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    Beta globina copia.seq Length: 2800  7 maggio 2007  10:59  

  1 GATTCTAATT TAAATTAGAC ATGGTAGAAG TTGAATCCAA AGTCATATTT

      51 CTTTGTGTCC TCTTTATGAA CTGTAGCTTC CCTGTCCAAT ATAGTGGCTG

     101 CTGAACTGAA CTGTCCAATA CAAGGACATT AAACATTTAA ATATAAATTA

     151 ACTTAAAGTA ACTGAAATTG TAAATGCAGT TGTTCAATTA CACTACCATC

     201 ATTTCAAGCG CACAGGAGCC ATATATTCCA CTTTAGCCAT TTTATGGTAT

     251 TTTATAGAAC ATCGCCATCA GTTTAGAAAA GTTCCCTTGG ACAATTCTGG

     301 TCCATACAGA TATCACAACA TTCCTGTGAG TTGGCTATAG TCTCCATTTT

     351 GAAGGTTAAT TAAGTAAACC TCAGAGAATG AAAGAAACTT CAAGTTTTCT

     401 ACTTTGAAAC TTGAAAACCT AGGTTTTTAA TCCAGCTTTG TTTTACAGCA

     451 AAGGAAATGC TCAAAAGTAC ATTTGAGGCA AATAAACAAT TTTTTCCTCT

     501 TTCTTAAGTA TGGTCAGACT GATAGAGTGA CCTACATGTG TCCAGGCTGA

     551 CACAATGGAA CTTGTTTGTT GATTCTCTGA CTATATTTAA ATATTTTTTA

     601 AAGTCATTTG TCATGGACTC AGAGTAAATC TACAATTTTA ATAATTTTTT

     651 CTTTTTTATG GCACTGATTT TTGTTTATTA TTGTTGCTGC TTTTCTTTCT

     701 TTTTTTTAGG CAATACATCT CAATATCTCT CAATATCTTT TCAGAGAAAA

     751 GAGTCTAAGC ATTCTGGTAT GAATCTGTTG GGTCTTGACA CTGTAGATGA

     801 TGGGATTCAT TAAAGGTGGG AAAAGGATGT AGATGTTGCC AATGAGAACG

     851 TGGGCCACGG GGGAAAGGTG CTTGCCAAAA CGGTGCACCA TTGTGAGGCT

     901 AATGATAGGG ATGTAGAACA CAAGGACAGC ACAGATGTGG GAGATGCAGG

     951 TCTGAAATAA TTTATGCCTC TCTTCCTGAG AGGCAACTGC CAGGACTGAC

    1001 TTAAGAATCA GGATGTAGGA GAAAAGGATG AGTATAGCAT CCAACAACAG

    1051 TATGCAAATA ACCAGCATCA GGGCATAGTA ACTATTGAAT CGGATGTCTG

    1101 AACAGGCTAA GCGGAGAAGA TCCTGGTGCA GGCAGAAAGA GTGAGAAAGG

    1151 ATGTGGAAAT GACAGTAATT AAAAAATTTC AGACAGATGA TGGGGGGTGT

    1201 AATAAAGAAA AAACTCCTAC CTATTATAGT GAGCCCAATT TTGATAATTC

    1251 TGGAATTAGT CAGGATGGAG GAATAACGTA GTGGATTGCA AATTGCAATG

    1301 TACCGGTCAA AGGCCATAGT GAGGAGGACA GAGGACTCCA TGAAGGACAG

    1351 ACCATGGATG AAATAGGACT GGGCAATGCA GGAATCCAAG CTGATCTCTC

    1401 GAATGATCCC CCACAGGATC CCCAGCACTG TGTACACAGT GGACAGCCCC

    1451 ATGCACAGGT CAGTGAGGGC CAGCATGGAC AGGAAGTAAA ACATAGGCTG

    1501 GTGCAGGCTT GGCTCAGTCC ATATCACATG GAGAACCATG CAATTGCCCA

    1551 AAAGCACCAT GGCATAGATT GAGGAGAAGG GGATGGAAAG CCAGGGGTAT

    1601 TGCTGCTCCA TGCCAGAAAA TCCAGTGAGA AGAAAGGAAG AATTCGTGCT

    1651 GGTGCTAGGG CTTACTGAAG TAATCATTCT GGAACTGAGA AACATGTGAG

    1701 AGTATTTTTT CAAAGGAAAT GTTTCAATTT CACCTGAATA CAATGAAATT

    1751 TCTAAGTAAA TGAAATACCC TAAAACTTAC TGACTTAAAA AAAACAGCTG

    1801 AGAAATTCTG TTTCTTTGAG ACATAGTATC CATTGCCTTT GAGAAAATGG

    1851 TCTTCTTTTG ATGTCATTTA AAAGTCATTA TTTTTTCACT GTCTGGATGT

    1901 GAACATATCC TTAGAAGCCA TAAGCAAAAA CAAATAAGGA AGAGATTAGT

    1951 AAAAGGAGAA GGCTAGTTTT AAAAAAATAT GTTGCTTAGA CATTTTCCCA

    2001 AGGATAGTGG TAAAAATTTT ATACCAGTAA AGAGCCGAGG TTCTTGAAAA

    2051 ATTATTTTCT TCTCTCCAAT TCATTAAACA TTCGAAGTGA AGAGTAATCT

    2101 TTGGGCTTTA AATATCATAA GTCTATTAAA TAGTCACTTT TCCGTCATTT

    2151 TCCATTTTGT GCCGTCTCCA AGTATATTTT TTCTCCAAAT ACTATTTAAT

    2201 GAAGATACTC CTGTTTTCTC CCCCTCCAGA TGACGTAGCC AGCAATTACT

    2251 TTTTCTTCAT TGGTGATAAG CAGACAGGAA TATTTATGCA TGAGACCTTG

    2301 GGTAAATGAT TTCTCACTGG AGCTCTGGCC TCTTGAGATG TTCAACTCAT

    2351 TTGTGCCTTT GTGATGTAGA GAATTAGATT GAAGACACTG AGCCTTTGAT

    2401 AGCAGCTCAG TGCTTCCCAT TCCTTTATTT ATTCAGTTAA TGAGCTGATT

    2451 AACTATTTAT TCAATATACA TTTATTCAAT GTATTGGCCA ATTGTGTTTT

    2501 CTTTCTTAGA ACCTGCAGTT CTACAGATCA CAAAGCCAGG CTCAAACAAG

    2551 CAAGCTTATA ATTTCAAAAG CCTCATGGTA GCAGAATCAA TTGGCTTCTT

    2601 CTTTACATTG TTTGCCTGCT TTAAGTTCCA GACCTGAGAA TCATCATAAG

    2651 TTTTTTTAAA GCTCTAATAA TGTAAACAGA TGTTCAAAAG TCCATACTTT

    2701 CATGTTTGAT TGAGTAACTT CGAGATGTTA AAGTAACTTC AGATTTGGGC

    2751 TGCCCTTTAT GTCCTACTTT TCAGCTTTGT CTTATTAGCC TCACAACACA

