
Start crop Point End crop Point

MSA length = 4337
T C T T T AA TG - - - AGAGCGGT - - - - - - - - - - - - - - - - - - - - - GA T T A T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCA T CAGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - AAACCAA T - GT ACAAAAA T CGGT - - - - - - T CGA 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 T ACAAA T T T AAAA TGAAGACA T T CA T AAA T CAAAAC T CA T T CGTGCAAC T
- - - - - - - - - - - - AGAGT C TG - A T AACA T CAAA T A T - - - GAAAA T TGAAA 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 T TGT T AAA - - CAGAC TGT A - - - T A T AAC T CGT AC - - - - - - GGT CGCAGT 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CA TGCC T T CAG - GAA T TGCA TGGAACGGCC T T T AC - - - T AAGGA 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 - - - - A TGC T C T T CC T T T AGC T C - - - T T T - - T T T AA TGA T C T T AGA T A T TG
T TGGT T T T A - - T AAGC T C T T - A T AAGT CGAA T T - - - - - - - - AGAAAGT 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 T ACAA T C TGA T AACACCA T T T T C - - - - AA TGTGAAA T T T A T - - T T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 AAGT TGC T C T T C TGA T T CA T A T T T ACGCGACCGA T A T T C TGCAAGG
T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT CGAAA 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 - - AA T A T T TGCAC - - - - - - - - - - - - - T A T T T AAGAC - - - - - - - T CA
T C T A T ACA T - - - AGAGT 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 CCCGCGCAACAG - - - - - - - T T C T CAC T T AACA T AAGC - - - - - - - - - - - - - - - - - - - - - - - -
GT CGC T C TG - - T AGA T CC T T - - - GACGA T A 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 T C - - - - - - - - - - - - - - - - - - - - - - A T A - T AC T AC T AGC T TGCA T C T T A
GT T A T T T T T - - - AAA T T AGG - - - CAAGAACA T T A 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 - - A T T T T C T A T CCAACC TGT A - - - - - T A T T T T T A T T T T T TGCC T TG
T TGCCC T TG - - - GGA T CA T T AGAGGAAGT T T CA - - - - - T AACCA T 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 AA - - - T T AGT T T C T T CCACA TGT A T - - - - T T AAA T AAC T T TGGA TGT AC
- - - - - - - - - A - - AAA T CAA T - - - - - - - - - - - - - - - - - - - - - - - - - A 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 CCCGCGCAACAA T A - GA - - - - - - - - - - T AGCA T T T T T - - - - T AC T T CCA T C T CC T AAACAA
T AC T CC T T C - - GAGAGTGT C - A T AA T TGT T T T T C T - - - - AA - - T TGGAGT 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 T T AAGT T T A T TGAAGAC T T T A T AAACAACGAAGAAAA T AAGGT TGAAGT 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 C - - AC TGC T T C T A TGGTGT C - - A - - - - CGT CC T CAACAGCAGTGT CA
- - - GGT ACGA T - AAACCA T T CA T AA T AA T ACC T A T - - - - - - CGT - - 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 TG - - GCC T ACGT T T T AGCGGC T T - - - - - T AAA T T T T AGCCA T T T A T T A
- - - - - - - - - - - T AAAA T T T C - A T - - - - - - - A T 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 CCCGCGCAACAA T A T AGAA T C - AAC T T TGACGT T T AC - - - - TGT A T CAAA T T CA T AGC T TG
C T TGT T AGG - - TGT AA TGT T - - - - - - - - - - - - - - - - - - T AACA 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 A T - - - - - - - - - - - - - - - - - - - - - - - T TG - - AAAA TGGAC T TGTGT A T T T
GA TGT TGC T - - - AAA T T T CA - - - - - - - - - - - - - - - AA T T - - CGT 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 CCCGCGCAACAAAA - AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T CCGAA T T - - - AAA T T T CA T - - - - - - - - - - - - - - - - - T AA - - - - C 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 CCCGCGCAACA - - - - AAA T TGT A TGA T T CAAA T AGT A T AA T - A T ACA T T T T T AA T AAGT T A
T T T - - - - - - - - - - AGACAGT - - - - - - - - - - - - - A T - - - - - - - - - - - - - A 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 AAAAGT T T T T A T C T A T AA T A T A TGT T AA - AAA T A TGT T C T T A T ACA T CA
T T TG - - - - - - - - GAGC T T TG - - - - - - - - - - - - - - - GAA T AGTGT 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 CCCGCGCAACAGGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T C TGAA T T T A T T AAACGA T - - - - - - T AA T T TGCC T T AAAAA - - - - - 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 AAGCCGGGTGACGTGACGCA T T A T T A T CCA T T CGAAC T C T CAAA T T C
AGT T A T A T CGT - GA T A TGT - - GT - - - - - - - - TGA T - - - - - - TGT 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 AA T - - - - A T A T T A T A T TGT TGT T TGT T - - T T T TGCACA T TGC T A T A T T A
C T CCCA T T AGT T AAAAAA T T - - - - - - - - - - - - - - - - - - - AAA 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 CCCGCGCAACAACA T - - AA T CGT CA T CCGCA T C T - - - - - - - GAC T CA TGAC T T T TGAA T T A
T ACAACCAA - - - GAAC T C T T T A T ACGT A T T T T CA T T AGCAA TGT TGGT 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 CCCGCGCAACAG - - - - - CACCGT A T T A T AA T AAA T A T T CA - - - - - - - - - T T T T AAAGGAGT
T CAA T T A T T - - CAAA T T A T T - A T AAAAGTGT C 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 AA - - GT C T AGTGAA T AAGA T T TGT T T AC - - - - - - - - - - - - - - - - - - - -
C T T A T T T T CA T T AAA T AA T A - - - AA T AAA T T T T AGGA T T AAGGT 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 T T AGA T C TGT CA T T T T AAA T CACAA T T - - - T T T TGGA TGT CGT ACGT C T
- - - - - - - - - - - - AAA T T A 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 CAAAGAAGAAGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAC T - - - AAAGT T T CAGT AAA T T C T C T - - - - - - - - - - - - - - - - - - - - - - - -
T T T A T T T T AA T T AAAA T A T T TGT AAAAA T TGT T A T T AA T AGTGT 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 AG - AAAA T CACCCCC T T AAA T A T T T T A - - - - - - - - CACCC TGT A T A 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 CCCGCGCAACAA T CA - - ACGC T T TGT A T A T T A T T T T A - - - - CA T T T T AAAC - - - - - - - T AA
CCCCA T T T T - - T CCGC T A T T - A T A TGAGGTGT T - - - - - - - - GGAGACAGT 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 - AAGA T TGT T C T TGC T T AAA T C T C T - - - - T T T C T CGGT CGT AAGT CC
- - - - - - - - - - - - AGA T T T T T T A T CAGAGT C T TGCC - - - - - - GGT TGGGCC 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 CCCGCGCAACAGGGC - - ACGCCAC TGC T A TGAGGCAG - - - - T TGAAAGA T T ACACGT A T T A
T CAAA T TGTGT CCAA T T T C T CA TGA T AA T T T AGA T T AA TGA T A T A TGT A 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 AA T CAAAA T T T A T A T A T T A
T C T T T T T T T - - CAAA T CAGT - A T AACAC T T A 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 CCCGCGCAACAA T T A - - - - - - - T A T AA TGGT A T T T T T - - - - T A T AC T A T T A T AC T A T A T A T
T C TGT T CCA - - T T AAA T A T T AA T A T T A - - - - - - - - - - - - - - T A 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 - AGAGT T C T ACC T CAGTGT AGT A - - - - CAGC T AGGGCAAA T AAAGAA
C T T TGT AAG - - - T AGT T AC T - - - - - - - - - - - - - - - - - - - - - AAC T AGT 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 AGT T AAAA TGT ACGCA T T T
- T TGC T T TG - - TGAGT TGT T T T T AACGA T T T TG - - T AA T - - GT A 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 - AAAC T C T AC T T T T T ACA T A TGT T TGT TGCC TGCAACA T A T ACA T AA
T A TGT T T ACA T T AAA T T A T A T A T AA T AGT T TGT A T T AA T A T AGT CA 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 T T T TGA T ACAAACA TGCC T T TGT AGCA T T A T AC T CACA T T T A T
T CCGA T TGA - - - CAA T TGA T TGCAAGCAC TGCC - - - - - T T AACC TGT 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 C - GAC T A T T T AA T ACAA T A T A T T T T T A T - - - - - - TGT T T TGTGT A T T T
- - - - A T AGGA T - GAAACAC - - GTGACAA T T T T CA T - - - - - - CGT 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 CCCGCGCAACAGA T T - - T AAAA T CC T T T AA TGGT T T - T T - - TGT T C TGT AC T TGT AGA T TG
T A T T T AAAA - - - AAAA T C T C T A T AA T AA T A T CCA T - - - T AA - - - T A 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 A - GA - - - - - - - - - - - - - - - - - - - - - T A T - GAA T C TGGC T T AGAAA T T -
T T T C T T AAA - - - A T A T T T CC T AGGT TGGT AGCC - - - - - T AA - - - - - - 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 CCCGCGCAACAAAA - AAA T T T T T T - - - - - - - - - - - - - T T A T - AAACA T A T A T TGT AAA T - -
T T T A T T - - - GC T AAA T TGGCC - - - - T T A T CACCA T C T A T - - CGT 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 CCCGCGCAACAA T AA - - AGT A TGT CC T T AC T T T A TGC - - - - - - GTGT C T A T T TGT AAA T AA
GT TGT T T T CA - - AAACGAC T - A T A T TGGTGTGT - - - - - T AAAGT 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 CCCGCGCAACA T A T - AGGCAA T TGT T AC T A T A T T T T T T T AC TGT T T T A T A T C T A T ACA T T T
TGT T C T AA T - - - GACGT T TGT ACAA T CAAA T T T AC - - - - - - AC 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 CCCGCGCAACAAAAA - - C T T T AA T AAGT CACACGT T C - - - - - - - - - - - - - - - - - - - - - - - -
T T T A T T AAGGT T A T T T CGC T C T T AA T T A T AA T T A T T CA T T A T A 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 CCCGCGCAACAG - - - - - - - - - - GT A TGTGGT A TGT AG - - - - T AA T A T T CAC T T A T T CA T T T
GT T T T T CGT - - CCAA TGA T T - A T AGT T AC T T T TGT - - - - - - GGT 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 CCCGCGCAACAGA T - GA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCC T CC T A TGACG
T T CA T T T T AA T - AAA T TGT T - - - - - - - - - - - - - GT - - - - - - - - - - AC 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 T CAC T T A T - - - - - - - - T T AA T T A T T ACAAAC T T C T A T AAAA
T T T T T C T T T - - - AAAGCAGT - - - - - - - - - - - - - - - - - - CCG - - - - - - - - - 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 AGT T T T AA T T C T T T T AGAA
- - - - - - - - - - - - AGA T TGTG - - - - - - - - - - - - - - - T AA T AAA T T T CA TGT 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 CCCGCGCAACACGAA - - - - - - - - - - - - - - - - - - - - - - - - - - T A T ACGAAA T ACGAACACAA
T T TGGA T T C - - - AAA T A T T T TGT ACAGGT A T T AA T T AGCAG - - - 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 CCCGCGCAACAA T AA - - - - - - - - - - - - - - A T A T A T TG - - - - - - - - - - - - - - - - - - - - - - - -
T T AAGCAAGA T - AA T A T A T T - ACAGT A T CC T T C - - T CA T AAGGT 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 CCCGCGCAACAAGT A - - GT T T T T T T AACAGT C T C TGG - - - - - - - - - - - - - - - - - - - - - - - -
TGT AA - - - - - - - AA TGT 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 CCCGCGCAACAA T T C - - T T T C T CGC TGTGAGT TGTGA - - - - T A T AAACAGT T CAAAAGT T A
GT T AAGT T C - - T AACGTGT 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 CCC - - T TGT CGACC T CGACACGT CA - - - - TGT CGAC T A T T CAAACGT CG
T T T T A T T A T - - - T AAA T A T T - - T AAA T AC T T T T - - T AAAAAGGT TGAAAC 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 CCCGCGCAACAGAAAAAA T A T A T A T A T A T A T A T A T A T T TGT T A T CC - CA T T TGA T A T T T AG
CC TGT AGCC - - - AGCC TGT T - - - - - - - - - - - - - - - T A T 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 CCCGCGCAACACAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T AGT T AC - - - AAAA TGT A T A T AA T A T T T T TGA 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 T AA T T AAAC - AAACCGGT - A TGACAC T T T T T AC - - - - - - AA T T AAACC 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 - - GAA T T T AA T T AA T CGGT C T T - - - - - - - - - - - - - - - - - - - - - - - -
T T T AA TGA 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 AGG - - - - - - - - - - - - - - - - - - - - - - - - - - T CAA T A T A T T T CAC T T CGT A
- - - - - - - - - - - - AGA T T T A T - - - - - - - - - - - - - - - - - - - - - A T 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 CCCGCGCAACACA T AGA - - - - - - - - - - - - - - - - - - - - - - - - TGGT T T CAAC T T A T T CAA TG
A T TGT TGAA - - T T AACC T CC T ACAGACC T AA 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 CCCGCGCAACAAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- T CGT T T T A - - - - - - - - - - - T A T AAAAAA T A T T - - - - - - - - GC 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 AAAAC T AA T T AA T AA T A T A T T T T T - - - - - - - - AAA T A T A TGTGGT T
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