
Start crop Point End crop Point

MSA length = 4337
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 ACAA - - - - - - - - - - - - - - - - - - - - T T T ACCCAA T T T T ACACAAA
CGCGAAGCC TGCGCAA T A T CA T ACC T TGT A T T C T 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 CCCGCGCAACAA T AAGGACAA T TGTGTGT C T A T T TGT AA - - TGCGT A TGAACA T - - - - - AA
AA T A - - - - - - - - - - - - - AGT AAGCC T T T CAA T CAA - - - - - - AAAA 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 ACAGCAGC T - GCGCA T T CAA T T T T - - - - - AAAA TGAAGACA T AAAAAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCA T CA - - - - - - - - - - - - CCAGCA T A T T T C T T T T - - CAGACC T T AAAACGAAAGT A
AA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 CCAGG - C T T AAGCA TGC T T T T AC T - - CCGGTGT TGCAGTGGAAGTG
AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT 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 A - TGT T T T T T T A T A T T T T TGAACGA T A T AA T T A T A TGAAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 CCCGCGCAACAAAGGGT AC T T - AA T T CC T CAA T A T A T CG - - - - - - - - - - - - - - - - - - - - CA
AA T A - - - - GCGAGGT T TGC TGGAGT TGC T CGAAAA - - - - - - - - - AGA 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 C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - GGACACACCAAAA T A - - - - - - - - - - - - - - - - - - - - - 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 - - - - - - - - - TGGT A T A T T CAC T T A T T C - - T ACA T A TGGA T A T - - - - - AA
CGT T - - - - T CGTGCCGGTGAGTGT A T T T T ACACAC T TGT A T AGA - 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 A T AC TGA TGC T T CC T C T TGAGGAGAAGGTGA TGTGTGTGAA
- - - - - - - - A T AA TGT A T AAAAC T T T T T C T C TGT T T T T A 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 CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAC T AGT AC T - C - - - - - T T T CAC T T A T T T AA TGT AAACAAAAA T A T AGAAA
T A TGGAAA TGAACACCAAA T T T T T C T T TGCAAAGC - - - - - - - - - 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 CCCGCGCAACAA T T T T T AGA - T A T T AGT T T T AA T T C T T T - - - - - - - - - - - - - - - - - - - - AA
T AAA - - - - AAAGT T T T AAGAAAAC T TGT T C T AA TG - - - - - - AAA 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 CCCGCGCAACAAAAACA T T CAA - - - - - - - - - - - - - - - - - - - T C T AA T C T AA T A T AAAAG - -
- - - - - - - - T T AAA T CACA T T A T T A T CGT TGT T T T CA T A T - - T AA - - - 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 AA - - - - - - - - - CGC T T T A T T - - T A T ACAGAGTGT T ACAAC T A
ACACAAAAGCAAGC T CCAAC T TGCCA T T T A T ACAC T CGT - - GAACAAAGA 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 CCCGCGCAACAAAAGAAAACA T ACA T T A T T TGT T T T C T T - - - - - - - - - - - - - - - AA TGGCA
A T T T AGGA T ACAGT AACAA T AAACCA T T T TGCAC T - - - - A T ACAGT 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 TGCAAGGA T T AA T T AGCCA T T T A T T AA T T C T AAA TGA T CA T A T AAAAA
T ACA - - - - - - - - - - - - - - - - - - - - - - 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 CCCGCGCAACAA T A T ACACGA T C T TGT A T CAAA T T CA T ACA T AAA T A T T T C T A TGTGTGCG
GAGAAAAGTGAA T T AAAAA T T AC T C T TGT T AGGT A T T A T - - - - - GT 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 - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T TGTGAAAA T TGACGT AAA
AAA T - - - - GTGAACAACAC T AAA T T A T T T A T T A T C - - - - - - GAGAGT 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 CCCGCGCAACAGT AAAAAGT - - GAAAC T T T T A T C TGGA T - - - - - - - - - - - - - - - A T AAG - -
ACC T - - - - T TGTGT T T AA T TGAAGT T T T T C T AAAA - - - - - - - AAAC 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 - - - - - - - - - - - - - - - - - C T CA T T T CA T - - AAAAAGC T AGAAA T AA T AGT A
AA T T - - - - C T AA T AA T T T A T A T A T T T T T T T AAACG - - - - A TGCG - 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 TGACA - - - - - - - - - - - - - - - - - - - AA T T AGTGAA T T C T T AAGT AAA
GGT CGAAAA TGA T TGGAAGT T T T CA T TGT CAAAGA T CA T CCAA 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 CCCGCGCAACAGGAA T AGGC - - GCAA T T T T CA T T T T CACAAAACAAA T AGC T CCAAAAG - -
- - - - - - - - AAAGCCGAGAA T A T ACC TGGCAGA TG - - - - - - - - - - - - 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 AGGCCC T T T C T T T CGC T AA T C T ACC T A T T CACA TGAAAA
GGA 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 AA T A T A T AA T AAAA T T A T T A T T T T AA T - - TGCACA T TGC T A T AACAACG
AA T A - - - - T A T AA T AAAAA T A T T T C TGT CA T ACAA - - - - - - - - - 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 AGC T A T T CAAA T A T T T T C TGT CA T TGA T T CCC T T AC T CGT A T AAGAA
- - - - AAAA - - - - - A T A T A T TGAGT C T CAACAAA T A - - - C - - GAAGGT 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 T - - TGC - - - - - - - - - - - - - - G - CAGAGAAAGT CACAC TGACA
AACAAAAAGGGAACGT AAACA TGT T C T CCCA T T A T - - - - - - AAAAACA 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAGAAA - - - - - - A T T C T AACGT A T T T T C T AAG - - - C T A T C - AAA - - - - - 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 CACCC - - - - - - - CCCCACCGT A T T AACC T AAAGAACAA T AGGAGT A
AAA T - - - - - - - AAAC T AAA T A T A T T T 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 A T T TGGCC - T A T T AAC T T T AA T T AC T C - - T CAAAA TGGC T A T - - - - - AA
CAAAAAA - C T T T T T CGT AA T AC T C T T T A T AC T T CG - - - - - - - - - GT 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 AC T CCAC T - T - - - - - - - - - - - - - - - - - AA T C TGAACGGGCA TGTGAA T C
T A - - - - - - - - - CACAA TGGC T T T CCAGA T T T A T AC - - - - - - - - - GCA 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 CCCGCGCAACAC - - - - - - - - - - AA T AA - - - - - - - - - - - - AA T T CAA T TGGT T T CA T AAAGA
AAA T - - - - GT T A TGT A T A T T AA T TGC T T T AAGA T T T T ACG - AAA 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 CCCGCGCAACAAAC T ACGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCAGGG
TGGCAAAGGCAC T A T T AAACGCGT T CGTGA TGGAA - - - - - - - - - T 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 AGGCAGCCA - T CA T A T T T CAC T T CGT AGA T AAA T A T A T AGT CAAAAAAG
GAAAAAAAAAAA T T T T AA T T A T A T T T T T T A T C T AC T T A T T T AAA - - - - 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 - - - - - - - - - - - CAACAGT T T CA T T T T A T TGAAA TGGA T AAAAAAGAAAAAA
- - - - - - - - T AA T T T T T T A T T A T T T T T T T A TGAACA T CA T ACAAA - - - - - - 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 AGC - - A TGT T C T T T AA T T TGCAAA T T T T AACGT C T A T - - - - - - -
- - - - AAAAC T TGCA TGT CACGT ACC T T T T CAAA TGT T A T A T AAAAG - - - - 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGAACACAAAAACGACAAAA
CAGT - - - - T CAA T CA - - GGT A T T A T T T T A T A TG - - - - - - - - AAA 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 A - - - - - - A T TGT AA TGT T T T T C T T T T - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - GTGCAGT T T AA T A T A T T T A T T AGA T CAC T A T A 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 AA TGAC - - - - - - - CGCGGT T T T T T TGGAGAGT AGAGAAAAAGAAAAA
- - - - AAC T - - - - - - - - - - - - GC T T CC TGT T AAA - - - - - - - - - - - - - - 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 CCCGCGCAACAA - - - - - - - - - T AGACCC T T CA T A T T T T T ACCA T A T A T TGT AAA - - - - - - -
GGAAAAA T CAAAGT T AGAACAA T T T T C T 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 CCCGCGCAACAGA T T CAGCCA - T CAGGT T CAA T T T TGCAGAC T T A T AGA T C T A T AGT T AAA
- - - - AAAAGAA T A T T A T AA T ACA T A T AC T T AAA 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 AGGCACGCAA - - - - - - - AC T C TGGC T T AGAAA - - - - - - -
AA T AAAAAGCAAC T TGCAGAAAC T C T TGCAAAC TGT C T T - - AGA - - - - 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 - - - - T T T CC T CC T T T T - AA - - - A T AAAAAGA T AA T A TGA
- - - - - - - - - - - - - - - - - A T CA T TGGT T T T - - - - - - - - GCAAAAA - - GT 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 TGAAC T C T AACACCA T T T TGT AAAGT CA TG - - - - - - - A T CGGGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 A T A T A T T C T CCACGT T T C T AG - C TGCAAGAGAA T - ACGAAA
- - - - - - - - - - ACGCGGCGACGCGT A T T T T AGGAAC - - - - - - - - - - - - - - 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 TGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AACCCA T A T TGT AC T T CCA T C T CC T AAA T ACAAC T CGA T T T ACA T AAA
CA T CGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AGT 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 CCCGCGCAACAGT T C T CAC T - - - - - - - - - - - - - - - - - - - - - CA T AAGT AGACGC - - - - - GA
AGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T 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 AGG - - A T CAA T T T TGT T T T C T AAG - - - - - - - - - - - - - AAAGT AA
- - - - - - - - GAAA T T T T CAACA T T T T T T T T TGCGAA - - - - - - GG - 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 T - - - - - - AAAA T T TGCAC T T A T T T - - CC TGT A T AGT T A T - - - - - - -
AAA T - - - - T C T T T T A T TGGT AA T T C T T T T T C TGT A - - - - - - A T A 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 C - ACA T T T T T A T T T T T TG - - - - - - - - - - - - - - - - - - - - - -
GACA - - - - CA TGT T T T T AACAAAAC T C T CAAGCCA - - - - - - - - - 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 TGT T T T AGT T T C T T - - - - - - - - - - - - - - - T AGGAAA
AAGA - - - - AAGA T T A TGAACA T TGT T T T T CAGT CA - - - - - - AAGA 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 ACACAA - - - - - - - - - - - - - - - - - - - GAGCCACAA T T A TGGCAGGA
- - - - - - - - T T A T ACC T T AA T A T ACGT T T T A T T A T C T 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 A T T T T T AA - - - - - - - - - - - - - - - - - - - - - T T T A T ACAA T AA T A T T AGAA
CAAA - - - - CA T CC TGGCGGCAA T CC TGA T T AA T TG - - - - - - - - - GC 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 CCCGCGCAACAC T AGGT T T - - T T C T TG - - - - - - - - - - - - AGT C - - - - - - - - - - - AAAAAAA
GACAAAAA T AGT T T T T AAAAA TGT A T T AA T AAACC 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 CCCGCGCAACAC T T T T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGTGACA
GAAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAAC - - - - - - - - - - - T AGT - - T T T CA T T T T - - - GAGT TGCA T AA T AAAAGAGGT A
T ACAGA T ACAAAGACAAA T T AAAGGT T T T AA T T TGT T ACA TGGA TGGGT 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 C T A T ACCC TGT A T - - - - T A T T CACGA T - - - - - GT CGA T T
A TGG - - - - GAAGAAGA T AA T A T T CA T T A T T T ACAA - - - - - - - AAAACAAC 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 CCCGCGCAACAACAACAG - - - - - - - - - - - - - - - - - - - - - - - T ACAAA T AA T T T T - - - - - AA
- - - - - - - - ACA T A T T T CAA T A T AA T T TGT CAGAGA - - - - - - AAAAA 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 CCAGA - - - - - - - - C T T C T T T T T C T C - A TGGACA T AAAAGCA T T A T AA
TGT AAGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 CGC T T T CA T T TGA T A T T A T AAA T ACC T A T AGTGGC - - - - - AA
- - - - - - - - TGCCC T A T AAGT A T T T T T T T T C T CGT T - - - - - - - - - GT 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 CCCCAGCC T - T CGCGT CGAC T T T T A T T - - T CGACACGT CGAC - - - - - GA
AAAAAGAC - - - AGAAAAAACAAC T C - - - - - - - - - - - - - - - - - - - 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 CCCGCGCAACAGAAACCAAA - CA T T CA T A T TGCC TGT T T AA T A T A T A T A T A T - - - - - - - - -
- - - - AAAA - - - - CA T A T A T TGACGT T C TGAAA T CAC T T CC T AAAAA 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 T - TGC T - - - - - - - - - - - - - - AA T AGAGGCAGAAA T AAAAAAA
T A T CAA - - - - - - - - - - - A T CAGAGT T A T T A - - - - - - - - T A T AAGT 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 AGGACA T A - T T - - - - - - - - - - - - - - - - AA T T AGCA TG - - - - - T T AAGGA
TGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGAAGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAC T CAA TGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA
GAA - - - - - GCAC TGCCCGT CA TGCGT A T T CGAAC - - - - - - - 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 CCCGCGCAACAGT CAA T A - - - - - - - CC TGT CAAA T CGGAAGT T - - - - - - - - - - T - - - - - - -
- - - - GAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 AA - - - - T T AA T CGGAAAAAAA T C T A TGAAAA T C - - - - - - - - - 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 CCCGCGCAACAGGGCCCCCCG - - - - - - - - - - - - - - - - - - - - CGGGGGTGT T TGT A TGAGCA
AGT A - - - - CAA T T T C TGAGT AC T CAC T A T CCACGA - - - - - - T AAGT A T 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 - T T A T T T A T T T A T T T T A T A - - T ACGGA T AC T CA TGAAAAGT
AAAGAAAAGA T AA T CCAAA TGCAGC T C T T TGT AAG - - - - - - - - - T 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 A T AAAAC T A T CGA T TGA T T AA - - - - - - - - - - - - - AAAAGT A
- - - - - - - - - - - - T T T C TGGTGT T T C T T T T T T A T T T T T AC - T AAG - - - - - - 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 AACC - T T A T AAC T C T AC T T T - T T AC T A T ACA T AA TGA T AC T AGAA
- - - - - - - - A T AGT T TGT AGT AA T T T T C T T AA T C T T T T T T AAAAA - 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 - - - - - - - - - AGC TGT T T T A T T C T A T T AGT T AAA T T AAA T T T AAAACAG
GACA - - - - GGT TGAAAGAA T ACGCC T T T T CGT T AC - - - - - - - - - TGT 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 CCCGCGCAACAGT CAA TGT T A T ACCAGT T T T A T T T TGT T T AC T T CAGT AGACCCAA T A T AA
- - - - - - - - GT A T T T C T - - - - - T T T T T T T T CCAAA T - - - - - - AAA 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 CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T T A T T ACCGT AA T A T T T T AA TGT A T ACAAAC T A T A T A - T T AC - - - - - - -
T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 - - - - - - - A T CGGC T CGA T T T AA T T - - - - - - - - - - - - - - - AC T AGAA
AA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T T AA TGGA - AACC TGT TGA T A T T T T C - - - - - - - - - - - - - - - AAC TGAG
CCCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T 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 ACCAGTGCAGCGA
CCCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T 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 ACCAGTGCAGCGA
GG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA TGT ACAGA T CGA T AGT T AAA
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 size: 3157bp; fragments: 129; full length: 2 (>=2841.3bp)
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