
Start crop Point End crop Point

MSA length = 4337
A T AAAA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T CGTGT 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 T CCGCAGC T T CCCGCGCAACAGA T CGC TGT C T T T T T - A T A TGGGAAA TGT CA T TGAACGT T T T T T T T T CGA
- - - - - - - - - - T T A T AAC T CAAGAA - - - - - - - - - - - - - - - - - TGT 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 CCCGCGCAACACA T T C T ACA T T C T AC - GACAAA TGACACAAAAGAAACGCCACGGC T TGT A
GT AGTGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGGT 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 CCCGCGCAACAA T AAGGACA TGAAAAAAC T T T A TGA TGGT ACCAAAAACA T A TGCGT A TGA
A T CAAAC - - - CAA T AA T AGCAA T CGAAA T T A T AAAACAAAA T TGGT 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 T ACAGCAGC TGAC TG - A T T CAA T T T T AAAA TGAAG - - - - - - - - - - - - - - -
A T T A T AA T - - ACGT AA T ACGCCCAACGT T T TGT AAA TGGAGT T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T AA T AGT - - AAAA T A T ACG - - - - - - - - AA T A T ACA T A T AACC T AAC T T C TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - A T T A T CAA TGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGGGCAACAAC T T CCAGGAAA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 TGT A T AA T T TGTGAA - - - - - - - - - - - - - - - - - - - - - GT A T A T T T T T T A T A
GGT A T TGA - - GCA T AA TGCGGCCGA T C T TGCA T ACGT T T AA T AGA - - - - - 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 CCCGCAAC T T CCCGCGCAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T ACA T C - - CCA T AAA T AAA T A T T T C T TGCA T A T T TGAA T T T T - T AC 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 AC T CA T CCC TGGC T A - - - - AAGAAC TGAA T AGC TGAGT T A T A T CCGCC T
- - T CGAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 CCCGCGCAACAACAGTGT CC TGT T AA - A T CCGAAGA T TGT T C T TGCAC T T TGA T T T T T C T C
A T TGCGGA - - T AA T AAAGT AGA T T T T T T A T T T AA T CGGAAA - - - - GGGCC 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 CCCGCGCAACAGGGCCCCCCCGCGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA - - - - - - AAGT A T AA T T T AGT CAAA T T T CCGT CA T T AAAGT 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 T AAAA T AA - - - - AAA T CAAAA T T T A T A T - - - - - - A T T A T T T A T T T T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AC 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 AC T AGT T AC T AG - - - - - - - - - - - - - - - - - - - - T ACGCA T T T T T TGT C
GT TGT T - - - - T - - - - - T T T C TGGTGT T T C T T T T T T A T T T AA 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 A T AACCC T - - - - - A T T T AA T AA T AAAAA TGT A - AAC T C T AC T T T - T T
A TGACA T CGA TGA T AGTGGGGT TGACGT T TG - - - - - - - - - - T T CAGT CAA 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 CCCGCGCAACAGT CAA T ACC TG - - - - - - - - - - - - - - T CAAA T CGGAAGT C T A T T T AA T ACA
AC T A T T A T - - AAGGGA T CGAAGA T C TGACAAGTGGT TGAAA - - - - GT CAA 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 T T TGT AC TGGAACAAA T AAGT T T T A T T T T - - -
AGAAA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AA T 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 CCCGCGCAACAA T T A T T ACCGAAAGT - - - - - - - - - - - - - - - - - - - - CAA TGGT A T T T T AA T
A T TGT A T A - - T T A T AA T T AAAAGT ACGGA T T C T AAAAAAAA - - - - A T AA 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 AGCA TGTGT T AGCC TGT A T A T T AAA T T AAA - AGA TGC T T T AC T AA
GC T A T A T T - - T T T AAACA T AA T A T AC T T T AGT T AC T CAAAA T T T - 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 A T T TGGCC T AAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 CCCGCGCAACACA T AAAACCAA T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T ACCA T AACGGT AGCGCAGCAC TGGT T T CA T AACC T CCAA 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 CCCGCGCAACAAAC T ACGACA T - - - - - AAGCAGGGACAAAACGACAAA T T TGCGT T A T AAA
CC TGGGCCAAGCAC T A T T AAACGCGT T CGTGA TGGAAAAAA - - - - 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 T AGGCAGCCC T T T AG - AC T T CGT AC TGAA T A T A T T T T T T TGTGGT TGA T A
T T TGT A - - - - T AAAAA T T T T AA T T A T A T T T T T T A T C T ACAA 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 CCCGCGCAAC - - - - - - - - - - - - - - - - - AA T CGACAA TGAAAAAAAA - AGT T T CA T T T T A T T
AACA T CC T - - T TGT AA T ACAAA TGT AA T T T A T T AGA T A T AG - - - - GT 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 CCCGCGCAACAGT A T A T AGCA T T A T A - A T T TGCAACC T A T AACAGT A T CC T ACACGT T T T A
T T TGCAGT - - ACA T CAA T CAGGT A T T A T T T T A T A TGC T AGGT A - - - - - 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 CCCGCGCAACAA T AA T AAA T A T A T TGT ACC T AAA TGT T T T AA TGT T AAGT T T T ACC T C T T T
GT T AAG - - - - - CAA T T TGCAGAAAA TGT A TGGT AAAGGAAA T T T AG - - - - 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 CCCGCGCAACACGAAGAAGCA T AA T AG - - - - T ACGAACACAAAAAC - - - - - - - - - - - - - - -
A T CAAA TG - - TGCCAAC T T CACGCC TGAC T T T T TGT T T AAA - - - - 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 CCCGCGCAACAA - GT AA TGACAAAA T - - - - CGGT T T T T T T AACAGT A - - - - - - - - - - - - - -
C T AAC T T T AA T T CCACC T T C TGGCCGGT T T T AACAGGAAGCC T T A - - ACC 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 CCCGCGCAACAAAACCGACC TGC T T A - - - - - - - - - - - - - - - - - - - - T CC T T CA T A T T T T T T
A T T A T AGGAACAAAGT T AGAACAA T T T T C T TGT ACGT T AAA - - - - GA 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 CCCGCGCAACAGA T T CAGCCAAA T AA - A T CGGT T CAA T T T TGCAGC - GT T C TGT AC T TGT A
A T TGC T T AAA T C T CA T T A T AGGAA T A T AA T T AACAGGAA T A T T T AA T 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 AAA T A T T T T A T T T - - - - - - - - - - - - - - - - - - - - GACGCAA - - - - - - - -
AC TGCCCA T C T TGCAAC T TGCAGAAAC T C T TGCAAAC TGT A 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 - - - - - - - - - - - - - - - - A T T T AA T AGT T T T - - - - - - - AGC T C T T CC T T T AG
A T TGGT T T - - T AGAAGC T C - - - - T T AAAA T CCGT AA T AAAA - - - - AGT 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 CCCGCGCAACAAGT TGA TGA TGGCAG - AAACGT CGGT T TGAAAA T CAAA TGAGAA TGTGAA
AGCGCG - - - - AGC TGGCGT T AGAAAGT T T C T A T ACA TGAGA - - - - - - - - - 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 TGT AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T CC 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 T CC T AGGT A T C 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 CCCGCGCAACAGT T T AGAA T T T A - - - - A T CGGAAAA T T A TGA - - - - - AGT TGC T C T T C TGA
AA - - - - - - - - - - - T T A T T T T A T A T CCA T C TG - - - - - - - - - - T T AGA T AAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T TGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - - - - - - - AGACCAA T AGGAAAA T AGCAAAC T T A TGT CACC T A
AA T A T A T AA TGCGAAA T T T T CAACA T T T T T T T T TGCGAAAA T T - - GAAA 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 CCCGCGCAACAGAAA T A T ACCACCCC - A T T T AAGAC T CACCC TGT A - T A T T ACCGT T AC T A
A TGA T AAA - - CAA T A T T TGAAA T T A T A T C T T T T A T TGGT AAC T - - A T AC 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 AC T CAGGT A T A T C - A T T T T C T A T CCAACC TGT A - A T T T T T A T T T T T TG
A T T AAGT - AA T A T T AA T T T AACAGT T A T A T TGCCC T TGGGA T T T A T AAA 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 - - - - - - - - - - - - A TGT AGGAAAA T AAAAACGT AAGGA TGT AC T T T - - -
GT TGGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T C 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 T T C T ACAC T ACGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T - - - - - - AC T T A T ACC T T AA T A T ACGT T T T A T T A T CAAAA 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 A T T T T T AA T A - - - - - A T ACAA T AA T T AAA T T AGA T A T T T A T T T C T CA T C
C TGGCGGC - - AA T TGACG - - - - - - - - - - - - TGT TGA T AAGT - - - - - - 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 CCCGCGCAACAC T AGGT T T T T T AAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAAC - - - - - - - - - - - - - - - - - CGT T - T TGGTGT AAAA T AG - - - T T T CA T T T T - - -
AA TGT A T - - - T AA T AAACCCAGTGA T T CA T T T AAAA TGACAC 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 CCCGCGCAACAC T T T T AAAA TGA - - - - T T ACAA TGT TGAAAA T AACAA T T T C T A T T T AACA
A T T CAGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C 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 CCCGCGCAACAACAACAGT ACAAA T A - - T T T AAAAGT CCAAA T A T AAAGACC T AA T T T T CA
A T T ACGGG - - A T A T CCCGT AA T T CC T AAA T T CC T A T AGGAAC TGAGGGT 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 CCCGCGCAACAGGGT A T ACA T AA T - - - - - - - - - - - - - - - - - - - - - - - AGC T T T T T T T CAAA
A T T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T - - - - CC 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 T CCAGAC T T C T T T - AGT TGTGGACA T AAAAGCAAA T T T T CA T T CAAAA
AGT A TGT AGAAGA T AGCACGGT T AGT C T TGTGT T CAGGC T T T T T ACAAA 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 CCCGCGCAACACAAA T T A T C T T C TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - AAAAAAAAAAGAAAAACC - - - - - - AGAAAAA - - - - GAAAC 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 CCCGCGCAACAGAAACCAAAGCAA T CAACA T AC TGCC TGCAACA T AAA T A T A T A T A T A T A T
GT T AAGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CCCC 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 CCCCAGCCAAGT TG - - - - - - - - - - - - - - - - - - - - AAC T T T T A T TGT CGA
A T CACG - - - - - - - - - - - - - - - - - - - T C T CAGGT AGA T A TGG - T T AGT T CC 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 CCCGCGCAACAGT T CC TGA TGAA - - - GGT C - - - - - - - CAGAGAAAG - - - - - - - - - - - - - - -
A T T CAC T A - - T CC T AAC T CAA T AGAA TGT CAAAACAAAA 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 CCCGCGCAACA T A TGCAAGGT CAAAG - GGC T T T T CA T AAA T T T AAA - - - - - - - - - - - - - - -
- - - - - - - - - - TGAGAAC TGAAAAAAAGT T A T TGAA T T AAAA T T T T T 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 A - - - - - - - - - - - - - - - - - - - - T A T T T T AAAAAAAAAC T TGTGT A T T TGT
AAC T C - - - - - T CCGAA T T AAA T T T CAA T T A T A TGCC T T C T A T T - - - - 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 CCCGCGCAACAC T CA T T T CA T AAA T AAAAA T AGT AA T AGAAAAAGA - AAC T T T T T T CAA T A
ACAGTGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T - - 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 CCCGCGCAACA T AAA TGACACCAACGGAGTGAA T T C T T AAGT AAAG - AAGT AC T T T T C T T T
T CCA T T CGAAGGA TGA T TGGAAGT T T T CA T TGT CAAAGAAA T T T AGGAA 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 CCCGCGCAACAGGAA T AGGCC T C T TG - - T T T T CACC TGAAAAC T AC - - - - - ACC T T CA T AA
GT TGT CCA - - GA T T AA T T TGCCA T AC T A T C T AAAGCCGAGA T 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 CCCGCGCAACAGT T A T CA T T CGGA - - - C T C TGA T ACCCACACCGGG - AA T CCC T T T C T T T C
AA TGT CGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T - - - A 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 CCCGCGCAAC - A T AA T A T A T A T T A T A - A T T TGGAAA T T AA T T A T T AAGCC T C TGT T CCGCC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 CCCGCGCAACAA T A T ACACGT T AAAG - AGGCCAACGT A T T AA T CAAAAC T TGT TGT A T CAA
AC T TGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGA 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 CCCGCGCAACAAAAGAAAACAACAAAA - - - - AGCAA T CAAAAC TGAAA T T TGT T T T C T T T C
ACA T - - - - - - T T T T AGCCCAAAGCC T CC T TGA T CAAAAAAAGT - - - - - - 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 CCCGCGCAACAGGT T CACCCCCCC - - - AA T AAA T AA T T A T A T - - - - AAAAGGAGT AGAGAA
A T T A - - - - - - T TGT AAA T TG - - - - - - - - - - - - - GC T T CAAG - - - - - - - - - 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 CCCGCGCAACAGT AAAAAGT AGAAA T AGAA T AAGA T T TGCA T A T T T AA T C T T T A T T T ACC T
A T T A T AAA - - AGGT ACAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 CCCGCGCAACAACA T T T AA T CA T C T AAAA T T AC T AGT T AGAA T AA T A T CAGCAA T T T T TGA
T A TGC T T A - - T T CAAGAA T AAA T AGT A T A T T T AAAA T AA T A T T AA 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 T T AGC T A T AGT C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA TGCAAAAA T CGT AA T AC T C T T T A T AC T T CGCAGGT AGT A - - - - - - - - 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 AC T CCAC T AAAC T T - AA T T AA T CGGT C T AA T AAGGAA T CACACGA T T CA
GA T A TGAG - - T TGAACACCAAA T T T T T C T T TGCAAAGCAGT - - - - A 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 CCCGCGCAACAA T T T T T AGA T AA T TG - AA T T A T T AGT T T T AA T T C T - - - - - - - - - T T T T AA
AAAAC T TG - - GT T TGCC T T AC T TGCC T T A T T ACAAGAGACA T T AAAAAAC 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 CCCGCGCAACAAAAACA T T C T T T AA T - - - - - - - - - - - - - - - - - - - - AAACCA TGCCC T C T A
A T CGTG - - - - T T A T AA TGT A T AAAAC T T T T T C T C 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 CCCGCGCAACAAC T AGT AC T - - - - - - - GCCCCACAA T T AAAA T T - - - - - T T T CAC T T A T T T
A T CAAAAAAA T AA T A T C T CGGTGGACGGT TGAC T T A T ACGGT T T AGGT 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 CCCGCGCAACAGGT A TGTGGT A TGT A - - - - - - - - - - - - - - - - - - - - AA T A T T CAC T T A T T C
A T T ACC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T - - GA 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 CCCGCGCAACAGA T T T T CGT CCAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T - - - - - - GT TGA TGGC T C T AA T CAAA T C 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 CCCGCGCAACA T A T T A T A T A TGG - - GAACAGAGTGT T CAAAC - - AAGT AC T A T A T T T 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 T AGG - - - - - - - - - - A - GT T T T T T T C T T AGAA T AGG - AA T CACCCCC T T AA
- - - - - - - - - - - - - TGACGCCAC T T T T T T T T T - - - - - - - - - - T T - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGAAGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA - - - - - - - - - - - - - - - - AC T CAA TGGT CA - - - - - - - - CAGT AAA T T C T CAG
GT T ACAG - - - T TGGT C TGT AC T T A T T T T A TGA T AAA T A T - - - - - - A T CA 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 CA T AAA TGT ACAGAA T T T T A T T T A T AGAGGCAG - - - - - - - - - - - - - - -
A T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAA - - - - GGAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T T AA TGGCGT AAA - AACCGCC TGT TGA T A T T T T - - - - - - - - - - - - - - -
A T T A T AC T - - GAA T AA T T T AA T AA - - - - - - - - - - - - - - - - - T T CGT T TGT TGT T AGAAAA T A T C - AACAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGT AGT AGCA T TGT T TGA T T T CCCGCAGC T T CC TGCGCAACA T T TGT A T A T ACCAGT - C T CCGA TGGTGGCAGCAGA - - - - - - - - - - - - - - -
A T T A T AC T - - GAA T AA T T T AA T AA - - - - - - - - - - - - - - - - - T T TGT T TGT TGT T AGAAAA T A T C - AACAAAGGT ACA TGT T ACGCCACC T A T CAGT TGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T T TGT A T A T ACCAGT - C T CCGA TGGTGGCAGCAGA - - - - - - - - - - - - - - -
A T T A T AAGAGAAA TGCC T T A T T T T A TGT CC T A T AA T CCAAA - - - - T T A T A TGT T ACAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GC T A T CAAAGAAGAAGTGT CGT T TGA T T T CCCGCAGC T T T CCGCGCAACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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