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GAAAGAAAAA T T CA T A T C T CGGT A T C T AC T A T T TGGAAAAAA T A T C T CGT C T CA T A T T T T A T AGT AAA T TGAA T T C T C T ACAAAAAAGGC T T AA - T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T CC T T CAAAACCA TGAGT TGCGCGT A T CA T AA TGA T C T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
GAAAGAAAAA T T CA T A T C T TGT T A T C T ACAA T T TGGAAAAAA T A T C T T - - - - - - - A T T T TGT AAAAAA T TGAA T T C T C T ACAGAAAAGGT T T AA T T T T T T - - - - - - - - - - A T AAAAGT AACCGT T T AA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGCGCGT T T CA T AA TGA T T T T T TGT T AA TGAGT CA T AAAA T T CA T AAGA
GAAAGAAAAAC T CA T A T C T CGGT A T C T AC T A T T TGGAAAAAA T A T C T CGGC T CA T A T T T TGT AGAAAA T T AAA T T C T C TGCAAAAAAAG - T T AA T T T T T T - - - - - - - - - - T CA T AAGACACCA T T T T TGT AGAGCAGTGAA T T T C T T ACAAAACCA TGGGT - - - - - - CA T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CAAAAGA
GGAAA T AGCCC TGA T AA TGT AC T A T ACA T T A T CA T T ACAGT A TGCAC T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAACCA TGAGT TGCGCGT A T CA T AA T AA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
- - - - - - - - - - - - - - - - - - - - - - - - GACGC T T T CAGAGGGAAACA T CC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T C T TGT AGAGCA T TGAA T T T CC T ACAAAA T CA TGAGT TGCGCGT A T CA T AA TGA T T T T T T T C T AACGAGT T T T AAAA T T T AAAAGA
GGTGT AGGAGT T T - T A T T T T T A T T T CGA T T T C T T CCAAA T AA T T T C TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T AAGGAACCA T T T T T A T AGAGCAGTGAA T T T CC T ACAAAACCA TGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T CACGAA T T A T AAAA T T CA T AAAA
GAAAGAAAAA T T CA T A T C T CGGT A T C T ACAA T T TGGAAAAAA T A T C T CGT C T CA T A T T T TGT AGGAAA T TGAA T T C T C T ACAAAAAAGGT T AAA T T T T T T - - - - - - - - - - T CA T AAGGAACCA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAACCGT T AGT TGCGCGTGT CA T AA TGA T TGC T TGT T AACGAGT T A T AAAA T T CAAAAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AAC TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAGAAGAAACCA T TGT TGT AGAACAGCGAA T T T CC T ACAA T ACCA TGA TGTGCGAGT A T CA T AA TGA T A T T T TGT T - - - GAGT T A T AAAA T T CA T AAGA
GAAAAAAAAA T T CGT A T C TGCGT A T T T ACCA T T TGGAAAAAA T A T C T CA T CCC T AA T T T TGT AGGAAA T TGAA T T T T C T ACAAAAAAGGT T CAA T T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T T T C T AGAGCAGTGAA T T T C T T ACAAAACCA TGAGT TGCGCGT A T CGT AA TGAC T T T T TGT T AACAAGT T A T AAAA T T CA T AAGG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAAAAAAA T CGAC T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGCAGAGT AGTGAA T T T CC T ACAAAACCA TGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T T A T AAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAA T A T C T CGT C T CA TGT C T TGT AGGAAA T T CAA T T C T C T ACAAAAAAAGGC T CAA T T T T T - - - - - - - - - - T CA T AAGAAAC T A T T T T TGT AGAGCAGTGA T T T T CC T ACAAA T CCA TGAGT TGCACGT AGCA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CAAAAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCA T AAAAAAAAAA T T T TGT AGAGCAGTGAA T T T CC T ACAAAACCA TGTGT TGCGCGT A T CA T AA TGA T T T T T T C T T AACGAGT T A T AAAAA T CA T AAGA
GGAAGAAAA T T T CA T A T C T CGGT A T C T CC T A T T TGGAAAAAA T A T C T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T T C T ACAAAACCA TGA T C TGAGCGT A T CA T AA T CA T T T T T TGT T AACGAGT T A T AAAA T T CC T AAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAA T A T C T CGT C T CA TGT C T TGT AGGAAA T T CAA T T C T C T ACAAAAAAAGGC T CAA T T T T T - - - - - - - - - - T CA T AAGAAAC T A T T T T TGT AGAGCAGTGA T T T T CC T ACAAA T CCA TGAGT TGCACGT AGCA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CAAAAGA
A T AA TGAAAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAACCA T AAGT TGCGCC T A T CA T AA TGA T T T T T TGT T AGT T CGT T T T AAAA T T CA T AAGA
AAAAGAAGAAACAGTGT T CAAGCGTG - - T TGT T T TGAAAAAAAAC T TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CACAAGAAACCA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAACCACGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAAAGA T A T A T CGTGT A T CA T T T TGT AGGAAA T TGAA T T C T C T ACAAAAAAGGT T AA T T T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAACAGTGAA T T T CC T ACAAAACCACGAGT T T CGCGCA T CA T AA TGA T T T T T TGT T AACAAGT T A T AAAA T T CA T AAGA
GAAAGAAAAA T T CA T A T C T CGGT A T C T AC T - - - - - - - - - - - - - - - - - - - T C T CA T A T T T TGT AGGAAA T TGAA T T C T C T ACAAAAAAGGT T T AA T T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAACCA TGAGT TGCGCGT A T CA T AA T AA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
GAAAGAAAAA T T CA T A T C T CGGT A T C T AC T A T T TGGAAAAAA T A T C T CGT - - - - - - - - - - - - - - - - - - - T AAA T T C T C T - - - AAAAAGGT T T AA T T T T T T - - - - - - - - - - T CA T AAGAAACAA T T T T TGT AGAGCAGA T AA T T T CGT ACAAAACGGTGAGT TGCGCA T A T CA T AA TGA T T T T T T A T T AACGAGT T A T AAAGT T CA T A - - A
GAAAGAAAAA T T CA T A T C T CGGT A TGT AC T A T T TGGAAAAAA T A T C T C T T C T CAAA T T T T A T ACGAAA T TGAA T T C T C T ACAAAAAGGT C T AA T T T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T C T T ACA T AACCA TGGGT TGCGCGTGT CA T AA TGA T T T T T TGC T AACGAGT T A T AAAA T T CA T AAGA
GAAAAAAAAA T TGA T A T C T CGGT A T C T AA T A T T TGGGAAAAA T A T CACGT C T CA T A T T C TGT AGGAAA T T T AA T T C T C T ACAAAAAAGA T T T AA T T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAGCCA TGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T AACGAGC T A T AAAA T T CA T AAAA
- - - - - - - - - - - - - - - - - - - - - - - GGT A T C T A T T TGGAAAAAA T A T C T CGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGACCCCA T T T T TGT CGAGCAGCGAA T T CCC T ACAAAACCA TGAGT TGCGCGT T T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
GT AACGT T T A T T C T T A T C T AAGACAC T CGT A T A TGAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CACA TGAACCCA T T T T TGT TGAGCGGTGAA T T T CC T AACCAACCA TGAGT TGTGCGT A T CA T AA TGA T T T T T T - T T AAC - AGT T A T AAAA T T CA T AAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAAA T A T C T CGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CAA T T T T T - - - - - - - - - - T CA T AAGAAGC T A T T T T TGT AGAGCAGTGAGT T T CC T ACAAA T CCA TGAG - - - - - - - - - - CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CAAAAGA
GAAAGAAAAA T T CA T A T C T CGGT A T C T AC T A T T TGGGAAAAA T A T C T C T T C T CA T A T T T TGT AGGAAA T TGAA T T C T C T ACAAAAAAGA - C T CA T T T T T T - - - - - - - - - - T CA T AAGAACCCA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAACCA TGAGT TGCGCGT A - - - - AA TGA T T T T T TGT T AC TGAGT T A T AAAA T T CA T AAGG
- - AAACAAACCA T A TGCGAAAA TGT CAAAAGT TGACA T A TGA T A TGT CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T T A T AGAGCAGTGAA T T T T T T ACAAAGCCA TGAGT TGCGCA T A T CA T AA TGA T T T T T TGC T AACGAGT T A T AAAA T T CA T AAGA
AAA TGAAAAA T A T A T A T ACA TGT AC TGA T T C T T T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCGT T T T TGT AAAGCAGTGAA T T T T C T ACAAAACCA TGAGT TGCGCGT A T CA T T AGGT T T T T C TGT T AACGAGC T A T AAAA T C T A T AAGA
GCGGTGAAGGC T T AC T CA T T T AGGTGT AA T A T A T TGAAAA T AC T T C T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T AAGAAACCA T T T T - - - AGAGA T A TGCA T T T CC T ACAAAACCA T AAA T TGCGC T T A T CA T AA TGA T T T T T - GT T AACGAGT T A T AAAA T T CA T AAGA
GAAAGAAAAA T T CA T A T C T CGGT A T C T AA T A T T TGGAAAAAA T AGC T C - - - - - - - A T T T TGT AGGAAAA T AAA T T C T C T ACAAAAAAGGT T T AA T T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGA T CAGTGAA T T T CC T ACAAA T CAGAGAGT - - - - - GAA T CA T AA TGA T C T T T TGT CAACGAGT T A T AAAA T T CA T - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAACAC T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGCA T T T T C T ACAAAGCCA TGAGT TGCGCGT A T CGT AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
GAAAGAAAAA T T CA T A T C T CGGT A T C T A T T A T T TGGAAAAAA T A T CCCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAA TGAA T T T CC T ACAAAACCA TGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
GAAAAAAAA T T AAAAA - - - - - ACAC T T C T T - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAAAAACCA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAACCA TGA T T TGCACA T A T CA T AA TGA T T T T T T A T T ACCGAGT T A T AAAA T T CA TGAGG
GAAAGAAAAA T T CA T A T C T CGGT A T C T AA T A T T TGGAAAAAA T AGC T C - - - - - - - A T T T TGT AGGAAAA T AAA T T C T C T ACAAAAAAGGT T T AA T T T T T T - - - - - - - - - - T CA T AAGAAACCA - T T T TGT AGA T CAGTGAA T T T CC T ACAAA T CAGAGAGT - - - - - GAA T CA T AA TGA T C T T T TGT CAACGAGT T A T AAAA T T CA T - - - -
CAGAGCAGAA T T CC TGT CCCCGAGCCGACCGAACGCGCCAAACA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAAAAGAA T CCA T T T T TGT AGAGT A T TGAA T T T CC T ACAAAACCGTGAGT TGCGCGTGT CA T AACGT T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
GAAAGAAAAA T T C - - - - - - - - - - - - - - - A T A T C TGGAAACAA T A T T T CGT C T CA T A T T T TGT AGGAAA T TGAA T T C T C T ACAAAAAAGT A - - - - - - - - - - - - - - - - - - - - T CA T AAGACAC T A T T T T TGT AGAGT AGTGAA T T T CC T ACAAAACCA TGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T AACAAGT T A T A T AA T T CA T AAGA
- - - - - - - - - - - - - - - - - - - - - - - GGT A T C T A T T TGAAAAAAA T A T C T CGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGCGAA T T CCC T ACAAAACCA TGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
AAAGGAAAAGT T T - - - - - - - - - - - - - - - - - - - - - - - - T AAAA T C T C T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGCAGAGCAGTGAA T T T CC T ACAAAACCA TGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CGT AAGA
C TGAAA T ACA T CCA T AC T T T AGGT T TGA - - AC T T AAAAAAA T T C T CAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CAA T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAA TGAC T T T T C T A - - - - - - CGTGAGC TGCACGT A T CA T AA TGA T T T T T CGT T AACGAGT T A T AAAA T T CA T AAGA
C T AGGT CACA T T T - - - C T T CGGA T T CGA - - - - T T A TGAGAACC T T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T A TGT AGAGCAGTGAA T T T T C T ACAAAA T CA T T AGT TGCGCGT ACCA T AA T A T T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
GAAAGAAAAA T T CA T A T C T CGGT A T C T AC T A T T TGGAAAAAA T A T C T TGT C T CA T C T T T TGT AGGAAA T TGAA T T C T C T ACAAAAAAGGT T T AA T T T T T T - - - - - - - - - - T CA T AGGAAACCA T T T T TGT AGAGCAA TGAA T T T CC T A T AAAACCA TGAGT TGCGCGT A T CAAAA T AA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
AAAAGAAAAGT CCCCACAA TGT TGT T TGCA T T T T T T AAAAAGT T T C T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGA T CAGTGAA T T T T C T A T AAAGT CA TGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
AAAAC TGCGAC T T A T T T TGA TGT T A T T AAAA T T T TGTGCAAA T A T T A T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T T C T ACAAAACCGT TGT T TGCGCGT AGCA T AA TGA T T T T T TGT T AACGAGC T A T AAAA T T CA T AAGA
GAAAGGAAAA T T C - - - - - T CGGT A T T T AC T T T T TGGAAAGAA T A TGT CGT T A T A T A T T T TGT AGGAAA T TGAA TGC T C T ACAAAAAAGGC T T AA T T T T T T - - - - - - - - - - T CA TGAGAAACAA T T T T TGT AGAGCAGTGAA T T T T C T AC T AAACCGTGAGT TGCGCGT A T CA T AA T AA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
GAAAGAAAAAA T C - - - - - - - - - - - - - - - A T A T C TGGAAAAAA T A T T T CGT C T CA T A T T T TGT AGGAAA T TGAA T T C T A T ACAAAAAAGT A - - - - - - - - - - - - - - - - - - - - T CA TGAGAAAC T A T T T T TGT AGAGCAGTGAA T T T CC T ACAAAACCA TGAGT TGCA TGT A T CA T AA TGC T T T T T TGT T AACAAGT T A T AAAA T T CA T AAG -
AAAAAAGAAAGT TGCAGA T CGAGGACAA - AACGT CAA T AGAGT CAA T CAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T C T T ACAAAACCA TGAGT T CCGCGT A T CACAGTGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
CAGAGGT T AGT T CCCGA T A T CGT AC T AAGT T T A TGGCAC T AA TGAC T CGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AAAGCAGTGAA T T T CC T ACAAAACCGTGAGT TGCACGT A T CA T AA TGA T T T T T TGT T AAGGAGT T C T AAAA T T CA T AAGA
ACAAAAC T AGGC T CC TGT T C TGT A T A T T CC T C TGAGT CGAAA T T T C T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AGGAAACCA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAACCA TGAGT CGCGCGT A T CA T AACGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AGGT ACGCAGAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACAA T T T T TGT AGAGCAA TGAA T T T CC T ACAAAAACGTGAGT AGCGCGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
AA T AGAAAAA T T TGT T AA TGTGT T T T AAGGT T C T AGCAAGT CGA T CAGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACAA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAAACA TGAGTGGAGCGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
AAC TGAAAAAA T AAAA T T A T AGGGGTGACCAC T T T TGAAACGCACCCGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AAAGCAGTGAA T T T CC T ACAAAAC TGTGAA T TGCGCGT A T CACAA TGA T CA T T TGT T AACGAGT T A T AAAA T T CA T AA T A
- - - - - - - - - - - - - - - - - - - - - - - T T AA T T T T AA T AGGAAGGT CC T CCGCC T T T CAA T T T TGT AGGAAA T T T AA T T C T C T ACAAAAAAGGT T T AA T T T T A T - - - - - - - - - - T CA T AAGT AACCA T T T T TGT A T AGCAGTGAA T T T CC T ACAAAACCA T CAGT T AC T CGT A T CA T AA T AA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
GAAAGAAAAAA T T A TGT C T CGGT A T T TGC T A T T TGGAAAAAA T A T C T CGT C T CA T A T T T TGT AGGAAA T TGAA T T C T C T ACAAAAAAGC T T T AA T T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T C TGT AGAGCAGTGAA T T T CC T ACAAAACCACGAGT TGCGCGT A T CA T AA TGA T T T T T T A T T AACGAGT T A T AAAA T T CA T AAGA
AAA T CAAAGAAGCA T T T A T T T T T A T T AGT TGT A T T AAAAAAGCC T C T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGGGCAGT T AA T T T CC T ACAAAACCGTGGGC TGCGCC T A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
GAAAGAAAAA T T CA T A T C T CGC T AAC T AC T A T T TGGAAAAAA T A T C T CA T - - - - - - - - - TGT AGGAAA T TGAA T T T T C T ACAAAAAAGGT T T AA T T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGACCAGTGAA T T T T C T ACGAAAACA TGGGTGGAGCGT A T CA T AA TGA T T T T T TGT T AACGAGT T AAA T AA T T CA T AAGA
GAAAGAAAAA T T CA T A T C T CGGT A T C T AC T A T T TGGAGAAAA T A T A T CGT C T CACA T T T T A T AGGAAA T TGAA T T C T C T AC - AAAAAAGT CGAA T T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGT AAA T T T CC T ACAAAACAA TGAGT T ACGCGT A T CA T AA TGA T T T T T TGT T AAGGAGT T A T AAAA T T CA T AAGA
GA TGGACCA T CAC T T T T T T C TGA T T T T ACCGT A T A T AAAAAACACAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT TGAGCAGTGGA T T T CC T ACAAAA T CA T CAGT TGC TGT T A T T A T AA TGA T T T T T TGT T AACGAGT AA T AAAA T T CA - T AAA
GAAAGAAAAA - - - A TGT C T CGGT A T C T AC T AC T T AGAAAAAA TGT C T C - - - - - - - A T T T T A T AGAAAA T TGAA T T C T C T ACAAAAAAGA T T T AA T T T T T T - - - - - - - - - - T CA T AAAAAACCA T T T T TGT AGAGCAGTGAA T T T T C T ACAAAACCA TGAGT TGCGCGT A T CA T AACGA T A T T T TGC T AACGAGT T A T AAAA T T CA T AAGA
CGGCGAACAA T T T ACAA T TGT A T A T CAA T T A T T TGT AAAAAA TGCC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGTGAGCCAGTGAA T T T CC T ACAAAA T C T TGAGT TGCGC T T A T CA T AA TGA T T T T T TGT T AACGAGT T A T AACA T T CA T AAGA
GAAAGAAAAA T T CA T A T C T CGGT A T A T AC T A T T TGGAAAAAA T A T C T C T T C T CAAA T T T T A T ACGAAA T TGAA T T C T C T ACAAAAAGGT C T AA T T T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T C T T ACA T AACCA TGGGT TGCGCGTGT CA T AA TGA T T T T T TGC T AACGAGT T A T AAAA T T CA T AAGA
GAAAGAAAAA T T T A T A T A T C TGT A T C T AC T A T T TGT AACAAA T A T C T CGT A T A T T A T T T TGT AGGAAA T TGAA T T T T C T ACAA T AAAGGT T AA T T T T T T T - - - - - - - - - - T T A T AAGAAAC T A T T T T TGT AGAGCAGTGAA T T T CC T ACAAAACCA TGAGT TGCACGT A T CA T AA TGA T T T T T TGT AAACGAGT CA T AAAA T T CA T AAGA
- - - - - - - - - A T CGA T A T AC T T A T CAA TGT T T TGCA T AGAAAA T ACCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAACCGTGAGT TGCGTGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CACAAAA
- AAAGAAAAAC T CA T A T A T CGGT A T C T AC T A T T TGGA T C T AC T A T C T CGT CGCA T A T T T TGT AGGAAA T TGAA T T C T C T ACAAAAAAGGT C T A T T T T T T T - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAC TGAA T T T CC T ACAAAACCGTGAGT TGCGCGT A T C - - AA TGA T T T T T TGT T AACGAGT T CAAAAA T T CA T AAG -
- - GACAAAAGCCAGT A T C TGAG - - - - - - ACGGC T T CACAGAGTGC T AGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAACAGTGAA T T T CC T ACAAAACCA TGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T A T TGAGT T A T AAAA T T CA T AAGA
GGAAGTGGAAGGCA T C TGT CGA TGAC T T T CGC T T T C T TGA T AAA T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T T C T ACAAAACCA TGAA T TGCGCGT A T CA T AA T AA T A T T T TGC T AACGAGT T A T AAAA T T CA T AAGA
GAAAGAAGAA T AGGT CAA TGCGA T T T T ACCA T T T AAAAA T AA T AAA T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AA T AAACCA T T T T TGT AGAGCGGT AAA T T T T C T ACAAAACCA TGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
GAAAGAAGAA T AGGT CAA TGCGA T T T T ACCA T T T AAAAA T AA T AAA T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AA T AAACCA T T T T TGAAGAGCAGT AAA T T T T C T ACAAAACCA TGAGT TGCGCGT A T CA T AA TGA T T T T TGGT T AACGAGT T A T AAAA T T CA T AAGA
CGT AGGT ACA T C T T T T T T T A T C TGT CAA TGT T C TGGACACGAC T AC T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGAAGAGCAGCAAA T T T CC T ACAAAACCA TGAGT TGCGCGT T T CA T AACGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
AA T TGAAAAA T T T A T T T A T T T A T AGC T AC T A T T TGGAAAAAA T A T C T CGT C T CA T A T T T TGT AGGAAGT TGAA T T C T C T ACAAAAAAGGT C T AA T T T T T T - - - - - - - - - - T CA T AAGAAA T AA T T T T TGT AGAGCAGGGAA T T T CC T ACAAAACCA TGCGT TGCGTGTGT AA T AA T A T T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
AAACAGA TGGT T CAAA T CC T T CAA T T T AC TGT T AGT AAGAAGT T T CAC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AGAAAAC T A T T T A TGT AGAGCAGTGAA T T T CC T ACAAAACCA TGA TGTGCACGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CA - AAGA
AA T AAA T AAA T T CA T A T CC - - - - - - - - - A TGGT TGGCAACAA TGAA T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGT AAA T T T T C T ACAAAACCA TGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T AACAAGT T A T AAAA T T C - T AAGA
- - - - - - - - - - - - - - - - - - - - - - - AAA T A T TGT ACAGAAAAACCA T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAA T TGTGAA T TGGGCGT A T CA T AA TGA T T T T T TGT T AAGGAGT T A T AAAA T T CA T AAAA
GAAAGAAAAA T T CACA T C T CGGT A T C T ACCA T T TGAA - AAAA T A T C T CGT C T CACAA T T T A T AGAAAA T TGAA T T C T C T ACAAAAAACGTGT AA T T T T T T - - - - - - - - - - T CA T AAGGAACCA T T T T TGT AGAGCAGT AAA T T T CC T T CAAAACCGTGAGT T ACGCGT A T CA T AA TGA T T T T T T C T T AACGAGT T A T AAAA T T CA T AAGG
AAA TGT TGT A T CCA T C T T A T AGGGT T T A - - - - - - - - - T ACAGT T T CC TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACCA T T T T TGT AGAGCAGTGAA T T T AC T AAAAAACCA TGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AACA T T CA T AAGA
GAAAGAAAAA T T CA T A T C T TGGT A T C T AAGAA T TGG - - AAAA T A T C T CGT C T CA T C T T T CGT AGGAAGT TGAA T T C T C T ACAAAAAGGT - T T CA T T T T T T - - - - - - - - - - T CA T AAGCAA T CA T T T T TGT AGGGCAGTGAGT T T CC T ACAAGACCA TGT A T TGCGCGT A T CA T AA T AA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGC
GACCGGAGAA TGT AGA T C T AAA T CAC T T - - - - - - - - - CA T AAAA T C T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGAAACAA T T T T TGT AGAGCAGTGAA T T T CC T ACAAAAACGTGAGT TGCGCGT A T CA T AA TGA T T T T T TGT T AACGAGT T A T AAAA T T CA T AAGA
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 size: 660bp; fragments: 2163; full length: 2 (>=594bp)
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 size: 1059bp; fragments: 1284; full length: 0 (>=953.1bp)
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TE: rnd_1_family_627

 size: 274bp; fragments: 1114; full length: 511 (>=246.6bp)
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TE consensus after TEtrimmer (bp)
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