
Start crop Point End crop Point

MSA length = 2651
AAA - - - - AAA T AACGGAAAA T T CCAAAA T CAGAGCGAACAAGT TGAA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A TGCAAGA T - - - T T CC T CC T CC T C T AAAAAAAAAAGGT A T CAC - - - - AA T T AGA T C T AAA T C T A T T CGAA T A T T T T T C T A - - - - - - - - - - - - - - - T T
GAC TGGA TGGCAGC T AACAA T C T CGT AA T TGCAA TGAGGGCA T T ACACCAAC T T T CCAA TGT AA T AA T T ACACA T CAA T T C TGGACC TGAC T A T AGT CAG - - - - - - - - - - C T T A TGCAAGA T T T CC T CC T CC T C T AAAAAAAAAAAAAAAAAAAAAAA T ACA T ACA T ACAAAA T ACA T ACA T A T AAACA T ACA T CACCAA T T A T T AAAA T
GGC TGGA TGT T AAA T AA T AA T T C TGAGGGTGCCA TGAGGGCGT T A T ACA T CA T TGT AAA T T T A T T AA T T ACACA T CAA T T C TGGACC TGAC T A T AGT CAG - - - - - - - - - - C T T A TGCAAGA T - - - T T CC T T C T CC T CAAAAAAAAAAAAAAAGC T CAA T AA T T T AA T T TGAAA T C T A T T CA T - - - - T T T T CAA T CACCAA T T A T T AAAC T
GAC TGGA TGGCAGC T AACAA T C T CGT AA T TGCAA TGAGGGCA T T ACACCAAC T T T CCAA TGT AA T AAC T ACACA T CAA T T C TGGACC TGAC T A T AGT CAG - - - - - - - - - - C T T A TGCAAGA T T T CC T CC T CC T C T A T AAAAAAAAAAAAA T TGCA T AACAACC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAC T AAGAAC T AA T T AA T AACAA T AAA - - - - - - - - - - - - AAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A TGCAAGA T T T CC T CC T CC T C T A T AAAAAAAA T AA - - - - - - - - - - - - A T T TGA T A T A - - - - - - - - - - - - - - - - T T T T A T A - - - - - - - - - - - - - - - TG
GAC TGGA TGT CAGC T AACAA T C T CGT AA T TGCAA TGAGGGCA T T ACACCAAC T T T CCAA TGT AA T AA T T ACACA T CAA T T C TGGACC TGAC T A T AGT CAG - - - - - - - - - - C T T A TGCAAGA T T T CC T CC T CC T C T AAAAAAA - - - - - - - - - - - - - - - - - - T A T A T A T A T AAAA T A T A T ACA - AGT A T CCCAAA T CA T CGAC T C T T AGAAA
GAC TGGA TGGCAGC T AACAA T C T CGT AA T TGCAA TGAGGGCA T T ACACCAAC T T T CCAA TGT AA T AA T T ACACA T CAA T T C TGGACC TGAC T A T AGT CAG - - - - - - - - - - C T T A TGCAAGA T T T CC T CC T CC T C T AAAAAAAAAAAAAAAAAAAAAAA T ACA T ACA T ACAAAA T ACA T ACA T A T AAACA T ACA T CACCAA T T A T T AAAA T
AAA - - - - - - - - AA T CAAAAC T C T T CCG - - - - - - - - - - - - - - - - - - CGT AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A TGCAAGA T - - - T T CC T CC T C T A T AAAAAAAA T AA T AAAAAAA - - - - - - - - - - - - - - - - - TGTGT T C T T - - - - T T T T T AA - - - - - - - - - - - - - - - - T
AAGTGGT - - - - - A T T AA TGC T ACAGAAGT TGT - - - - - - - AAA T AAAA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A TGCAAGA T T T CC T CC T CC T C T AAAAAAAAAGTGA TGA T AGA T - - - - AC T C TGAACG - - - - - - - - - - - - - - - - T C T T CGT - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - A T T AA T A T C T C TGAG - - - - - - - - - - - - - - - - - - T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A TGCAAGA T T AC T T CC T CC T C T A T AAAAAAAAAAAAAAAAAAAAA TGACC T AA - - - - GT A TGTGT T T C T A T AA T T T T T AAACACCAC T AA T TGAA T T
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 size: 2651bp; fragments: 282; full length: 29 (>=2385.9bp)
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 size: 2960bp; fragments: 281; full length: 14 (>=2664bp)
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TE: rnd_2_family_80

 size: 1736bp; fragments: 165; full length: 14 (>=1562.4bp)
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