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                                SEQUENCE LISTING                                SEQUENCE LISTING                                SEQUENCE LISTING                                SEQUENCE LISTING

<110> Glaxo Group Limited<110> Glaxo Group Limited<110> Glaxo Group Limited<110> Glaxo Group Limited

<120> Method of Producing a Recombinant Protein<120> Method of Producing a Recombinant Protein<120> Method of Producing a Recombinant Protein<120> Method of Producing a Recombinant Protein
        

<130> PB65796<130> PB65796<130> PB65796<130> PB65796

<160> 4<160> 4<160> 4<160> 4

<170> FastSEQ for Windows Version 4.0<170> FastSEQ for Windows Version 4.0<170> FastSEQ for Windows Version 4.0<170> FastSEQ for Windows Version 4.0

<210> 1<210> 1<210> 1<210> 1
<211> 119<211> 119<211> 119<211> 119
<212> PRT<212> PRT<212> PRT<212> PRT
<213> Artificial Sequence<213> Artificial Sequence<213> Artificial Sequence<213> Artificial Sequence

<220> <220> <220> <220> 
<223> Amino acid sequence of DOM101<223> Amino acid sequence of DOM101<223> Amino acid sequence of DOM101<223> Amino acid sequence of DOM101

<400> 1<400> 1<400> 1<400> 1
Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly GlyGlu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly GlyGlu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly GlyGlu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
 1               5                  10                  15       1               5                  10                  15       1               5                  10                  15       1               5                  10                  15      
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ala His GluSer Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ala His GluSer Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ala His GluSer Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ala His Glu
            20                  25                  30                      20                  25                  30                      20                  25                  30                      20                  25                  30          
Thr Met Val Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp ValThr Met Val Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp ValThr Met Val Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp ValThr Met Val Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
        35                  40                  45                      35                  40                  45                      35                  40                  45                      35                  40                  45              
Ser His Ile Pro Pro Asp Gly Gln Asp Pro Phe Tyr Ala Asp Ser ValSer His Ile Pro Pro Asp Gly Gln Asp Pro Phe Tyr Ala Asp Ser ValSer His Ile Pro Pro Asp Gly Gln Asp Pro Phe Tyr Ala Asp Ser ValSer His Ile Pro Pro Asp Gly Gln Asp Pro Phe Tyr Ala Asp Ser Val
    50                  55                  60                      50                  55                  60                      50                  55                  60                      50                  55                  60                  
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu TyrLys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu TyrLys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu TyrLys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65                  70                  75                  80  65                  70                  75                  80  65                  70                  75                  80  65                  70                  75                  80  
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr His CysLeu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr His CysLeu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr His CysLeu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr His Cys
                85                  90                  95                      85                  90                  95                      85                  90                  95                      85                  90                  95      
Ala Leu Leu Pro Lys Arg Gly Pro Trp Phe Asp Tyr Trp Gly Gln GlyAla Leu Leu Pro Lys Arg Gly Pro Trp Phe Asp Tyr Trp Gly Gln GlyAla Leu Leu Pro Lys Arg Gly Pro Trp Phe Asp Tyr Trp Gly Gln GlyAla Leu Leu Pro Lys Arg Gly Pro Trp Phe Asp Tyr Trp Gly Gln Gly
            100                 105                 110                     100                 105                 110                     100                 105                 110                     100                 105                 110         
Thr Leu Val Thr Val Ser SerThr Leu Val Thr Val Ser SerThr Leu Val Thr Val Ser SerThr Leu Val Thr Val Ser Ser
        115                         115                         115                         115                 

<210> 2<210> 2<210> 2<210> 2
<211> 357<211> 357<211> 357<211> 357
<212> DNA<212> DNA<212> DNA<212> DNA
<213> Artificial Sequence<213> Artificial Sequence<213> Artificial Sequence<213> Artificial Sequence

<220> <220> <220> <220> 
<223> DNA sequence of DOM101<223> DNA sequence of DOM101<223> DNA sequence of DOM101<223> DNA sequence of DOM101

<400> 2<400> 2<400> 2<400> 2
gaagtacaac tgctggagag cggtggcggc ctggttcaac cgggtggttc cctgcgcctg 60gaagtacaac tgctggagag cggtggcggc ctggttcaac cgggtggttc cctgcgcctg 60gaagtacaac tgctggagag cggtggcggc ctggttcaac cgggtggttc cctgcgcctg 60gaagtacaac tgctggagag cggtggcggc ctggttcaac cgggtggttc cctgcgcctg 60
tcctgtgcgg catctggttt caccttcgca cacgaaacca tggtgtgggt tcgccaagct 120tcctgtgcgg catctggttt caccttcgca cacgaaacca tggtgtgggt tcgccaagct 120tcctgtgcgg catctggttt caccttcgca cacgaaacca tggtgtgggt tcgccaagct 120tcctgtgcgg catctggttt caccttcgca cacgaaacca tggtgtgggt tcgccaagct 120
ccgggcaaag gcctggaatg ggtaagccac attcctccag atggccagga cccattctat 180ccgggcaaag gcctggaatg ggtaagccac attcctccag atggccagga cccattctat 180ccgggcaaag gcctggaatg ggtaagccac attcctccag atggccagga cccattctat 180ccgggcaaag gcctggaatg ggtaagccac attcctccag atggccagga cccattctat 180
gcggattccg ttaagggtcg ctttaccatt tctcgtgata actccaaaaa caccctgtac 240gcggattccg ttaagggtcg ctttaccatt tctcgtgata actccaaaaa caccctgtac 240gcggattccg ttaagggtcg ctttaccatt tctcgtgata actccaaaaa caccctgtac 240gcggattccg ttaagggtcg ctttaccatt tctcgtgata actccaaaaa caccctgtac 240
ctgcagatga actccctgcg cgccgaggat actgcggtgt accattgtgc gctgctgcct 300ctgcagatga actccctgcg cgccgaggat actgcggtgt accattgtgc gctgctgcct 300ctgcagatga actccctgcg cgccgaggat actgcggtgt accattgtgc gctgctgcct 300ctgcagatga actccctgcg cgccgaggat actgcggtgt accattgtgc gctgctgcct 300
aaacgtggcc cgtggttcga ttactggggt cagggtactc tggtcaccgt aagcagc    357aaacgtggcc cgtggttcga ttactggggt cagggtactc tggtcaccgt aagcagc    357aaacgtggcc cgtggttcga ttactggggt cagggtactc tggtcaccgt aagcagc    357aaacgtggcc cgtggttcga ttactggggt cagggtactc tggtcaccgt aagcagc    357

<210> 3<210> 3<210> 3<210> 3
<211> 120<211> 120<211> 120<211> 120
<212> PRT<212> PRT<212> PRT<212> PRT
<213> Artificial Sequence<213> Artificial Sequence<213> Artificial Sequence<213> Artificial Sequence

<220> <220> <220> <220> 
<223> Amino acid sequence of alanine extended DOM101<223> Amino acid sequence of alanine extended DOM101<223> Amino acid sequence of alanine extended DOM101<223> Amino acid sequence of alanine extended DOM101
                        

<400> 3<400> 3<400> 3<400> 3
Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly GlyGlu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly GlyGlu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly GlyGlu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
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eolf-seqleolf-seqleolf-seqleolf-seql
 1               5                  10                  15       1               5                  10                  15       1               5                  10                  15       1               5                  10                  15      
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ala His GluSer Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ala His GluSer Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ala His GluSer Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ala His Glu
            20                  25                  30                      20                  25                  30                      20                  25                  30                      20                  25                  30          
Thr Met Val Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp ValThr Met Val Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp ValThr Met Val Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp ValThr Met Val Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
        35                  40                  45                      35                  40                  45                      35                  40                  45                      35                  40                  45              
Ser His Ile Pro Pro Asp Gly Gln Asp Pro Phe Tyr Ala Asp Ser ValSer His Ile Pro Pro Asp Gly Gln Asp Pro Phe Tyr Ala Asp Ser ValSer His Ile Pro Pro Asp Gly Gln Asp Pro Phe Tyr Ala Asp Ser ValSer His Ile Pro Pro Asp Gly Gln Asp Pro Phe Tyr Ala Asp Ser Val
    50                  55                  60                      50                  55                  60                      50                  55                  60                      50                  55                  60                  
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu TyrLys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu TyrLys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu TyrLys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65                  70                  75                  80  65                  70                  75                  80  65                  70                  75                  80  65                  70                  75                  80  
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr His CysLeu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr His CysLeu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr His CysLeu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr His Cys
                85                  90                  95                      85                  90                  95                      85                  90                  95                      85                  90                  95      
Ala Leu Leu Pro Lys Arg Gly Pro Trp Phe Asp Tyr Trp Gly Gln GlyAla Leu Leu Pro Lys Arg Gly Pro Trp Phe Asp Tyr Trp Gly Gln GlyAla Leu Leu Pro Lys Arg Gly Pro Trp Phe Asp Tyr Trp Gly Gln GlyAla Leu Leu Pro Lys Arg Gly Pro Trp Phe Asp Tyr Trp Gly Gln Gly
            100                 105                 110                     100                 105                 110                     100                 105                 110                     100                 105                 110         
Thr Leu Val Thr Val Ser Ser AlaThr Leu Val Thr Val Ser Ser AlaThr Leu Val Thr Val Ser Ser AlaThr Leu Val Thr Val Ser Ser Ala
        115                 120         115                 120         115                 120         115                 120 

<210> 4<210> 4<210> 4<210> 4
<211> 360<211> 360<211> 360<211> 360
<212> DNA<212> DNA<212> DNA<212> DNA
<213> Artificial Sequence<213> Artificial Sequence<213> Artificial Sequence<213> Artificial Sequence

<220> <220> <220> <220> 
<223> DNA sequence of alanine extended DOM101<223> DNA sequence of alanine extended DOM101<223> DNA sequence of alanine extended DOM101<223> DNA sequence of alanine extended DOM101
                        

<400> 4<400> 4<400> 4<400> 4
gaagtacaac tgctggagag cggtggcggc ctggttcaac cgggtggttc cctgcgcctg 60gaagtacaac tgctggagag cggtggcggc ctggttcaac cgggtggttc cctgcgcctg 60gaagtacaac tgctggagag cggtggcggc ctggttcaac cgggtggttc cctgcgcctg 60gaagtacaac tgctggagag cggtggcggc ctggttcaac cgggtggttc cctgcgcctg 60
tcctgtgcgg catctggttt caccttcgca cacgaaacca tggtgtgggt tcgccaagct 120tcctgtgcgg catctggttt caccttcgca cacgaaacca tggtgtgggt tcgccaagct 120tcctgtgcgg catctggttt caccttcgca cacgaaacca tggtgtgggt tcgccaagct 120tcctgtgcgg catctggttt caccttcgca cacgaaacca tggtgtgggt tcgccaagct 120
ccgggcaaag gcctggaatg ggtaagccac attcctccag atggccagga cccattctat 180ccgggcaaag gcctggaatg ggtaagccac attcctccag atggccagga cccattctat 180ccgggcaaag gcctggaatg ggtaagccac attcctccag atggccagga cccattctat 180ccgggcaaag gcctggaatg ggtaagccac attcctccag atggccagga cccattctat 180
gcggattccg ttaagggtcg ctttaccatt tctcgtgata actccaaaaa caccctgtac 240gcggattccg ttaagggtcg ctttaccatt tctcgtgata actccaaaaa caccctgtac 240gcggattccg ttaagggtcg ctttaccatt tctcgtgata actccaaaaa caccctgtac 240gcggattccg ttaagggtcg ctttaccatt tctcgtgata actccaaaaa caccctgtac 240
ctgcagatga actccctgcg cgccgaggat actgcggtgt accattgtgc gctgctgcct 300ctgcagatga actccctgcg cgccgaggat actgcggtgt accattgtgc gctgctgcct 300ctgcagatga actccctgcg cgccgaggat actgcggtgt accattgtgc gctgctgcct 300ctgcagatga actccctgcg cgccgaggat actgcggtgt accattgtgc gctgctgcct 300
aaacgtggcc cgtggttcga ttactggggt cagggtactc tggtcaccgt aagcagcgcg 360aaacgtggcc cgtggttcga ttactggggt cagggtactc tggtcaccgt aagcagcgcg 360aaacgtggcc cgtggttcga ttactggggt cagggtactc tggtcaccgt aagcagcgcg 360aaacgtggcc cgtggttcga ttactggggt cagggtactc tggtcaccgt aagcagcgcg 360
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