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       61 gggaatatta tgccggccca tacgtatgca gctgaaagta cagtgaaaca agctccagtt
      121 catgctgtag caaaagctta taatgactat gaggaatact cattaggacc agaaggccta
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      241 attattaaac aaggtaatgt taactttggt aatgtatcgt ctgttgatgc ggctttaaaa
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      601 gcaaatcaaa ttacatctat attagctagt caagatgcag gaatcccgct tctgcaaaat
      661 caaattacaa cgtacaatga agcgattagt aaatataatg caattattat cggttcatca
      721 gttgcgacag ctctagggcc aattgcaatt atcggtggtg cagtagttat tgctacaggt
      781 gcaggaacgc cgctaggagt cgcgttaatt gcaggtggtg cagcagctgt aggtggtgga
      841 acagctggaa tcgtattagc gaagaaagag cttgataatg cgcaggcaga aattcaaaag
      901 ataacaggac aagttacaac tgcccaatta gaagtggcag gactaacgaa cattaaaaca
      961 caaactgagt atttaacaaa cacaattgat acagcaatta cagcgttgca aaatatttca
     1021 aaccaatggt atacaatggg atcgaaatat aattcattac ttcaaaatgt agactctatt
     1081 agtccaaacg accttgtttt cattaaggaa gacttgaata tagctaaaga tagctggaaa
     1141 aacattaaag actatgcaga aaagatttat gctgaagata ttaaagtagt agatacgaaa
     1201 aaagcataa
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