
Start crop Point End crop Point

MSA length = 10223
A T AAA T AAACAAA T AA T T CAGA TGT A - - - - - - - - - - - - - - - - - - - - ACC T TGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CGT T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACACAAGAGCGT T ACAACC T T C - - - - - - - GC T T T T T T A TGT T AGT T A T A - - T TGT T C TGGAAAA TG
A T AAA T AAACAAA T AA T T CAGA TGT A - - - - - - - - - - - - - - - - - - - - ACC T TGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CGT T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACACAAGAGCGT T ACAACC T T C - - - - - - - GC T T T T T T A TGT T AGT T A T A - - T TGT T C TGGAAAA TG
A T AAA T AAACAAA T AA T T CAGA TGT A - - - - - - - - - - - - - - - - - - - - ACC T TGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CGT T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACACAAGAGCGT T ACAACC T T C - - - - - - - GC T T T T T T A TGT T AGT T A T A - - T TGT T C TGGAAAA TG
A T AAA T AAACAAA T AA T T CAGA TGT A - - - - - - - - - - - - - - - - - - - - ACC T TGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CGT T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACACAAGAGCGT T ACAACC T T C - - - - - - - GC T T T T T T A TGT T AGT T A T A - - T TGT T C TGGAAAA TG
A - - AGTGAA T AAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAAAAGGTGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CGT T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAAC T CAAGAGCGT T ACAAAGGAC - A T T T T A T T A T T CACAAA T A T C T T T CA - - T TGA T C T AAA T C T T C
A - - AGTGAA T AAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAAAAGGTGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CGT T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAAC T CAAGAGCGT T ACAAAGGAC - A T T T T A T T A T T CACAAA T A T C T T T CA - - T TGA T C T AAA T C T T C
A - - AGTGAA T AAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAAAAGGTGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CGT T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAAC T CAAGAGCGT T ACAAAGGAC - A T T T T A T T A T T CACAAA T A T C T T T CA - - T TGA T C T AAA T C T T C
A - - AGTGAA T AAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAAAAGGTGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CGT T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAAC T CAAGAGCGT T ACAAAGGAC - A T T T T A T T A T T CACAAA T A T C T T T CA - - T TGA T C T AAA T C T T C
A T AAA T AAACAAA T AA T T CAGA TGT A - - - - - - - - - - - - - - - - - - - - ACC T TGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CGT T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACACAAGAGCGT T ACAACC T T C - - - - - - - GC T T T T T T A TGT T AGT T A T A - - T TGT T C TGGAAAA TG
A T AAA T AAACAAA T AA T T CAGA TGT A - - - - - - - - - - - - - - - - - - - - ACC T TGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CGT T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACACAAGAGCGT T ACAACC T T C - - - - - - - GC T T T T T T A TGT T AGT T A T A - - T TGT T C TGGAAAA TG
- - - T AAAGGA T A T TGT A T T ACAGAGACCAGTGCA - - - - - - - - - AA T AACGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAACGAG - - - - - - GT T T T CCAAAGGCAGCGGA TG - - T TGC T T AAGT CGC T A
- - - T AAAGGA T A T TGT A T T ACAGAGACCAGTGCA - - - - - - - - - AA T AACGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAACGAG - - - - - - GT T T T CCAAAGGCAGCGGA TG - - T TGC T T AAGT CGC T A
- - - T AAAGGA T A T TGT A T T ACAGAGACCAGTGCA - - - - - - - - - AA T AACGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAACGAG - - - - - - GT T T T CCAAAGGCAGCGGA TG - - T TGC T T AAGT CGC T A
- - - T AAAGGA T A T TGT A T T ACAGAGACCAGTGCA - - - - - - - - - AA T AACGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAACGAG - - - - - - GT T T T CCAAAGGCAGCGGA TG - - T TGC T T AAGT CGC T A
- - - T AAAGGA T A T TGT A T T ACAGAGACCAGTGCA - - - - - - - - - AA T AACGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAACGAG - - - - - - GT T T T CCAAAGGCAGCGGA TG - - T TGC T T AAGT CGC T A
- - - T AAAGGA T A T TGT A T T ACAGAGACCAGTGCA - - - - - - - - - AA T AACGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAACGAG - - - - - - GT T T T CCAAAGGCAGCGGA TG - - T TGC T T AAGT CGC T A
A T AAGTGAAAA T TGCAC T T A T T AACCACA T T ACAAA T T T T TGT AA T T AGGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACA T AGGGAAAA T A T T T T ACC T A T CGA T AAGT AA T CA T A T A T T T T AGT T A T CG
A T AAGTGAAAA T TGCAC T T A T T AACCACA T T ACAAA T T T T TGT AA T T AGGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACA T AGGGAAAA T A T T T T ACC T A T CGA T AAGT AA T CA T A T A T T T T AGT T A T CG
A T AAGTGAAAA T TGCAC T T A T T AACCACA T T ACAAA T T T T TGT AA T T AGGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACA T AGGGAAAA T A T T T T ACC T A T CGA T AAGT AA T CA T A T A T T T T AGT T A T CG
A T AAGTGAAAA T TGCAC T T A T T AACCACA T T ACAAA T T T T TGT AA T T AGGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACA T AGGGAAAA T A T T T T ACC T A T CGA T AAGT AA T CA T A T A T T T T AGT T A T CG
A T AAGTGAAAA T TGCAC T T A T T AACCACA T T ACAAA T T T T TGT AA T T AGGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACA T AGGGAAAA T A T T T T ACC T A T CGA T AAGT AA T CA T A T A T T T T AGT T A T CG
A T AAGTGAAAA T TGCAC T T A T T AACCACA T T ACAAA T T T T TGT AA T T AGGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACA T AGGGAAAA T A T T T T ACC T A T CGA T AAGT AA T CA T A T A T T T T AGT T A T CG
- - - - - CAGAAGA T T T A T T T ACA T ACA T T A T T A - - - - - - - - - GC T A T A T AGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAA T AGCA - - - - - - AACA T C T AAAAGT AAA T AA TG - - C TGT T T AGAAGAA TG
- - - - - CAGAAGA T T T A T T T ACA T ACA T T A T T A - - - - - - - - - GC T A T A T AGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAA T AGCA - - - - - - AACA T C T AAAAGT AAA T AA TG - - C TGT T T AGAAGAA TG
- - - AGT CAACAAA T T ACGC TGC T A T CA T A T TGCA - - - - - - - GGAA T AAGT TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAAGT CAAA T T A T AGCGT C T AAAAACAGAA T A T - - - - - - - - CAAGAAA T T T
- - - AGT CAACAAA T T ACGC TGC T A T CA T A T TGCA - - - - - - - GGAA T AAGT TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAAGT CAAA T T A T AGCGT C T AAAAACAGAA T A T - - - - - - - - CAAGAAA T T T
- - - AGT CAGAAAGT - - - GAAGAAAAAA T AC T ACA - - - - - - - A T T CAAAAC TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAAACAAAA T T A T AA T T T CGAAAAC T TGGAAA T A - - T CGT T T AAAAAA T T T
- - - AGT CAGAAAGT - - - GAAGAAAAAA T AC T ACA - - - - - - - A T T CAAAAC TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAAACAAAA T T A T AA T T T CGAAAAC T TGGAAA T A - - T CGT T T AAAAAA T T T
- - - - GAGAGTGAGT T CA T AGGGT A T T T T T A T A TGA T T T T T A T T ACAA T A T TGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - CAGAAGA T T T A T T T ACA T ACA T T A T T A - - - - - - - - - GC T A T A T AGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAA T AGCA - - - - - - AACA T C T AAAAGT AAA T AA TG - - C TGT T T AGAAGAA TG
- - - - - CAGAAGA T T T A T T T ACA T ACA T T A T T A - - - - - - - - - GC T A T A T AGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAA T AGCA - - - - - - AACA T C T AAAAGT AAA T AA TG - - C TGT T T AGAAGAA TG
- - - AGT CAACAAA T T ACGC TGC T A T CA T A T TGCA - - - - - - - GGAA T AAGT TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAAGT CAAA T T A T AGCGT C T AAAAACAGAA T A T - - - - - - - - CAAGAAA T T T
- - - AGT CAACAAA T T ACGC TGC T A T CA T A T TGCA - - - - - - - GGAA T AAGT TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAAGT CAAA T T A T AGCGT C T AAAAACAGAA T A T - - - - - - - - CAAGAAA T T T
- - - AGT CAGAAAGT - - - GAAGAAAAAA T AC T ACA - - - - - - - A T T CAAAAC TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAAACAAAA T T A T AA T T T CGAAAAC T TGGAAA T A - - T CGT T T AAAAAA T T T
- - - AGT CAGAAAGT - - - GAAGAAAAAA T AC T ACA - - - - - - - A T T CAAAAC TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAAACAAAA T T A T AA T T T CGAAAAC T TGGAAA T A - - T CGT T T AAAAAA T T T
- - - - GAGAGTGAGT T CA T AGGGT A T T T T T A T A TGA T T T T T A T T ACAA T A T TGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - CAGAAGA T T T A T T T ACA T ACA T T A T T A - - - - - - - - - GC T A T A T AGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAA T AGCA - - - - - - AACA T C T AAAAGT AAA T AA TG - - C TGT T T AGAAGAA TG
- - - - - CAGAAGA T T T A T T T ACA T ACA T T A T T A - - - - - - - - - GC T A T A T AGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAA T AGCA - - - - - - AACA T C T AAAAGT AAA T AA TG - - C TGT T T AGAAGAA TG
- - - AGT CAACAAA T T ACGC TGC T A T CA T A T TGCA - - - - - - - GGAA T AAGT TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAAGT CAAA T T A T AGCGT C T AAAAACAGAA T A T - - - - - - - - CAAGAAA T T T
- - - AGT CAACAAA T T ACGC TGC T A T CA T A T TGCA - - - - - - - GGAA T AAGT TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAAGT CAAA T T A T AGCGT C T AAAAACAGAA T A T - - - - - - - - CAAGAAA T T T
- - - AGT CAGAAAGT - - - GAAGAAAAAA T AC T ACA - - - - - - - A T T CAAAAC TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAAACAAAA T T A T AA T T T CGAAAAC T TGGAAA T A - - T CGT T T AAAAAA T T T
- - - AGT CAGAAAGT - - - GAAGAAAAAA T AC T ACA - - - - - - - A T T CAAAAC TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAAACAAAA T T A T AA T T T CGAAAAC T TGGAAA T A - - T CGT T T AAAAAA T T T
- - - - GAGAGTGAGT T CA T AGGGT A T T T T T A T A TGA T T T T T A T T ACAA T A T TGT AACGAAGT T AC T T T T A T T T T T C T AGGA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - AAAAA T TGTGT CAGGT A - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACACAAGAGCGT T ACAGT A T C T - - - T A T AGT A TGC T TGCGT AAGGTGCAA TGTGA T C TGAGGGGAG
- - - - - - - AAAAA T TGTGT CAGGT A - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACACAAGAGCGT T ACAGT A T C T - - - T A T AGT A TGC T TGCGT AAGGTGCAA TGTGA T C TGAGGGGAG
- - - - - - - AAAAA T TGTGT CAGGT A - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACACAAGAGCGT T ACAGT A T C T - - - T A T AGT A TGC T TGCGT AAGGTGCAA TGTGA T C TGAGGGGAG
- - - - - - - AAAAA T TGTGT CAGGT A - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACACAAGAGCGT T ACAGT A T C T - - - T A T AGT A TGC T TGCGT AAGGTGCAA TGTGA T C TGAGGGGAG
- - - - - - - AAAAA T TGTGT CAGGT A - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACACAAGAGCGT T ACAGT A T C T - - - T A T AGT A TGC T TGCGT AAGGTGCAA TGTGA T C TGAGGGGAG
- - - - - - - AAAAA T TGTGT CAGGT A - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T T T A - - - - - - - - - - AAGAAGGC T CGGCGT CAGT AAC TGC T CGCAAGAAACACAAGAGCGT T ACAGT A T C T - - - T A T AGT A TGC T TGCGT AAGGTGCAA TGTGA T C TGAGGGGAG
- - - - - T CAAAAAA T CAA T CAAA TGCA T A T T T T AGAA T T T T T T TGT AAGGGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T - T A - - - - - - - - - - AAGAAGAC T CAGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAGGGT T - - - T ACAA T A T A T A T AA T TGTGA T A - - - - GT T T C T T AAACC T CA
- - - - - T CAAAAAA T CAA T CAAA TGCA T A T T T T AGAA T T T T T T TGT AAGGGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T - T A - - - - - - - - - - AAGAAGAC T CAGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAGGGT T - - - T ACAA T A T A T A T AA T TGTGA T A - - - - GT T T C T T AAACC T CA
- - - - - T CAAAAAA T CAA T CAAA TGCA T A T T T T AGAA T T T T T T TGT AAGGGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T - T A - - - - - - - - - - AAGAAGAC T CAGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAGGGT T - - - T ACAA T A T A T A T AA T TGTGA T A - - - - GT T T C T T AAACC T CA
- - - - - T CAAAAAA T CAA T CAAA TGCA T A T T T T AGAA T T T T T T TGT AAGGGTGT AACGAAGT T AC T T T T A T T T T T C T AGAA T A T T AA TGCAA T T T CA T - T A - - - - - - - - - - AAGAAGAC T CAGCGT CAGT AAC TGC T CGCAAGAAACCCAAGAGCGT T ACAAGGGT T - - - T ACAA T A T A T A T AA T TGTGA T A - - - - GT T T C T T AAACC T CA
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