
Start crop Point End crop Point

MSA length = 7551
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGAA T T A - - T T T T T CAAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGGC T CC T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGAAA
T T A - - - A T ACCA TGGA T T T T A T C - - - T - CCAAAAA T T A T TGT 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 AAAG - - - - - - - - - - CCGCGT T T AAA T T CGGCAGT CC T A T T T AAA - - - - CCCA T A
ACAA - - AA T T TGA T A TGAGT T 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 AAAG - - - - - - - - - ACC T T T T CAA TGAAAA T T AA TGA - - - - - - - - - - - - - T AAA T
CCGA T T T TGC T ACAGAGA T AAGA - - - T - - AGAAGAA T T T T A T AGGA 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 T T T T TGGA T C T C T A T AAACAGAAGT AGA - - - - - TGACA
T TGCGGGGA T AACCACGGT T T T C T AAC T T AAAAAAA T C T AAAAAGCGGGGAGT 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 T AACGT AAAGGGG - - - - - - - - - - GGGGCAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 AA - T T TGTGT AACA T A T T T C T T T AA - - T T AAAA T CAGCC T A T A
CAAA - - ACAA T AC T AGT A T CGACCA T T - T AGAAAACGC T AAAAAAAC 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 - ACAC T TGAAAGC TGAACAAC T A - - - - - - - - - - - TGT AA T A
C T T CA TGT AGT ACAC T CAGA TGA - - - C - - T CAAA - - - T 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 - - - - - - - - - - - T T T T T T T A T T T T T AGCCC T - - CAA T T AA - - - - - - T T AAA
CCAAAC - - - - - - - - - - - - - - - - - - - - - - - ACAAGCGGT T T C TGGCAGGGGAGT 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 AAAGGGGGC TGGT - AC T T T T T C T A T A T CAACAGACGT A T T AAAA T - - - - T CAAA
T AAA - - - - - - - - - - - - - - - - - - - - - - - - - AC TGT AA T T T TGGAGACCCCCAGT 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 CCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAA - - AAAA T AC T A T AA T AAC T CA T C T CA T T AAAAA T T CGT AAAACGCAAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T T T T T A - GTGT T T AAA T A T TGAA T AGT TG - - - - - - - - - - - GT T CAGA
T AAA - - A T AAA T CGA T AAA T CGAAA T C - - T CGA T AAA T CGA T AAA 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 A - AAA T CGA T AAA T CGA T AAA T CG - - - - - - - - - - - CGA T AAA
TGAAACAAAA TGT AGT AAA T ACACGTGT T T T AGA TGT T T T T CACAAGT 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 AGC - C T T C T C T CAACA T AGACAC T T C - - - - - - - - - - - C T T AAAA
C T TGA TGT T ACAC TGC T TGGTGA - - - - T T A T T AGAGT T A - - - - - - - - - - - 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 AA T A T TGGAAAACA T AAAGGGGGT CA TG - ACAA T CGAAAAAAGGGCACCAA TGT T T - - - T T CAGCC T T A
A T AA - - A TGT T A T T T T T ACGTG - - - - - AA T T T AA - - - - - - - - - - CACCC 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 AAAGCCC TGT A T A - C T AA T CGAACGT TGT T T A T AAA - - - - - AAG - T A - - CA TGA
T CAC - - ACA T TGACA T T T - - - - - - A T T T T - T AAAAAA T AAAAACAAAAC 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 - A T - - - - - - A T T T T T TGT T - - - - - - - - - - - - - - - - - - AAAG
T T AAA TGGA T T A T AA T AAAA T AA T - - - - - AAGGT AA T T T T AAA 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 CCAA T T T T T C TGT TGA T AAC T C T T A - - - - - - - - - - - T T T T AAA
T T AA - - AGGGC T TGT T T C T C T CAA - - - - T AGGAAGGGT T CA T A TGT ACA 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 AAAGACA T T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGGAA
T CAA - - A T T A T ACCA T T T T T T AA - - - T T T AA T A T A T CCA TGGAAGA 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 A - - - - - - - AAGCAACAAA TGT ACA - - - - - AA T T T A - - C T AGC
C T AA - - GT T A T A T T T T T A T A T T A - - - T T T T A T AAAC T T T AGT A TGAGGGGAGT 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 TGT T - T T ACC T T AAC T T T - - - - - - - - - - - - - - - - A T - - - - - - AA T
T TGT - - AGA T AAAA T C T AGT T AA - - - - - - A T CAAAGT C T T CGAGAGGGC 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 AAAGGGC TGGA T AGC T T T T T T T A T C T T C TG - - - - - - - - - - - - - - - - - - - - - - - -
T AGA - - A T T T AA T A T T T A T A TGA - - - - - - AA T CAAA T T A T A TGT AAGACCAGT 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 T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAAA
T T AAA TGTGT TGT AGTGGTGT - - - - - - T T AA T AAAAGT AAGCAG - - - - - - 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 AAAGGCAGT T A T A - - - - - - - - AA T T T T AAGT AGT T A - - - - - AAA T - - - - T T AGA
T T AA - - A T C T CA T AA TGA TGT - - - - - - - - - T T AAAAA T ACA T AG - - - - GT 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 AAAGAGGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A - - C T AGG
T CACA T - - - - - - - - - - - - - - - - - - A T T - - AA T A T AA T T T T AAAACAGGAGAGT 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 AAAGGGAGGGGTGGCCA T C T T T ACGT C T TGCAC T AGT A T TGAAGT TGAGT AAC T
CCAA - - AC T T T A T T T T AA T AGA - - - - T - - - - - - - - - - - - - - - - - T AGAGAAGT 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 - A TGAC T T AAAA T CGAGCAAAAA - - - - - AAA T AAAGT AA TG
T T CAA T AAGA TGCA T T T A T T C T A - - - - - T AC T AAA T T T AAA T A T AAGGT 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 AGAAA T A T A T T AGT A T T T AGTGACC T - - - - - - - - - - - T T T TGAA
CCGAAG - T C T T A T AGT T A T T TGC T - - - - - GAAA T AA T C T AGCCGAAC 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 ACCCAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CA TG
CCAA - - A T A T CA T CAA T A T T T 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 A - GAGC T T T AAAAC T TGACAA - - - - - - - - - - - - - - AGT AAAA
T CA T - - - - ACGACAA T T TGGC T A - - - T - - AAAAAA TGCG - - - - - - - - - - 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 CAA T T T T T AA T A T TGGAAAACA T AAAG - - - - - - - - - - - - - - - - - - AAACA T AAAGAAAC T A TGC - - - - - - - - T TGAA
CCAAA T - - - - - - - - - - - - - - - - - - - - - - - A T CGTGA T T AA T CAAAACACCAGT 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 AAGTGT T T AAGCGT T T T T T CGGAA - - - - - - - - - - - A T TGAAA
T C T A - - A T AA T ACGAC T C T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - 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 AAAGT T T T AA T A T TGGAAAACA T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GTGT - - ACCA T ACA T T T AGAGAA T C T C T T AAAAAAA T AACCAGAAGC 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 AAAGC T AGT CGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGACAAG
CAA - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - 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 AAAGT T T T AA T A T TGGAAAACA T AAAG - - - - - - - - - - AGT T T C T CAA T T ACAA T CAG - - T A T T T AAA T T A T A T T AAA
ACAAA TGT T T T ACA T T CA TGTGA T T T T - TGAGAA T AA T T T C T AA - - - - 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 CGG - - T C T T T T T A T T T CC TGT AA T A T - - - - - - - - - - - CA T C T AA
T T AA - - AAAC T A T CA T T A TGCA - - - T T - T A T AACA T C T T T A T T AAGACAAAGT 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 - - - - - - - - - - - - - - - A T T T T T T T T C T T T T T C T T T T T AA - - - - - - - - - - - AC T T AAA
TGGAAAA T A T T A T AA T AA T A T AA - - - C T CAAAGAACA T AAACA 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 AAAG - - - - - - - - - - A T T T T T A T AAA T C T AAGA T T TG - - - - - T AA T - - CGCCAAA
CCAAA T - - - - - - - - - - T T C T T T A - - - C - - AAAAAA T T TGC T AAAGGGT 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 - - AC T T T A T AAGACCCAA T AA T A T CA T T TGGAC - - T T T T A T A
T T A T - - A T T A T ACA T T T T T A T A - - - - T - - AAAAA T AA T A T ACAGAGT 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 AA T T TGGC T CA T A T T T CGAAAA TG - - - - - CGA T T - T A T CGGG
T T AAA T AAAA TGT TGT T T C T CGA - A T TGCAC TGT AAC TGA T CAA - - - - GGAGT 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CACA
ACAA - - - - - - - - - - - - - - - - - - - - - - - - - AGAACAC T AGA T AAAGT 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 AGCA T T T A T AC T T C T AAAGA TGC - - - - - - - - - - - AACCAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT 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 T AGAA 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 AAAG - - - - - - - - - - GT A T C T T CACA T T AAA T T A T T - T A T T T AAA - - - - T C T T T A
T CAA T - T T T T TGT AA T T T A T T TG - - - T - TGT AAGGT T T T TGACA - - - - 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 T AA T AAA T T T T T AAA T T ACAA T AAACGT A T TGAAA - - - TGAGACA
AGAG - - T C T T TGC T A T T AGCC T A - - T T - - AAAAGCCC T T TGAAG - - - - 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 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T - - CAACAAG
T T A - - - - - - - - - - - - - - - - - - - - - - - T - - AAAA TGTGT T 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 AAAG - - - - - - - - - - - T T C TGTGAAGT T AAGCCAA - - - - - - - - - - - - - - - - - - - -
T CGA - - - - - - - - - - - - - - - - - - - - AC T - CGACAACGT T T CGT AAAA 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 ACAGT C T A T T TGACA T T T AC TGGT AGTGT T T AAAA T AAA T AAGG
TGGGT T AAGAA T T T T T T A TGCC T TGC T - - TGT AAAA T TGAACGC T AGT 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 ACCAA T AA T T T T A T T T A T T AA T T T CA - - - - - - - - - - - T T T T AGA
CAAG - - AGAA T A T AA T T C T C T A - T T C T T T ACAAAA T A TGAA T A T AAAAA 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 - - - - GT A T A - A T A T T T A T AC T T T CAGTG - - - - - - - - - - - - - - - - AAAGTG
T CGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A 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 AAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGGT A
T CAG - - A T A T T T T AGT TGCGA T A T - - - - - - - - - - - - - - - - - - - - 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 CGCGCCGAAGA T T T TGC T T A T T TGGT AA T - - - - - - - - - - - - - T CC TGAA
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TGGAA T AAGT TGGT T T CCGC T T A T A T T T T AGGAGGAC T T T A T A TGT T 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 AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGT T AGTGC TG - T A T T T CC T A T T T CCGA TGT T CA - - - - - - - - - - - - - T AAGA
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 size: 7551bp; fragments: 577; full length: 64 (>=6795.9bp)
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 size: 7851bp; fragments: 561; full length: 63 (>=7065.9bp)
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 size: 5316bp; fragments: 4185; full length: 0 (>=4784.4bp)
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