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MSA length = 4337
ACA T T T A T AAACAAA T AGGT T AA T T T A T AA T AAA 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 CCCGCGCAACAACA T T T AA T T A - - - T T CAGCAA T T T T TGAA T CGGGAAA T A T T T T CGA T CC
ACAA TGC T T ACCG - ACC T CA T CC T CC T T CGAGGT A T T - - C T T ACAC 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 - - - - - - - - CA - - - - - - - T T AA TGTGTGAAAC TGAGCCACAA T T AA T T C T
- - - - - - - - - - - - - - - - - - - - - - T T C T C T A T AAA - CAGA 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 CCCGCGCAACAAC T AGT AC T - - - - - - - - - - C TGCCCCACAA T T AAAA T T - - - - - - - - T T T C
AAA TGAA T T A T AA - - - - - - - - - AAC T T TGA T TGAAA T A T A T T AGACAA - 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 AGC - T AA T - T AAA T T AAA T T T AAAACAGAGA TGC T T T AC T T T CCA
AAAGCCGGCGGGAAACGGT A T CGT T T T T T T T T A - AA T AAA T T AGA 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 - - - - - - - - - - - - - - - - - - - - A T AA T CGACAA TGAAAAAAAACC T T AGT T T C
A T AAC T CGT T A T A - AACACACA - - - - - - - - - - - - - - - ACGT CAA - - 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 CCCGCGCAACACA T T C T ACA T A - - - ACAAAAGAAC T T CCAACC TGGC TGGCCGGC T - - - - -
GTGCCGT T T A T CA - GTGACGT A - - - - - - - - - - - - - - - GT A T T A T - T T 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T
- - - - - - - - - - - - - - - T T A T T A TGACC T ACGT AAGGA T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCA T CA - - - - - - - - - T AACA - - GAAA T AAAC T T AAA - - - - - - - - - - - - - - CC T CGA
A T AGCAA T CGAAA - A T CGT AAG - - - - - - - - - - - - - - - - - - - TGA - - 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 ACAGCAGCAA T AAGC T AAAAAAGT CGAAACGAAA - - - - - - - - - - CGTGC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT 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 - - - - - T T T T T A T A T T T T T T AAAA T TGT TGT TGT T T A T AA T T
AAACACGGAACCA T A T AA T AA T AGT C T AAAA T AA T A T ACAA T AC - T C 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 CCAGGT AG - GCCCA T T T AAACA T AGAA T CAGT ACACC T CCCCAGAC
ACACGGC TGT CGA - A T T T CACGA T CCCC TGAAA - - - - - - - - - - - - T AAGA 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 CCCGCGCAACAAAAGAAAAC - - - - - ACCAAAGCAA T CAAAAC TGA T TGC T T TGGT T T A T T T
AAACAAAA T AA T A - A T CGT A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 A TGCAAGG - - - - - T T T T CA T AAA T T T AAA T T T T AGCCA T T T A T T - - - - -
AAAAAAAGT T A T T - - - - - - - - - - - - - - - - - - - - GAA T A T T T T AA - - 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 - - - - - - - - - A T AGT AAAACAAA T T C TGAACAAGT T T T C T CA T T - - - - C
GTGT C T T T T AACA - - - - - - - - - - - - - - - - - - - - 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 CCCGCGCAACAGT AAAAAGT T A - - - T T TGCA T A T T T T - - - - - - - - - - - - - - - - - - - T C T T T
AAAGT T A T A TGT A - GC T T TGTGT T T T C T AAAAA - - - - - T A TGAG - - 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 AAAAAGC T AGAAA T TGT A TG - - - - -
AAACAAAA T C T CA - AC T ACA T AGC T T T T AGACA - - - - - - - - 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 T AA - - - - - - - - GT A - T AGTGAA T T C T T AAGT AAAGT AC T C T T A - - T C T T T
AAACGT AC T A T TGGT T TGT A TGA T T T T TGA T AA - - - - - - - - - - - - TGAA 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 T A - - - C T T CA T AAA T ACAACAAA T AGC T CCCCCACGTGCAA
A T AAAA T C T T AGA - A T TGT A T T AGT T T T A T AAAAAA T T T A 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 A T CA T TGG - - - CCA T T CGAAC T C T CAAA T T CGT CCACA T T TGT A T T C
GAAAA TGTGGA TGA - - - - - - - - ACCGC T AGT T A - - - - GT A T T AA - 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 A - - - - - T TGT T T AGA T T TGGAAA T T AA T T A T T A T T T T T T TGC
AAAACAGC - - - - - - - - - - - - - - - - - - - - - AAAAAGA - G - - - CGAAA T 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 CA - CAGT AGTGCCGT CC T CAACAGCAGTGT CAC TGA - - - - -
- - - - - - - - - - - - - AC T T ACA T AGC T C T T T T CAAAAA T A T AA 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 A - - - T T AA T T AAACAA T AAAACAAGCAC T TGT TGT T T CA T
AAA T ACC T C T AAAA T T T ACAAC - - - - - - - - - - - - AGTGT 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 CCCGCGCAACAGGT T CA - - - CAA T AGT AGAGAAGT CGA T AGG - - - - - - - - - - - - - - - - - - -
A T A T AAA T T T T T A - - - - - - - - - - - - - - - - - - - - - - - - GT AA T AA - - 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 - - - - A T CA T T T T AAA T CACAGGT AAAAGC T A T T T T C T T T TG
AAAA T CGCGCGCGAA T TGCACGGT T T T - - - - - - - AACACA T CAAA 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 AA T AGT T T T - - - - - - AGC T C T T CC T T T T CC T C
A T AC - - - - - - - - - - GT T T T - - - GACC T T AGA - - AAAGAG - - - - - - - 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 TGA T A - - - GCAA TGAGAA TGTGAAA T T T A T T T TGT T A T A T T T T C
AAA T T AGGT CCCA - T TGACA 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 CAGG - - - - - T T TGT AAGA T T T T C T A T CCAACC TGT A T T T T C T T T A
AAAGAAA T A T A T AAA T T C T A T AGGCGT T AGAAA - - - - - - - - - - - - - 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 CCCGCGCAACAGT T C T CAC T - - - - - T T AAGGA TGT AA T AAAAAA TGAGGGT T T ACAC TGCC
GGGT T TGT CCA T AAGC T C TGT TGC T T C T CAGA T - - - - - - - - - - - AA 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 - - - - - C TGTGA T AC T TGA T CAA T AA T T T TGT T T T C T C T 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 CCCGCGCAACAGT T T AG - - - T A - - - - T CGGAAAA T T A TGAA T ACAGT TGC T C T T C T T CCAC
ACAACAA T T T T T A - A T T T T AA T AC T T C T AC T CAAAA T ACGA TGAAA 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - GT T T C TGGGG - - - - - - - - - - - - - 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 CCCGCGCAACAGAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAA
ACA TGCGGACA T A - GT T T CA TG - T T T T T AA - - - - AAC - - - - - 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 CCCGCGCAACA T AA - - - - - - T AA T AC T T T T AAA TGCCAAAGT C T TGCGC T A - - - - - T T T AC
AAA T T CAA T A T T AA T T A T T A T CGT T T T CAAAAAAAA T - T A T T - - - - - - - - - - T 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 - - - - - - A T C - A T ACAGAGTGT T CAAACAAC T AC T T C T AC T T T T T T
AAA T T T AC T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAC 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 - - - - - AAACCA TGCCC T C T AA T C T AA T A T T ACGA T AC T CCA
AAA TGGAA - - - - - - - - - GCAAAA T C T CGGTGGA - - - - C T A T T AAA TGT 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 TGTGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T C
AA T T AAA T TGA TG - - - - - - - - - AC T T T T TGGT A - - - - - - - - - - - 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 CCCGCGCAACAGA T T T T CGT - - - - - GT AAA T AAGA TGCCAAAAAGCC T CC T A TGAC - - - - -
AAA TGT A TGAGAA T A T TGT A T TGT T TGT AA T AAACGTGCA T TGA - - 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 T - - - - - - - - - - - - T T T T AAAACAAA T AC TGT AAAACA T AC
A TGA T CGA TGACAC T T T ACA T A - - - - - - - - - - - - AA T - - A - C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGAAGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAC T CAA - - T T AA T A - TGA T AAA T T T C T AAGT T T - - - - - - - - - - - - T A T TG
AAAA T TGT T TGT A - A T T T TGA T AGT T T CA T AAAAGA T A T AC TGT - - 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 AA T AC TGGTGT AGC T T T AAAA T - - - - - - - - - - - - - CC T A T
AAAAA T A TGT T TG - - - - - - - - - - T T T T T AAA TGGAAGA T T T T AA - T 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 TGA - TGA T A - - - - CA T T T T AAAC - - - - - - - T AA T TGA - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 CCCCAGCC - - - - - C T CGACACGT CGACAA T A TGT CGAC T A T T CA TGT CA
AGAAAAACC - - - - - - - - - - - - - - - - - - - - - - - - - AA T - - - - - AA - - AAAC 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 CCCGCGCAACAGAAACCAAAAAA T A - - - - - - - - - - - - - - - - - - - AA T T T T C T - - - - - - - - -
A TGACCAGACAGAAC T TGTGT T - - - - - - - - - - - A T A T - T ACCGA - 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - GT A T T T AAGAC - - - - - - - - - - - - T 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 ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA TG
- - - - - - - - - - - - - - - - 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 CCCGCGCAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAA T CGGT T AAAA T T T T T T A T T A T C T A TGAAAA - - - - - - - - - - - C TGGCC 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 CCCGCGCAACAGGGCCCCCC T A - - - ACCAA T AAA T T TGAAAGA T T ACACGT A T T AA T T T AC
ACACACGAGT ACA - - - - - - - - - A T T T C TGAGT AAAA T AAA T T T A - - 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 A T T A
AAA TGACGAA T CA - T T T ACAGAC T C T T TGT AAG - - - - 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 A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AC T
- - - - - - - GTGT AAG - - - - - - - - - - T T T TGA T TG - CA T - TGT T AAAA - - - - 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 - - - - - - C T AAA T A T T T AA T AA T AAAAA TGT A T T ACAAC T C T
ACA T CCGA - - - - - A T TGACGT T - - - - - - - - - - - - AA T A T A T A - - - - - - - - - - - - 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 TGA T T - TGA T AAGT T T T T T A T A T TGACA - - - - - - - - T CGT T
AC T A T T A T T AGAG - A T CCCAAGGA T C TGACAAG - - - - - - T T CGG - T T CAA TGT T AGAAAA T A T CAA - AAAAGGT 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 TG - - - ACACC T AAAGT T T T A T - - - - - - - - - - - T T TGT T T CC
GCAGGCAGT A T T A - - - - - - - - - - - - - - - - - - - - AAA 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 CC T A - - - AC TGAA T AGC T T AA TGGCGGAGA TGGGTGCAGT T A T
ACGA T TGCGCACA - A T C T CACAAA T CC T T A - - - - A T T - - - - - - - - T A 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 - - - - - - - - - - - - - CCAA T T A T AAAA T AAA - - - - - - - - - - - - - - - - - - - C
- - - - - - - - - - - - - - GT T T CA T AACC T CCACCAAAAAC - - 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 CCCGCGCAACAAAC T ACGAC T AA T AGT T A T AAAA T CGA T AGA T T C T CACCA T CCC T C T TGT
AAAGGAGGGT CCG - CGT T CGTGGT T T T T AA TGA - - - - - - - - - - - - - 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 AGGCAGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T T AAC T T T AA - GT T T T A T T A T T T T T T A T T A - AA T A T A T T AA - - - 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 AGC - A - - - T T T C T T T AA T T TGCAACC T A T AACAGT TGCCCC T AC
A T A T T AGGT T T - - - AGCA TGT 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 - - - - - - - - - - - T TGT T A TGGT TGGT TGCCAAGT ACC T ACC T A T T T T A
- - - - - - - - - - - - - - C T TGCA TGACC T T T T CAAA T AA T A T A T CCG - - - - - GTGT 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 CCCGCGCAACACGAAGAAGC - - A T A T C T AGAAGAC T T AAAAAA T A T A T CAC T T AGT CAC T T
AGGT T T A T T CC T A - A T C T TGCAA T T T T T AGCGACA T T AACA T AA - - GT 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 T A - - - GT AGAGAAAA TGGCAGAGAAA - - - - - - - - - - - - - - -
AAGGT T A T T T T CA - - - - - TGAA T T T T C T T AAAAAGGT - - - - 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 CCCGCGCAACAAAACCGACC T A - T CA T A - - - - T A T TGT AAA T - - - - - - - - - - - - - - - - - - -
AAAC - - - GAAAAA - A T T A T AGGACACACGACAAAA T - - - - - - - - - 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 CCCGCGCAACAGA T T CAGCCCG - - - GT A T AGGAGGGGGGAAGT T A - - ACCACCGCGCCCCC
AA TGGT A T T A T T A - A T T T TGT A T T A T T T AAAAAAAA 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 CA - CAC TG - - - - GC T T AGAAA T T - - - - - - - - - - - - - - - - - -
A T A T AAA T ACAGAAGT T T T AA T AACCC T AAAA T AAA T A T A T TGA - - GGT 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 A - - - GCAGAGAAAC T T T AAAAGT A T T T T CAA T C T T T A T TG
AAAC T AGT T T A T AA T T A T T A T C - - - - - - - - - - - - AA T - CA - T - - - - - - - - - - T 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 A - T T AGAAAACC T T CAAA T T A - - - - - - - - - - - T A T T T
AAAGCCGGCGGGAAACGGT A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAAC - - - - - - - - - - - - - - - - - - - - AACGT T - T TGGTGT AAAA T AGT C T T - - T T T C
ACGT T T C T T CCAG - A TGGAA T ACA T T T T CAAAACGC T - - - - - - - T C 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 AGG - - - - T A - - - CC T C T CAA TGT A TGAG - - - - - - - - - - - - - - - - - - - C
AAAAC T A T T ACAAAGT T A TGAGGT T T T T AAAAA - AA T A 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 CCCGCGCAACAC T T T T AAAAAAA T - CAA T CCAAGT T T T CAACAAAACCC TGT T ACACGCC T
AGGAAAA T T T A TG - - - - - - - - - A TGT C T AA T AA - - - - - - - - - - - - - CAAC 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 A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T
AAA TGGC T A T A T A - A T T T CAAAA T T T T TGA - - - - - - - - - - - - - - - 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 AAACAAAA T TGA T AAC T T T AA T T AC T CAAA - - - - -
AAA T T AAACCAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACGA
AGAGAC - T A T A T A - - - - ACA T A T TGT CAGAGAC - - - - C T A T - AA - - 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 CCAG - - - A - - - - - - - - TGAGT TGTGGACA T AAAAGCAC T AC T - - - - -
AAGAACGT AAA T A - - - - - - - - - - GT C T T AA TGA - - - - - - - - - - - - - A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T T AA - - - - - - - - GT AAACCA TGCGT AAACCGCC TGT TGA T A T T T T T TG
AA T T T T CCGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 AG - - T A T AAGT AA T T AACAAAC TGA T T T TGT CC T C T CA T T
AA T T T T T CGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 AG - - T A T AAGT AA T T AACAAAC TGA T T T TGT CC T C T CA T T
CA T T T T A T T T A T A - A T TGCA T AACGT T T AAAA T - - - - - - - - - - - - AAGGGTGT 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACC
AGGT T TGC TGGAG - A TGGCGT C - - - - - - - - - - - - - - - - - - - - - - T AA T CGTGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AACC T T T T AGACA - A T T A T AAGA T T T A T T AAAAAAA - - - - - - - - A 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 - - - - - - - - - - - - - - T T A T AGGAGGGGGT A T A T AGGT A T CACCGCA T T CCC
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 size: 4337bp; fragments: 294; full length: 72 (>=3903.3bp)
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 size: 4637bp; fragments: 294; full length: 70 (>=4173.3bp)
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TE: ltr_1_family_729
 size: 5374bp; fragments: 1995; full length: 1 (>=4836.6bp)
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