
Start crop Point End crop Point

MSA length = 7510
- - - - - - - - - - - - - - - - - - GAACGT AAA T AAACCAGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAA T AAAGT T T T T T AAAAAAGCA T T T T CGGTGT TGAAA T CCA T AA T TGGCGAA T TGGT T TGT CACC - CCGT TGAGT CGGT T T AGGAAA T C T C T T T T A
T T AAA T T T T T A T T A T AAA T CA T AAAA T AAAAAAAAC T A - - - - - - - T AC T CAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AA T T T T T T T T AAAAAAGT A T T T T CGT - - T CGAAA T C T A T AA T T AC T C T AAAAAAAAGT T A T AACAAGTGT T C - - - - - - AAAGACCACC T T C T T
- - AA - - - T T TGAAAA T AC T TGT A T T A T AAA T A T AGT AGAACC T - - - - - T CAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T - - - - - - - - - - - - - - T T C T CA TGAGT T T T T T T CG - - GGAAAACA TGT T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T TGGCGTGCCAAGT CC T T T T TGT CAA T T T C T T T T A - T AGGAAA T C T C T T T T A
T A - - CCC T T C T CACC - - - - - - - - TGA T AAGA TGAAAAAA - - - - - - AAGTGAGT T A TGTGAGAGGAAA TGACA TGGT T T T CCCACGAAGACGCGAGCGACA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T AGTGT ACC T AGCA T T T T T T AAAAAGT T TGAC T A - - - - - - - - - - - - - - - - -
GCGGGACCC TGT A T A - - - CCCGACAGCAAAAAAAAAA T T A T T T AAA T AGT AGT T A TGTGAGAGGAAA TGACA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAACC T A T AA T T T AGT T ACACA T A T T T T T T T ACCAAC T - - - - - - - - T AA T AAA T AAAC TGT A
GG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T AGCA T T AAC T T T T A T T CA T AAGACCCA T T AACA - - - - - - - - - - - - - - - - -
AG - AAAC T T AACAAA - - AGA T CAC TGAAAAAGT AGT AA - - - TGT T AACA T AGT T A TGTGAGAGGAAA T TGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T ACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGT AAAACA T T A T C
AA - - A T A T T CACACAAGAAAACA T AAAAA T A T T AAAAA T A T T T AGGAGGT AGT T A TGGGACAGGAAA T AGCAAGGT T T T CCCACGAAGACGTGACCGAAA - - - - - - - - - - AAAAAA T AAAGT T T T T T AAAAAAGCA T T T T CGGTGT TGAAA T CCA T - - - - - - - - AA T T AGGT CA T CAAC - C TGT T T T T T CAGA T T AAAAGACA TGT CCGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGAACAAA T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA - T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T AAA T CA T AACA T CA T T T T T T T CA T T T CGCAAGG - T AGACAAGGC T T T C T A
A T - - - - T T CCA T AAA - - - - - - - - - - - - - - - - - - - - - - - - A T T AA T T AA T AAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAA T AA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T AA T A - - - - - - - - - - T T C T T A T CAC T CCA T T CGG - - - - - - - GT A T T T T CGG
AAACGT C T T T A T - - - CA - T T TGGGT A T AAAAAAAACAA - - - T T ACC T AC T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T AAAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T T AC T CGA T AAGT AAGT A T AGT AA T A T - - - - - - - - C T AAAA T T A T T T T T T T
G - AAA T C T T AGAAAG - AGT AA TGAA T T AGA T A T AAGAAA - - T T AGAAAC T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T AAC T T AAA TGT T T T T T - - T A T A T AGT TGT T T T A - - - A T AAACA T AA T A T T
GA - - A T A T T T T CA - - - - ACAA T A T T A T T CAAA T T AGAA - AAA T T ACAGAAAGT T A TGGGACAGGAAA T AGCAAGGT T T T CCCACGAAGACGCGACCGAAA - - - - - - - - - - AAAAAA T AAAGT T T T T T AAAAAAGCA T T T T CGGTGT TGAAA T CCA T - - - - - - - - AA T T AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AAG
T T AGA T T C T T A T ACA - - - C T A T A T TGT AAGAA T CA TGT - - - - - - - A TGT T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T TGT T T T T CAA T T C T T T T T T A T CACAGGGA T T T A - C T T ACACCA T T T T CA T
AAAAA T T T A T A T AAA - - - - - - - - - - - - - - - - - - - - - - - - A T CGGGAAC T AAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T AC T AGAAAGT CCA T T T T T TGC T AA T T TGA T T T T - - - - - - - - - - - - - - - - -
T AAG - - - A T T A T C T AA T T C T - - - - - - - - AGGT T C T T AAAA T C T - - - - - - - AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T - - - - - - - - - - - - - - TGC T T T ACA T T T T A T T - - - - - - - - - - - - - - - - - - - -
A T T AAC T T T T T T ACCAAC T T T T T C TGT T AAAAAAAAA T C - - - - - - AAA T AAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAA T T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T AA T AAAA T A T T T T T T T T T T C T CAAAAACGGT T A - T A T AGAGTGT T TGA T A
CCAAA T CAC TGT AGT - - - - - T AA T AAAAAGGA T TGAAAAA T CCA T AAGGT AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAA T T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T AGGT CGAAAAC T AAA T AC T CCGAA T CAA TGGGCCCGAAAGA TGCC T ACAA
AC - - A T T T T CC TGAA T AACA T T AAACAAAA T T T CCAAGAA T T CAAAAC T T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T AC T T T T ACAAA T T T TGT T T C T T ACC T T T T TGT A T CAAAAAC T T CA T A T T T
GA - AC T T T T T A T AGC - - - - - - - - - - - - - - - - - - - - - - - - A T T CA TGAACAAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AG - - A T T A T AACA T AGAA T CA T AAAA T CAAA T CAA T AAA - - - - - - A T A T AAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AAGAAACGAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T - - - - - - - - - - GT T T A T A T TGTGAACACC T TGAA - T CAAAAGGT T T T TGCG
- - - - - - - - - - - - - - - - - - - - T T ACAGAAAAAGTGT AAAAGC T T T TGAA T T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T AA T T - - - - - - - - - - T T T T T T T T A T T CGT C T T A T - - - - - - - - - - - - - - - - -
ACAA - - - GT CA T ACGAAAA T - - - - - - - - AACA T T AAAGAA T T T - - - - - - - AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T - - - - - - - - - - - - - - T T T T T A T AAA T - - - - - - - - - - - - - ACAC T T T T T AAA
AC - - A T T T T T ACGCA - - - - - - - - - - - - - - - - - - - - - - - - A T TGT T ACACGAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAA T - AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T CACGT AAAA T A T AGT T T T T T AAA T T T A T T AC T T - CAAAC T ACAC T T T T T C
T T - - - - - T T C T T T AAAAA TGGT A TGT T AAC T T T AAGT T A - T T T - - - - GT AAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T - - - - - - - - - - - - - - TGT T T T T TGA T C T T TGGC T - T ACGT CACA T A T T A T T
GC - - - - - A T T A TGGGT AGC T - - - - - A T AAAAACAAGCGGAGT T - TGGT T AAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T TGT T A - - - - - - - - - - T T T A T T T T AA T T A T T - - - - - - - - - - - AC T T T T CA T A
GT T AA T A T T T AAAAA T CA T T C TGAGACAAAAGAGAGAC T A T T T A T T A T T T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T A T T T T ACC T AC T A T C T A T T A T AAACA - - - - - - - - - - - - - - - - - - - - - - - -
AAAA T A T T T T A T AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T CAAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T TGT A T T T T CGGT T T T T T CC T TGAA T AAA T A T T A - - - - - - - - - - - - - - - - -
T A - - A T T T T T A T AAAAAA T A T T T A T AAC T AAGT T A T T T A - - CA T T A TGA T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T TGA T T AA T AGT T T T T T T T A T AAAAG - - - - - - - - - - GAGGAGCA T AGAAC T
- - - - - - - - - - - - - - - - - - T A T T T CAA T AGAAAACAAAA - - - T AAGCAA T AAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T AA T ACAACCA T A T C T - - - - - - - - - - - - - - - - - - - - - - - - AA T ACGT A T - -
- - - T A T T T T T - - - - - - - - - - - - - - - T CAAAAACCAAAAA T T T T TGT T AC T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T T AC TGCA T AAGT TGT T A T T T T AGT A T C T C T T AG - - - - - - - GT A T T A TGC T
T AAGC T T T T ACGT CAACACA T T T T AAAAAA T C T T AAAAA - - T AAAA T A T AAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T T A T A T T AAGCGT T T T T T CGGAGAC T TGACCGT T - T AAGAAA T A T TGT AA T
- - AAA T C T CC T CACG - - - TGT T T T TGAAA - - - - - - - - - - C T T CAC TGT AAAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T TGT AAACAAAAC T T T T T T T AA T T A TGT C T T T A T T T T AAGGAA T A T T T TGT T
AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T TGAGGT T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T TGG - - - - - - - - - - - - T T T ACGAAAA T T T T TGT T A - CAAAA T AAC T T T A T T A
T T - - T T T T CGT T AAAAA - T T T T AAACCAAA T T T CGCA T A - - TGAGT T A T T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T T A T T T T AAAGT T T T T T T TGGT CA T A - - - - - - - - - T AA TGGAAA TGT T - - -
AA - - A T T - - - - - - - - AAA T T C TGT T AAAAGAGCCA T A T T - - TGA T AAAC T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T AAC T C T AAC T CCA T T T T T T C T AA T T T T ACAGGAA T AGGAAGT A T T T T CA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T TGGCGTGCCAAGT CC T T T T TGT CAA T T T C T T T T A - T AGGAAA T C T C T T T T A
CG - - - T T T T ACCAGA - - - T A T T C T A T T ACAC T T T AGT T A - - TGAGAA T CGAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T A T CGT AAACAA T A T T T T TGC T T T T CC T T T TGT A - - - - - - - - - - - - - - - - -
AACAA T T C T AC T A T C - - - - - T T T T CGT A T AA T CAACCGA - - - - - - A T AA T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T T AA T T T A T T A T C T A T A T A T A T AAA T C T C T AAGT A T AGAAAGC TGAAA T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T AAGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T T T CC T A T AA T A T CC T T T T T T T CAAA T A T C T A T T - AA T ACGA T AA T T T A T A
A T AGT T T T T T T CAAG - - - T CGAGCA T CAGAAA TGGAA - - - - T T A TGAGGAAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T AGGAAGGGT A T CA T T T T T T T T A T AAC - - - - - - - - - GAAAAACACA T T T T T
AG - AA T T T T T T T A T AACAAACC TGCA T AAAAAA T AAAAA T T T T A T A T T CCAGT T A TGTGAGGGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T T T CC TGT AAC T C T A T T T T T T CACA T T TGT T T AA T - - - - AAACA TGAC T CC
- - AAAA TGT TGT AGGAAA T T T T CAC T CA T AAAAAAAAAA - CGACGACGT AAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAAA T AAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T CG - - T AACA TGCAGGT AA T T TGGAA T ACCACCA - - AGCAGA T A T A T TGT T
- - AAC T T T T T CCACG - - - T A T C T T T A T AAAAA T T AAAAG - - AGAAAAGT AAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T AG - - T AA T AAAAA T T T AA T A T AAAA T C T CGC T A - T AA TGACCACAC TGT T
T A - - - - - - - - - - - - - AAA T T CGGAAAAAA T AAAAAGGAA - - CA T AC T T C T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T A T C T CGAAAGCGT T T T T A T C TGAAA T T T C T - - - - T AA T AAGCA T AA T CAA
GGGAAA T T T AGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - CACA T TGT CAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T TGT CC T AGT ACA T T T T T T TGT T ACCC - - - - - - - - GAAAAAA T AGT T T T T T
CC - - AC T T T CACAAA - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T AAAC T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T AAC T - - - - - - - - T T T T T A T A T AAA T T - - - - - - - - T ACAAAAAA T T T T C T T
AA - - AGT T T T ACCCAAAA T A T TGT T ACACGT AAAAAAC - - - T T TGT T T C T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T T T C T AAAAAAC T T T T T T T ACGCAGA - - - - - - - - - - AAAAAACAC T T T T TG
TGCAA T T A T CACACAGGA T CCGT C T A T AGCACCCCAACAAC T AAA T AC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAAAA T AA T T T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T AGT A - - - - - - - - - - C T C T T AA T AAA T - - - - - - - - TGAAAAA T AAACAACA
- - - - - T T T T T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - A T T T A TGTGT AAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T C T A T AA T T TGT AAAACAA T A T T T T T T CCA T AGCGAGT T ACG - T AAAAAA T A T T CAGAA
ACAAGT T T CAA T AAA - - - T T T T A T T AGAA TGA T CA T AAG - - T AAGGCAA T AGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T T CAA T T AAAGGC T T A T T T T T T CGT A T T T A T T A T A TGAAA T AGGA T A T CAAG
T C - - A T T A T T ACACAAAAC T T T C T T A T AAA T T CAGT AG - - - T AA T AGGT AAGT T A TGTGAGAGGAAA T AGCA TGGT T T T CCCACGAAGACGCGAGCGAAA - - - - - - - - - - GAAAAA T AAAA T T T T T T AAAAAAGT A T T T T CGT TGT CGAAA T CCA T AA T TGGT A T CAAAA T A T T T T T T AGA T AAA T C T T T T T A T T T AGT AACA T CAGA T T
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