
Start crop Point End crop Point

MSA length = 4337
C T TGT TGCA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T ACC T AGC T AGAAAA T AC TGAAAAA TGGT AGAAGTGGCGCCA T C T A T TGAGTGGG - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCA T CAA - - - - - - - - - A T T AGCA T A T T T C T A T AA TGC T A T AA T T T T TGAA T CAGTG
C TGGCCAGT T CA - - - - T ACG - - ACACACA T TGCA TGCGGT CA - AAAAGGGTGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAAC T T CCCGCGCAACA T - - - - - - - - CGC T AA T A T C T CC T AA T A T T ACAACCAA T T T C TGCCAGT T C
- - - - - - - - - - - - - - - - C T A - - AA T CGAAA T T A T AAAAAAACAGGA T ACAGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - TGA T AG - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T AAAAAAAAACAA
CGT AGCGA T TGG - - - - - - - - - - AAC T CA T T TGCAA TGAA - - - - TGTGT A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - - - - - - - - - - - - - - - T A T AA T - - - - - - - - - - - - - - - - - - - - -
T CAAA T T A TGGA TG - T T TGGCACGCGGAGC T TGCCCAA TGT AA T TGT AAGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - GAAAG - GT CC T T AC T T T A TGA TGG - - - - - - - - - - - - - - - - - - - - - -
GTGA T T AAC T CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T T C TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - T T T T ACCCAA T T T TGACAA - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGAAGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA - - - - - - - - GT T CAGT AAA T T C T AGT AC - - AGAA T A T T T T TGAAAAAGGT
T T T A T T T T AAGA T T A T T T A - T A T CAC TGGT TGAAAA T AA T T AA T T T AGGA TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - T AC - - - TGAAGT T T T T T T C - - - - - - - - - - - - - - - T T AGAA T AGGT C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - A T AGA - - A T T A T T T T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - A T A
T T AA - - - - - - - - - - A T T T A - - - AC T CGCACCAAAA T T AA T T AA - A T A T T A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAAAA T AA - - - T T T T T T A T C T T CCGA T T A - T AAAAAGGT C T AGTGAA T AAG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - A T A - - - - - - - - CCA TGCCC T AA T - - - - - - - C T AA T - - - - - - - - - - - -
CCAC T T T A T T T C - - - - - - - - - - A T T T AAACA TGAAAAAA - - - - T TGGT A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - GT AAAA - C T T A T T CA T T T AC - - - - - - - ACCC TGT ACA T A TGGA T A T A
CAAAA T T - - - - - - - - T T T C T T AAA T T AAA T T - - - - - GA T T T AA T TGA T T T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - T A T CAAA - - GA TGC T T CC T C T TGA T T A - - GACAGAA T T T TGACAAGAGA
T C T A T AAA T CC T T T A T T T A - - A T T T T CA T T T T A T CGGAAGT A - - AAC T AGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - T AA - - - - - - - - - - - C T T A T T T AAACAA - A T AAAAAA T A T T AAA T AAA T A
T TGA TGGAAACC - - - - T T AGT T A T A TGAGC T TGAACAAA T T A - - AA T T T T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - TGAAA - T AGT T T T AA T T C T - - - - - - - T T T AGAA T T T T AAAACAAA T
T T AA TGT T T T A T T T A T T - A - - - T AA T A T A T TGT AAAAA T T T - A - - - - - - A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGCA T
T C T T T T TGT TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AGGC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - A T CCAA T A T T AGC T A T T T T TGA T AA - - T A T A T AGT C TGT ACAAGGAC
- T CGT T T T A - - - - - - - - - - - - - T CGT T AA T T AA T AAAAA T T - - T T T AA T C TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - T AA - - - T T AGT T T CA T T T T A T T A - - - - - - - - - - T T TGT AA T A - - - C
T TGT T C T A T T A T - - - - GT AG - - AA T C T CACAGT AAAAA TGT A - TGCA T AA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - AA T AACA - T T CAAC T T A T T CAGT CAA - - AACGCAA T AAAGAA T A T CCA
TGAAGT T A TGT A T T A T T T AGCAAGAGGCGT AAAAACAAGT AA - - TGGAAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAC - - - - - - - - - - - - - - - - - - - - - - A T T AA - AAAAACGACA T CAAGCAGCAC
T AAA T T T T - - - - - - - T T T A T - - A T A T AAA T T T T T AGAAC T AAA T T T T T AGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - T AGTGAA - - T C TGT CA T T T T T TGGA TGC TGACAGAC T T T A T A T AAGT AA
T CAA T T A T T ACAC T A T - - - - - - GGT T AA T T TGT AAGGC T T T A - - AGT AAA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AA T A T AA - T T A T T T ACC T T T TGT TGA T - AA T CAAAGGTGTGAAA T AA T
T T T T TGTGT A TGT T AGT T AGT AAAAACAGCAAAA T AAAA T T AA - - - - - - C TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - GTGT A - - GGTGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA
A T AAACCA T T T T - - - - - - - - T ACCCAAAA T CC T AAAA T AC T A - T - - A TGC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA - AA - - - - - T AGCCA T T T A T T ACGT T AA - - CAGA T A T T T T AAAAA T AA T T
AACACAAC T AA T - - - - - - - - T A - - - - - - A T T T A T A - - - - - - - - - - - - - T A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - CAAAA - T T AA T C - AAC T T TGACGT - - - - - - - - - - - T T AA T T AAACA
T TGAA T T AAAAA - - - - T T AG - - - - - - - - - - - - - - - - - - - T C T - TGT A T A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - T AAAA - - - - - - - - - - - - - - AA TGGCAA T TGGGACA T AACGGACGAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAAAGA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - - - - - - - - - - - - - - - AACAA - - AAAAAGGT T T AAACCAAAGC
GT T A T A TGT AA T T T A T A T A T - - AA T T AAA T T T CAA T A T - T AA - - - - - CA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - AAG - AAA - - AAGA T T T AA T T A TGA T AAC T - - - ACA T T T T T AA T AAGT T A
T T AA T T T A T C T T C T AA T T A - - AA T C T CAGT AA T AAAACA T T T A - C T AAA T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AA T AA - - - T T AA T T T T T T A T C T A T AA - AAA T T AA T T T C T AA TGAGAA T
T T AACC T A T AA T - - - - - - - - T A T T A T AGGT T AA T AAAA T A T AA - - - - - - T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - T AA - - - GT CA T CCGCA T C TGA TGA T - CA TGAC T T T TGAA T T AC T AG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGAA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA - - - - - - - - T A T A T T T T CA T T T T AAC T A - - T T AGAGACC T T CA T AAA T AC
T T AA T T T T TGAAGAA T TGA - T T AA T T T AACAGT TGAAAAA T CA - TGT T A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - GGA T AA - - - - - - - C T T T C T T T CGC T AA - A T T CGAAC T C T CAAA T T CGT C
T T TGT A T A TGGGT T A T T T A - TGGCC T CC T TGA T CAAAA T T - - - - - - - - - C TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AA T AG - - - - GAA T CA T T T TGCAA T AC - ACGAAAA T T T A T AAGT CA T AC
A TGA T A TGT - - - - - - - - - - - - - - - - CAGA T T T T AGGGA T - GA - T T T AA T A TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T - - A T AAA T T A T TGC T A T A T T A T - - CAA - - GA T ACGCC T C TGT T CCGCCA
CA TGT C T ACGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - - - - - - - - - - - - - - - GAAGA - - AGCA T AA T A T ACGAAA T ACG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - TGGAAGGT T T T T C T T T T C T - A T AA - A T T ACC T C T T TGC TGA T AA TG
T T T A T T CC T A T T T T A T T TGG - - AC T T CACGCC TG - - - - - T T A - T T AGT AA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - AAA - - AA T T CGCGGT T T T T T T AA - - - - - - CAGT C T C TGCGGGC TG
GTGAAACAC - - - - - - - - - - - - - - - - - - - - - - - - - AGACA T CA - T TGA T T C TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA - AA - T ACA T AC T TGT AGA T TGTGT T AA - - GCGACC T T A T AGA T C T A T TG
A T AA T ACA T A T - - - - - - - - - - - AC T T AAA T A T AA - - - - - - - - - - - - - - - A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - A - - AA T A T T T T A T T T T A T T AG - - - - - - - - - - - - - - AGAGGA T T
GT T A T - - - - - - - T T AC T T AG - - GT T T T AACAGGAAGA T T T T A - - - - - - - C TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - A - - CCGACC TGC T T A T T T T AA - - - - - - - - - - - - - - - - - - - - - -
T T CA T T T T CAAA - - - - - - - - - - A T CC TGGCGGCAA TGA T T T A - CGC T AGGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - GA T A T AAGGAAGT T CC T TGC TGA TGGT - AAAAAAAA T T CAA T AAAC T C
T AGAGC T T C T T A T TGT T TGC - - A T A T ACGT T T T A T CAAA T CA - T A T A T T T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - - T T T AA T ACA T T T AAA T AA T - - - - - - - - - - - - - - - - - - - - -
T T AA T AAACCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A - T AC T T T T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - T CA T AAA T - AA T A T T T C T A T T T AACAA - - T CCAAGT T T T CAACAAAACC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AACAAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - A T A - - - - - - - - - T A T A T T T T AA T AA T - GACC T AA T T T T CAACCGAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - T AA - - - T T - - T T T CA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - - - - - - - - GC T T T T T - T T CA - A T ACCC TGT A TGCAGAGAAAC
T A T A T AAAC T AA - - - - - - - - - - AA T T AAA T T T CAAAAA T - - - - T A T A T T T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - T C T AAAC T AA T T C TGA T AA T AAAA TGGC T A T T T AAAA T AAA
CCC T T T AA T T AA - - - - - - - - T AGGT AGAA T CC TGGAACA T T AAAGT AC T C TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - T T AAAC T T A T T T A T - - - - - - - ACAGGGAA T T T AA T T AA T CG
A T CGCGCGCGAC T T T C T T AGCA T TGCAAAC TGT AAGGCCC TGAA TGT T T T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - T - - - A T - T T T CC T CC T T T T - - - - - - - T T AA TGA T C T T AGA T A T TGT
AAAA T CCGT AA T - - - - - - - - AAAGT CGAA T T T AAAAAGA - - - - - AAGT TGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA - - - CAAGG - AAAA T C TGA T AACACCA T - - - - - - - - - - - T T TGT AGAACA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAG - - A T AACA T T T C T CCACGT T T CAACAA - ACGACCGA T A T T C TGCAAGGC
T T - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGGGGAAA T - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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