
Start crop Point End crop Point

MSA length = 7550
- - - - AGA - AAGA T CA T T T - - GAACGAGT A T T AACGT T C T - - - - - AA TGCAAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGTGCA T - - - - - - A TGC T T C T CGT A T AAAAAA - - - - - - - - - GT AA T T T T A TG
AAAA T CG - - - - - - - - - - - - - - - - - - - - - - TGT - - - - - - - - - - - - - - - CGCAGT T A T A T A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGT CGCGCCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - A - - - - - - - - - - - GCAACGAAACAAC T T - - ACA - - - - - ACCC T AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAG - - - - - - - - - - T AAA T AAA T A T AC T AA T CGA T T T A T A T A T ACAGGGT TGT T
AAGCCAA - AAAA T AA T A T ACAGT C T AA T A T AC - - - - - - - - A T ACAGT CCCAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGT CCCA T A T A T T AAAACA T AAGT T TGGC T CA T T ACGCCA T TGAA T T C T ACG
ACAGGAAAAAAA T T - - - - - - - - - - GAACGT T T TGT - - - - - A T C T AG - T CCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGT CC T T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T ACG - - - AAAAA T A T T CAGAAA T T A T T A T T T ACA T A - C T T T T AACCCCCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGCCCC T CCCAC T AAAAAC T AA TGGC T AGA T T AAA T T TGGT T AAAACCGGT T
AAA - - - - CA T AAAAA T AAGT AAAAAAGT T CGT - T T T T - TGT T TGA T A T CCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGT - - - - - - - - - - - - AA T T AAGCGA T T T T T T A - - - - - - - - - - - - - - - - - - - -
AAGCAGG - TGA T T AA T CAA TGACCAGA T T T T T - - - - - - - - - CGAAACACCAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T T T TGGAAAACA T AAAGCACCC T A T A - - - - - - - - - - - - - - - - - - - - - A T A TGT AAAAAAACAAAA T A
AAAG - - - A T T TGAA T T CGAGA T AAAA T - - - - - - T T T C - T - - - - CAGGGC T AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T AC T C T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGG - - - - - - - A T AGT T T CCAGCC T T T T T T T A T T T T T A T AGCCGA TGCGC T A
- - - - - - - - GTGC T T T T T C - - GCAGTGA T A T T T A T CGTGT A - - - - - AGCAGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGCAGT - - - - - - A - - - - T AAA T T T T AAGT AG - - - - - T T AAACAC TGT AGT T
AAA T AGA - AAACC T T AACA T CAA TGTGTGT T T AC T - - T AAAACAAAGACCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGT T TGT - - - - - - TGT AACA TGT T T T AAAA T A - - - - - - - - - GGAAAA T AA T A
- - - - - - - - GT AAC T C T AC - - - - - - - - - - A T T CA T T T T A T - - - - - - - - - - T AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGT A T A - - - - - - A T A T T T A T AC T T T CAGTGA - - - - - AAGTGAAAGT TGGT T
A T AGAAA - GA T AC T C TGAGT AGAAAGACA T A T A T T T T - T AAGCCAAC T CGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA - T T T T AA T A T TGGAAAACA T AAAGGTGGCA TGA - T AAAA T AC T T T T T CCAAA T A T T T CCA T T TGAAAAAAAA T A
GAGT T CA - CA TGT T A T T AA T AAAACAAGG - - - - - - - - - - - T CA T AGGTGT AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGTGTGT ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAGGGGAA T A T A T T T T T - - - GGAAAGGT A T C T T - T - - - - - A T A T AGAGGGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGAGGGTGT CC - - AAAAA T CAA T T T - - - - - - - C TGT TGA T AAC T C T T AAA T -
AAGA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA - T T T T AA T A T TGGAAAACA T AAAGGAGA T TGGT - - - - - - - - - - - - - - - - - - - - - GTGT TGACAAGGT A TGAC T T
- - - - - - - - A T T T T AC T T A T T AAA T T ACAA T T T AAA - - GAA T T T AAAGGT CAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGGGT CA T AGAAGA T A T A T T AGT A T T T AGTGAA T A T T T TGAAAA T A T AGAAC
A TGCGT AGAACA T T ACC T ACGAGACGT CA T T T ACGT T AG - A T T AAAC T ACAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGC T ACCCAAAGTGAA T AA T AACCC T CGACCGT T AC T AAA T T A T TGTGCA T T
A T AGAAA - GACA T T C TGAGT AGAA TGACA T A T - - - T T - T T AAAAA TGCGT AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGAAACA T AAA - - AAGAAAACA T T CCAAA T A T - - - - - - - - - - - - - - - - - - - -
GAA T A TG - ACAAAGT TGCGCC T T TGGA TGT T C - - - - - - GA T T T T AAA TGT AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGA TGT A T A T AAAACAA TGAAA T AA TGAAAAAA T A T AA T A T AAACAA T CAAA
AAGGAAGAAAAACCAAA TGT AAAAAAAAGA T AGT T - - - - - C T C T ACAGGGAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGAGGGTGT CA - - ACGT T A T AA T TGC T ACACCC T A T CAAAA T ACAGT T AGT A
AGACAAA TGGACCA T T C T ACGAAAAAAAA T T C T T T - - A T - A T T AAAGT ACAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGT AC T T AGCA T AAAA T C T CA T T CAAA T CGG - - - - - - - - - - - - - - - - - - - -
- - - - - - - - AAGC T T - - - - - - - - GGCGA T A T T T A T T - - A T A - - - - GAGT T AAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA - T T T T AA T A T TGGAAAACA T AAAGGGGGT - - - - - - A TGGAC T T A T CCCAGACAA - - - - - - - - - AAAGGGCACCA
AAA T T AA - AGAA T AA T T T C T AA T ACAGT A T T T - - - - - - - - CAGA T T A T ACAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGAC T A T CGGC T ACACCGCAGT CA T C T AAAA T CCCAGGC TGAGCGTGAA T T
T AA T T AA - T AAC T AA T CAA T TGAAAAA TGTGT - - - - - - - - - - - - - - - T C T AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGT T C TGTGAA - - - - AAGCCAA T T T T T A T A T AC T T T C TGGT AGA T C T AGA T A
GTGT AGC - A T AA T A T CAGAAAAA T AA T T A T CG - - - - - - AGTGGT AAC T CCAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGC T CC T CGC T A TGT AA T AAAGT T T A T ACAAA TGACCAGT TGA TGAC T CA T T
- - - - - - - AAACCAA T CCGA T T CAGGAACGT T T - - - - - A T A T AC T AA TGGT AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T T T TGGAAAACA T AAAGTGGT C T ACA T C T C T A T T TGACA T T T AC TGGCCA T AGCC TGC T AC T T AC T T
CAACC - - - - - - - - - - - - - - - T T AA T AA T A T T T A T T T A - T A - TGT CACACCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGCACCC TGT AA TGT AA T T AAA T C T CAGGC T AA T CGAAA T T T AAAA T T T AC T
AAAGT CG - A T T A T A T T T AAAGAAGA T A T A T T CA - - - - - - - AAGT AA T ACCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGT ACCA T T AAA T AAAAA T T AACC TGT AACAA T T T T CGC T AGGT AAC T T A T T
AA T CAGA - T AAA T TGT C T A T CAAA T TGT A T T A - T T T T - T A - - - AGA T TGT AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGT TGT T T T T AA T A TGT ACAGAC T AGT AA T A T T A T T T AGCAAAACGA T AA T A
AAA - - - - AACAAAAGT AAAAAGAAAA T TGT T T - T - AC - T - TGT CCAGGGGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T AC T C T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGG - - - - - - - - T CGCAAGCAAAAC T T T T T C T A T A T CAACAGACGA TGT CGT A
- - - - - - - - A TGA T T T T T T AGCAAGC TGT A T A T A T T - - - T A - - - - GAGGGGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGGGGT - - - - - - T T ACC T T AAC T T T AAAACA - - - - - - - - - - - - - - - - - - - -
AAA T A T A - A T AC T A T T ACA T AAAAGAACA T AA - - - - - - - - A TGT CAGGAGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGGAGGGGTG - - ACAGGT AAACC T T CAAAAC - - - CGCAA T AAAACAGGA T C
CA - - - - - - AAAA T AACGCAACAAGAAA T - - - - - - - - - - T - - - - - - - - - GAAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAG - - - - - - - - - - - GT A T T A T AC T T T T T T - - - - - - - - - - - - - - - - - - - - - - - -
AAA T CGAAAAA T CGA T AAA T CGA T AAA T C - - - - - - - - - - - ACCGA T AAACAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGAAACCGA T AA T T AAA T CGA T AAA T CGA T AAAAA T CGA T AAA T CGA T AAA T
T A - - - - - - ACGA TGT T T CACAAAAAAA T AACC - - - - - - T - - - - - - - - - AGAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAG - - - - - - - - - - - C T AGT CGT A T TGGC T T T TGGAA T CCAGGAAGAA T CCAGA
AAGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGA T ACAGAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGC T T T T T TGT - - - - - - - - - - - - - - - - - - - - - T T T TGT TGGGGAAACCCACA
AG - - - - - - - - - - - - - - - - - - AGA T AAGCGAA T - - - - - A T - TGGTGA T ACGAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGT ACGT T AC T A T AAAA TGCCCC T CACAGAGA TGT CAACAAACGCAA T AGT C
AAACA T A - ACGAAA T TGAAGAAAAAAAAA T T A - - - - - - - - A T C T AAA T CAAGT T A T A T A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T AC T C T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGA T CAGCAGA - - - - - - - - - AAC T T T T AA T TGTGA T CAAAAAAAAAA T TGT C
AAACGAA - ACGAC T C T T T T TGAAAC T T T A T T C - - - - - - - - - - - - - - GGAGAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGGGAGA T A T A - - - - - - - - - - - - - - - - - - - - - AC T T T T T AAAAAAA T T AA T T
- - - - - - - - T CACC T T C T C - - T AGGCA T T C T T T A T T - - - - - - - - - - - - - - GAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T AAAAA T CAA T - T T T T AA T A T TGGAAAACA T AAAGT T AGTGC TGA T A TGT T CA T A T C T AAGA T AA T T T C T A T C TGAAGGA TGC TG
AA - - - - - - A T TGT ACAA T A T CAACAAA T T T T - - - - - - - C - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAG - - - - - - - - - - - GT A T A T A T A T T T T T T - - - - - - - - - - - - - - - - - - - - - - - -
AGAAAAA - GTGAGT T T T A T AAGAGAAGT A T A T - - - - - - - - T T TGACA T A T AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T AAAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGA T A T T - - - - A T AAGAACAA T T T T T AAA T T A T ACC T AAA T TGGAA T T T ACC
GAC T C T C - GA TGC T CA T CA T CAAAAA T T A T TG - - - - - - - - - T ACGACCGCAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGCCGCGT T T AAC T CA T CCAGT T CGA T T T TGAC T T T T T T AAAAA T AAGAA T T
AA T T A T T - T AAA TGT T A T A T AAAGGGA T AC T A - - - - - A T - GT A TGT A TGCAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGA TGCGT AA T - TGCA T T T A T AC T T C T AAAGA T T A TGAAACCAAAGA TGC T A
AAA TGTG - AAAGT A T AAGACAAAA T CGCAC T T A T T - - - - - AC T AA T A T AGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T AAA T A T TGGAAAACA T AAAGT TGGCGAA T - - - - - - - - - - - - - - - - - - - - - C T T T T CAA TGAAAA T T AA TG
T AA TGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CACAGACAAAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T T T TGGAAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - AGGAC T T T C TGCCAAAAAAAA T T T - - - - - - - - T CGTGGGT ACAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGGT AC T T A T A - - - - - - - - - AAGACCCAA T AA - - - - - - - - - AAA TGAAAA T C
AGGGGTG - - - - - - - - T TGGT AAGGTGGT A - - - - - - - - - - - TGGGAGGGGGAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGGGGGT T AAA - - AAAA T CGT AAC T CCAAAA T T T T CAA T T T AAGA T T AGGAA
AAACAAA - - - - - - - - - - - - - AAAA T AA T A T T T - - - - - - - - - - CCA T ACACAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGACAC T TGT C - - - - - - - - - - - - - - - - - - - - - T T T T T AGA T AGAAA T ACC T T
AA - - - - - - - - - - - - - T A T ACAAAA T AC T A TGT - - - - - - T T A T T T AAGAAAAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGGAAAGGGAGACGCAGAA T AAA T T T T AA T AAC T C T AAAAGAAAAA T AAAAA
ACAGT AA - AGCACGT CACGAAACGTGAAA - - - - - - - - - - - TGACAGAACAAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACCACAA - - - - - - - - - - - - - - - - - - - - - CCAAGGCAAGCAAAA T AA T A
TG - - - - - - AA T A T AC T T T C T T AACAAA TGT T - - - - - - - T - A T A T A T AGGAAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGAGGA T CAGCA T A T A T A T A T C T T T T T C T T CA - - - - - - - - - - - - - - T C TGT A
A T T T T AGACAAA T T T T CAAAGGGT ACAGA TGT A T T - - - - - AAACAAAAC T AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AGAGAAC TGT T T A - - - AA T A T T - - - - - - - - - - - - T TGT T AAAGAGGACCAA T T A
AAAA T AAAAAAA T T AGC - - - AGA TGAA T A T T CAGA - - - - - T T A T CGGTGT AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGTGT C TGC T - - AAA T A T CCC T C T ACACCCGGGA T TGA T T AGT T C T TGT T A
GGAC TGGAAGGAAA T CGCA T ACCAAAA T A T T C - - - - - - - - AGGAAACGGGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGCGGGGTGGA - - AGGA T A T T A T T CACGAAAAA TGCAGAA TGAGTGGGAA T A
GGAGACA - - - - - T T T TGCCCCAAAAA T T AC T T - - - - - - - - C T AAGCGGGGAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A - - T T T T T T AAAAA T AAA T TGGCAA T A T T - - - AAACA T AAAGGGGGCAA T C - - - - - - - - - - - - - - - - - - - - - T T T T CAAA TGGGAA - - - - - -
GAGT A TG - GT AA T A T AACAC - - - - - - - - - T T T A - - - - - - - - - - - - - - - GAAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CAC TGAAAA T AAA TG
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AAGTGCA - AAACCGA T T CAC TGA T TGCCA - - - - - - - - - - - GGCACAC T CCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAGT T A - - T T T T T T AAAAA T CAA T T T T T AACA T TGGAAAACA T AAAGC T CCC TGT A - - AGAA T T T CA T T T T CAA T ACAACCCGT AAGAAAAACAGAG
- - - - - - - - - - - - - - T T T CGAGAAGAAGTGT T C - - - T T A T A - AGT AAC T ACAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGC T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - C T T AC T A T T CA T T - - - T - TGT T AGGCAAAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T - - - - - - - - - - ACGCAAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAA T CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAA T T A - - T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGGTGT A T TGT - T AAAA T T T T A T T T - - - - - - - A TGT T AA TGAGCCACCC T CC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGC - - - - - - - - ACACGAA T T AAA - - T T T T A T A T AA T T A T A T ACAGC T T AC T A
- - - - - - - - - - - - - - - - - - - - GGT A T AA TGT T C T A T T T A T AA T ACA T AGGT AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAAGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGACA T T T A T T - - - - - - - - - - - - - - - - - - - - - A T T T CGT A T A T T T T T CA T T T
GAGGGT A - ACGAA T AGCAAACAGGAA T T A T T T - - - - - - - - T AA T AAA TGCGA T T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGTGT T C TGTGACCAACC T AA T A T CCC TGGCA T CA T AACAAACA TGGGAGTG
AAA T CAA - - - - - - - - T AAGT AGA T AGGCGCA - - - - - - - T - CAA TGT CGCCAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGCGCC T T C T CA T - - - - - - - - - CC T CCGAA TGGGT T AAAA TGCA T AA T - - - -
- - - - - - - - AAGC T A T T T T AGACAAAAA T A T T T A T C T T A T A - - - - - GGCCAAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 7550bp; fragments: 573; full length: 64 (>=6795bp)
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 size: 7850bp; fragments: 568; full length: 63 (>=7065bp)
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 size: 5405bp; fragments: 324; full length: 1 (>=4864.5bp)
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