGC T AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T T T T - - - - - - - - GAGAAA TGCAA TGT T - GCCACC T CC T T CGT T AC - - C T A
GT AAGAAAAAAA T AACAA T - - - - T T T T T A T TGCA TGT A T T AAAGT T C T CGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - C T T - - - - AAGA - - - - CAGA T AC TGT T - - - - - T A T T A TGAAACAA - - - - C
- TGTGAAA T T T T T ACGCCGAAC TGC T C T AAGCCA T A T A - - - - - - - - - - - - AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - AAAAAAAA T CCAGA T T TGT T TGT T AC T T T A T T T CA TGT TGT A TGTG
- 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 T AA T A T - AGTGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGTGT A T T ACAAA T CAAA - ACA
- T T AGT AA TGT A TGGC T A T CGC T T C T T T - - - GA T T T T A T T AAAA T - - - - T AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T C T T T - - - AAGA T AGAAAA T TGT AA T T TGT T TGA T T T T A TGT T A T - - - - -
- CAAACGGA T TGGAAA T T T AAA T T T C T CGT A T T A T T CA - - - - - - - - T AAAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - - - AA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - T CAAC T AA T A T AC T T - - GT A TGT TGT T T AC T A T A - - - -
- - - - - - - - T A T T T AA T ACA TGT T T T T T T A T AA T CAA - - - T A T AA T - TGC T AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - A T T ACCA T T - GGAACA T T C T A T AA T AGA - - - -
C T AAACAA T ACA T TGT T T A - - - - T A T T AAAAACA T A - - C T AA T T A T - - - GAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - T T AGAAAAAACAAAGT CA TGA T T T AA - T T T T A T C T AA T CAAA TGT A
- T CAGAGACAA T AAA T AAACAA T T T T CGAAGC TGCA T A T T A T CA T - C T CGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - CAGAAA T A TGC T A T T - AGCAC T T TGC T T A T T A T - - GT T
A TGA T AAA T T T C T AA T T T T A T T T TGT T TGGCAAA T T T T T TGAAA T - TGCAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T T A T CAA TGT TGT - - T T T
- TGAAAAAAA T A T AACA T A - - - - T T T AAAGAA T A T A - - - - - - - - - - - - - - AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T TGT T T C TGAAAGAAAAAA TGT CAACGT T AA - - - T T TGT T T AA T CAG - T AAA
- AGCAAAGCA T A T AA TGAA - - - - A T C T CAAAAAA TG - - - - - - - - - CCCGGAGT T ACA T CAGACCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - AA T A T TGT T AGT AC TGAA T T T T T A T T AA T T T A TG - A T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGTGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAA T AC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - T TGA T AA T T A T T A T T - A T TGT T A T T TGA T T T ACA - - - -
A T T CA T AA T T T T CA T A T T A T T T TGCCGTGGGC T A TGTGT T AAAA T A T AGGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - T T - T T A - - - - - AA T AGACAAAA T A - - - - - - - - A T T T T T T - - - - - - T AC T
- T TGAAAAAGT ACAAA T T ACCAAC TGT CA T AAAAC T - - - T ACC T T - GGCGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - T CACAC T T T T A T A T TGCA - GT T
- AAA T CCA T T T A T T T T T T A T C T CGT C T TGT T T AGT A T T T T AAAAA T C T TGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T A - - T T AAAAAACAAAGAA T T A T T A T C - - - - - - - - - - T A T A T T A T - - - CC
- T AAAAA T T T CGGGA T T T AAA T AGT T T T A T AGCA T T T A TGAAAA T - CGGCAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGC T T T CAGACCAA - - - - -
A T AGT AAACCAA T CAA T T AC T AA T T C T AA T T A T A T A TGT T TGGA T TGT AGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T T T T - - - - - - - - T AAC T A T C T A T T T T T CAAC T T AA T T T T T T C T AAG - AGC
- T T AGAGA T T C TGA T AA T AAC T T T T T T TGT AAAAAA T A T T A T AA T - AGCAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - T AAAAA T A T AAACAAA T C T T A T T - - - - - - T T T C TGCA T T A T - CAC T
- CCAAAAAAACAAAA TGAACA TGT T A TGA T T T T A T A - - - - - - - - - TGACGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T TGGT T - - - - - - - - GAA T AAA TGGA TGT T - CA T T AGC T C T ACGT T A T - - - - -
- - - - - - - - - - - - - - - - - - - A T AC T A T T CGCGGCA T A - - - - - - - - - TGGCAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT T A T T T AGGA T TGAA - - - -
- TGACA T T T C T AAAA T T - - - AGT T A T T AA TGACAC T - - T - - - - - - - AGCGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - T AAAACAACACGTGTGTGC T A T T - AC TGT T T T T T T TGT AGC - - - - -
- CAAACAGAACA T AC T C T A T A TGT T C TGT T TGAA T AGA T T A T AA T - C T CGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T T - - - A T AAA T AA T AAAAAA - - - - - - - - - - - - - - - - - - - A T A T TGT - - - T T
A T CAA T AAAGT T CAA T T TGT T T T T TGT T A TGAAA T A - - - T AAAAG - A TGGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T T A T T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - T T AAAAAA - - - - - - - - - - - - - - - - AAA T T T T T T T ACAA T A T - - A T A
- T T C T AAAGGCA T AAACAAA T A T T T T T T AAA TGACG - - - - - - - - - - C T CGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - T ACGT T A T T T T TGT T TGT T T T A T T A T T TGT T C T A - - - -
AGT AGA TGAA T AAAA T AAG - - - - T T T TGT CAAAA T A T AC T AA T C T T TGCGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - T T - - - - - - - - - - - - - - - - T T ACAA T T - - - - - T T T T T T AGA T CA - - - - - -
A T CAAAAAAA T T CAGT A T AAACCC T CCGGGAACAC T AA T T AAAAAAA T A T AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - AAAAAA T T CAGAC T C - GAA T AGC T T T ACAGT ACA - AAC
- T T T T CAGGT CAAA T T T T A - - - - - - - - - - - - - - - - - - - - TG - - - - - - - CAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T A T AG - - - - - - - - AGGGAAA T T ACAA T T - T AGA T AGC T T T T A T TGAACAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - T T AA T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T - - - T T
- T T ACA T T T T T T AAA T T T TGT T T T A T T T CCAAAA T TGA T - - - - - - - TGCAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - T - - - - - - - - - - - TGT T T A T TGT - - ACGAA T T TGT C T A T A - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGT AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGT T C T C T CA T T A T A - - - -
- GT AAAAAAC TGAAA T T AG - - - - T T T C T AGT T T A T T CAA - - - - - - T C T C T AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAAA T T C T A T TGT T A T A - AC T
- GT A T A T AC T T A T AC T T T AAGAAA T C T CAAAAGGT A T A T T AAAGT - - T CAAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGA - - - - - C T T ACA T AAGACAACA T AA T T T T T - - - - - - - - - T ACAA T ACAA T AAA T - A T T C T A T T TGT CGT CCAA T T T A
- T CAAAAAA T T A T AA T T TGT CAAA T T CAACACAGT A - - - T AAAAA - AGC T AGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGCAGAGAAGA T C T T C - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - A T AAAGAA T AAACAGT T AAGA T A T AA T CAGT C T T AAA T CGCA TGCC
- T AAACAAAA T AAAA T T T A T CA T T T T T CACCACAC T - - - - - - - - - - T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T AAA T TGT T T T T CAAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - AAAGT AGACAACAAAAAA T T C T T A T AA T T T C TGC T A T A - A T C
- - - - - - - - - - - - - - - - - - - T T AA T T T T T ACA T T ACC - - - - - - - - - - C TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T AA T T T C T T AA T T T AA - GA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGAGT T ACA T CAGGCCA T T T CCGCAACACC TGCA T CCGT AGAGAAGA T C - - - - - - - - - - - - - T AAA T AAA T TGT T T T T T AAAAAGAC T T T CC T T CCGT CAAACAACACAA T T TGC T - - - - - - - - - - - - - - - - - - - - - - - - A T T T T A T T T T A TGA T A T C - A T T
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