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MSA length = 3298
T T T TGAAAAA T T T T T CC TGT CGT T A T AAAAAAC T AA T T CCACA T T C T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAAA T T TGGTGT TGGTGT CCGGCAC TGAAA T A T T T T T AGCC T AACACCAC TGAC T AAC T A T CAA T A T T TGCAC T T A T T T AAGACCC - - - - - - - - - - - - T
T TGCAGCGAA T T T ACGT T - - - - - - - - - - - AAAAAGA T A T T AAGT AGT CGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAAA T T TGGTGC TGGTGT CCGGCAC TGAAA T A T T T T T AGGC T AACGCCAC TGAC T A - - - - - - - - - - T T TGT T T T C T AAGCCAAAGA TGCAAAAA T TGT A
C TGAAAAA T - GCCCCC T CGACA T T C - - - - CAGAGGGT T T TGGACAGT CAGTGGCGT TGACC T T AAAAAGCACCAAAA T A T T T CAGTGC TGGACACCAGCA - - - - - - - - - - CCAAA T T TGGTGC TGGTGT CCGGCAC TGAAA T A T T T T T AGGC T AACGCCAC TGAC T T AC - - - - AACA T T C TGC T AGGAA T ACAAAA - - CGAACGT TGCC T
T TGGAAAAA - - - T T CC T T T AC T T TG - AAAAAAAGAAC TGCC T A T AGT CAGTGGCGT TGACC TGAAAAAGCACCAAAA T A T T T CAGTGC TGGACACCAGCA - - - - - - - - - - CCAAA T T TGGTGC TGGTGT CCGGCAC TGAAA T A T T T T T AGGC T AACGCCAC TGAC T AC T ACCA - - - - - - - - T T T T T AGA T AA T AAAC - T AAAAA T T T AGA
T CA T CAGGA - T T T T T C T T AA T T A TGT AGAGGCAGACGCACAGA T AGT CAGTGGCGT TGACC TGAAAAAGCACCAAAA T A T T T CAGTGC TGGACACCAGCA - - - - - - - - - - CCAAA T T TGGTGC TGGTGT CCGGCAC TGAAA T A T T T T T AGGC T AACGCCAC TGAC T AAGACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA
T AAAGT TGAA T T TGGGT T - - - - - - - - - - - - - - - - - - - - - - - - A T AGT CAGTGGCGT TGACC T T AAAAAGCACCAAAA T A T T T CAGTGC TGGACACCAGCA - - - - - - - - - - CCAAA T T TGGTGC TGGTGT CC TGCAC TGAAA T A T T T T T AGGC T AACGCCAC TGAC T A T T A T AAAAGGT C T A T ACC T A T A T TGGAC TGT T T AA T A T ACAGG
T AA T CAAAG - T T T CAGT AAA T AAGA T AAA TGCAGCA T T T T A T A T AGT CAGTGGCGT TGACC T T AAAAAGCACCAAAA T A T T T CAGTGC TGGACACCAGCA - - - - - - - - - - CCAAA T T TGGTGC TGGTGT CCGGCAC TGAAA T A T T T T T AGGC T AACGCCAC TGAC T AA T AC TGA T CA T T T A T ACAGAAAAA T AAGGGT A T CGGGCC T A TG
T AGGAAAGAA T A T AAA T T AA T T A T A T - - - - - - - - A T A T A T AAA T AGT CAGTGGCGT TGCCC T T AAAAACCACCAAAA T A T T T CAGTGC TGGACACCAGCA - - - - - - - - - - CCAAA T T TGGTGC T C T TGT CCGGCAC TGAAA T A T T T T T AGGC T AACGCCAC TGAC T A - AAAGAA T T A T T T ACA T CAACA - - - - - - - - CACAGCAC T T A T A
T TGT AAAGA T T T T T T C T T AAC T C T A T AAAGAA T T AAA T CAA T A T AGT CAGTGGCGT TGAC T TGAAAAAGCACCAAAA T A T T T CAGTGC TGGACACCAGCA - - - - - - - - - - CCAAA T T TGGTGC TGGTGT CCGGCAC TGAAA T A T T T T T AGGC T AACGCCAC TGAC T AA T A T AAAA T A T T AA T T T T CA TGT AC T AC T A - T T ACCCA T T ACC
T CA T AAAAAA T T TGC T TG - - T T C T A - - - - - - - - - - - - - - - - - A TGGT T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAAA T T TGGTGC T AGTGT CCGGCAC TGAAA T A T T T T T AGGC T AACGCCAC TGAC T A - - - - - - - - AAC TGGC T C T AGCA TGGCAAGC T AAGGCA T T AAAC
T T A TGAA T A - T CC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT CAG - - - - - - - - - - - - - - - - - - - - - - AAAAA T A T T T CAGTGCCGGACAC T AGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT CAACGCCAC TGAC T AA T A T A - AAAA T T T AAC TGAAGA TGAAAAAA - T T AAAA T A T T T T
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 size: 3298bp; fragments: 351; full length: 0 (>=2968.2bp)
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 size: 3662bp; fragments: 332; full length: 0 (>=3295.8bp)
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 size: 8870bp; fragments: 29341; full length: 1 (>=7983bp)
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