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[bookmark: sequence_MT559577.1][bookmark: _GoBack]        1 caaaaagcag tacgagtcta cgcacgtctt tagcggtgat gtggaatatt acctggcacg
       61 cggggggttc ttaattgcat tcagacctat gctctccaac gaactcgcca ggctgtacct
      121 gaacgagctt gtgagatcta accgcaccta cgacctaaaa aatctattga accccaatgc
      181 aaacaataac aataacacca cgcgaagacg caggtctctc ctgtcagtac cagaacctca
      241 gccaacccaa gatggtgtgc atagagaaca aattctacat cgcttgcaca aacgagcagt
      301 ggaggcaacg gcaggtaccg attcttccaa cgtcaccgcc aaacagctgg agctcatcaa
      361 aaccacgtcg tctatcgagt ttgccatgct acagtttgca tacgatcaca tccaatccca
      421 cgtcaatgaa atgctaagta gaatagcaac tgcgtggtgt accctccaaa acaaagagcg
      481 gaccctatgg aacgaaatgg tgaagattaa cccgagcgcc atagtctccg caacccttga
      541 cgagcgagtt gcagcgaggg tcctggggga cgtgatagct ataacgcact gcgccaaaat
      601 agagggcaac gtgtacttgc aaaactccat gcgctcgatg gacagtaaca cgtgctactc
      661 ccgccccccc gtaacattta caattactaa gaatgcaaac aacagagggt cgatagaagg
      721 ccagctggga gaggagaacg agattttcac ggagcgcaag ctgatcgagc cgtgcgccct
      781 caatcagaag cgctacttta agtttggcaa agagtacgtt tactacgaga actacacgtt
      841 cgtccgcaaa gtgcccccca cggaaatcga ggttatcagc acgtacgttg aactaaactt
      901 gacccttttg gaagaccgcg agtttctgcc cctggaggtg tacacgcggg ctgagctgga
      961 ggacaccggc ctgctagact acagcgaaat acagcgccgc aaccagctcc acgctctcag
     1021 gttttacgac atcgacagcg tggtcaacgt ggacaatacc gcagtgatta tgcaggggat
     1081 cgccagcttt ttcaagggcc tgggtaaagt gggggaggcc gtgggaacgc tcgttctcgg
     1141 cgccgccggc gctgttgttt caaccgtatc tggaatagct tcgtttttaa acaacccatt
     1201 tggggggcta gccatcggcc tgctggtaat c
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