pUC18-Pt-GFP

Ptilosarcus sp. GFP – coding sequence in green, start codon in bold
Key restriction enzyme site are underlined

pUC18 sequences in blue
ATGACCATGATTACGAATTCGAGCTCGGTACCCGGGGATCCACTAGTAACGGCCGCCAGTGTGCTGGAATTCGCCCTTGAATTCATGAACCGCAACGTGCTGAAAAACACCGGTCTGAAAGAAATTATGAGCGCGAAAGCGAGCGTGGAAGGCATTGTGAACAACCATGTGTTTAGCATGGAAGGCTTTGGCAAAGGCAACGTGCTGTTTGGCAACCAGCTGATGCAGATTCGCGTGACCAAAGGCGGTCCGCTGCCGTTTGCGTTTGATATTGTGAGCATTGCGTTTCAGTATGGCAACCGCACCTTTACCAAATATCCGGATGATATTGCGGATTATTTTGTGCAGAGCTTTCCGGCAGGCTTTTTTTATGAACGCAACCTGCGCTTTGAAGATGGTGCGATTGTGGATATTCGCAGCGATATTAGCCTGGAAGATGATAAATTTCATTATAAAGTGGAATATCGCGGTAACGGCTTTCCGAGCAACGGTCCGGTGATGCAGAAAGCGATTCTGGGCATGGAACCGAGCTTTGAAGTGGTGTATATGAACAGCGGTGTGCTGGTGGGCGAAGTGGATCTGGTGTATAAACTGGAAAGCGGCAACTATTATAGCTGCCATATGAAAACCTTTTATCGCAGCAAAGGCGGTGTGAAAGAATTTCCGGAATATCATTTTATTCATCATCGCCTGGAAAAAACCTATGTGGAAGAAGGCAGCTTTGTGGAACAGCATGAAACCGCGATTGCGCAGCTGACCACCATTGGCAAACCGCTGGGCAGCCTGCATGAATGGGTGCTCGAGAAGGGCGAATTCTGCAGGCATGCAAGCTTGGCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGGCGTTACCCAACTTAATCGCCTTGCAGCACATCCCCCTTTCGCCAGCTGGC
Coding Sequence:

      1 atgaaccgcaacgtgctgaaaaacaccggtctgaaagaaattatg
        M  N  R  N  V  L  K  N  T  G  L  K  E  I  M 

     46 agcgcgaaagcgagcgtggaaggcattgtgaacaaccatgtgttt

        S  A  K  A  S  V  E  G  I  V  N  N  H  V  F 

     91 agcatggaaggctttggcaaaggcaacgtgctgtttggcaaccag

        S  M  E  G  F  G  K  G  N  V  L  F  G  N  Q 

    136 ctgatgcagattcgcgtgaccaaaggcggtccgctgccgtttgcg

        L  M  Q  I  R  V  T  K  G  G  P  L  P  F  A 

    181 tttgatattgtgagcattgcgtttcagtatggcaaccgcaccttt

        F  D  I  V  S  I  A  F  Q  Y  G  N  R  T  F 

    226 accaaatatccggatgatattgcggattattttgtgcagagcttt

        T  K  Y  P  D  D  I  A  D  Y  F  V  Q  S  F 

    271 ccggcaggctttttttatgaacgcaacctgcgctttgaagatggt

        P  A  G  F  F  Y  E  R  N  L  R  F  E  D  G 

    316 gcgattgtggatattcgcagcgatattagcctggaagatgataaa

        A  I  V  D  I  R  S  D  I  S  L  E  D  D  K 

    361 tttcattataaagtggaatatcgcggtaacggctttccgagcaac

        F  H  Y  K  V  E  Y  R  G  N  G  F  P  S  N 

    406 ggtccggtgatgcagaaagcgattctgggcatggaaccgagcttt

        G  P  V  M  Q  K  A  I  L  G  M  E  P  S  F 

    451 gaagtggtgtatatgaacagcggtgtgctggtgggcgaagtggat

        E  V  V  Y  M  N  S  G  V  L  V  G  E  V  D 

    496 ctggtgtataaactggaaagcggcaactattatagctgccatatg
        L  V  Y  K  L  E  S  G  N  Y  Y  S  C  H  M 

    541 aaaaccttttatcgcagcaaaggcggtgtgaaagaatttccggaa

        K  T  F  Y  R  S  K  G  G  V  K  E  F  P  E 

    586 tatcattttattcatcatcgcctggaaaaaacctatgtggaagaa

        Y  H  F  I  H  H  R  L  E  K  T  Y  V  E  E 

    631 ggcagctttgtggaacagcatgaaaccgcgattgcgcagctgacc

        G  S  F  V  E  Q  H  E  T  A  I  A  Q  L  T 

    676 accattggcaaaccgctgggcagcctgcatgaatgggtg 714    

        T  I  G  K  P  L  G  S  L  H  E  W  V

