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                         SEQUENCE LISTING 

 

<110>  PHARMABCINE INC. 

  

<120>  MODIFIED ANTIBODY AND METHOD FOR MANUFACTURING SAME 

 

<130>  4240-666 

 

<150>  PCT/KR2021/010984 

<151>  2021-08-19 

 

<150>  KR10-2020-0103945 

<151>  2020-08-19 

 

<160>  51     

 

<170>  PatentIn version 3.5 

 

<210>  1 

<211>  8 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  1 

 

Gly Phe Ser Phe Asp Asp Tyr Ala  

1               5                

 



2 

 

 

<210>  2 

<211>  8 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  2 

 

Ile Lys Asp Asp Gly Ser Gln Thr  

1               5                

 

 

<210>  3 

<211>  13 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  3 

 

Thr Thr Glu Gly Leu Met Asn Gly Leu His Phe Asp Met  

1               5                   10               

 

 

<210>  4 

<211>  9 



3 

 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  4 

 

Ser Ser Asn Ile Gly Ala Gly Tyr Asp  

1               5                    

 

 

<210>  5 

 

<400>  5 

000 

 

<210>  6 

<211>  10 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  6 

 

Gln Ser Tyr Asp Ser Arg Leu Gly Val Val  

1               5                   10   

 

 



4 

 

<210>  7 

<211>  8 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  7 

 

Gly Tyr Ser Phe Thr Ser Tyr Trp  

1               5                

 

 

<210>  8 

<211>  8 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  8 

 

Ile Tyr Pro Gly Asn Ser Asp Thr  

1               5                

 

 

<210>  9 

<211>  13 

<212>  PRT 



5 

 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  9 

 

Thr Thr Glu Gly Leu Met Asn Gly Leu His Phe Asp Met  

1               5                   10               

 

 

<210>  10 

<211>  11 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  10 

 

Gln Ser Leu Leu His Ser Leu Gly Asp Asn Tyr  

1               5                   10       

 

 

<210>  11 

 

<400>  11 

000 

 

<210>  12 



6 

 

<211>  10 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  12 

 

Met Gln Ser Leu Gln Thr Pro Pro Tyr Thr  

1               5                   10   

 

 

<210>  13 

<211>  8 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  13 

 

Gly Phe Thr Phe Ser Ser Tyr Ser  

1               5                

 

 

<210>  14 

<211>  8 

<212>  PRT 

<213>  Ar/ficial Sequence 



7 

 

 

<220> 

<223>  Synthe/c construct 

 

<400>  14 

 

Ile Ser Ala Ser Asp Gly Ala Thr  

1               5                

 

 

<210>  15 

<211>  16 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  15 

 

Ala Lys Ile Leu Ala Gly Tyr Ser Gly Pro Met Gly Gly Met Asp Val  

1               5                   10                  15       

 

 

<210>  16 

<211>  6 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 



8 

 

 

<400>  16 

 

Arg Asp Ile Ser Asn Tyr  

1               5        

 

 

<210>  17 

 

<400>  17 

000 

 

<210>  18 

<211>  9 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  18 

 

Gln Gln Tyr Tyr Ser Tyr Pro Leu Thr  

1               5                    

 

 

<210>  19 

<211>  8 

<212>  PRT 

<213>  Ar/ficial Sequence 

 



9 

 

<220> 

<223>  Synthe/c construct 

 

<400>  19 

 

Gly Phe Ala Phe Gly Arg Tyr Glu  

1               5                

 

 

<210>  20 

<211>  8 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  20 

 

Ile Asp Thr Gly Gly Gly Ala Lys  

1               5                

 

 

<210>  21 

<211>  13 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 



10 

 

<400>  21 

 

Thr Thr Glu Gly Leu Met Asn Gly Leu His Phe Asp Met  

1               5                   10               

 

 

<210>  22 

<211>  6 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  22 

 

Gln Ala Ile Ser Thr Trp  

1               5        

 

 

<210>  23 

 

<400>  23 

000 

 

<210>  24 

<211>  9 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 



11 

 

<223>  Synthe/c construct 

 

<400>  24 

 

Gln Gln Leu Asn Ser Tyr Pro Tyr Thr  

1               5                    

 

 

<210>  25 

<211>  8 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  25 

 

Gly Phe Thr Phe Asp Asp Cys Ala  

1               5                

 

 

<210>  26 

<211>  8 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  26 



12 

 

 

Ile Ser Gly Asn Ser Lys Asn Val  

1               5                

 

 

<210>  27 

<211>  11 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  27 

 

Ala Arg Asp Pro Ala Tyr Ser Gln Phe Asp Tyr  

1               5                   10       

 

 

<210>  28 

<211>  8 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  28 

 

Ser Ser Asn Val Gly Gly Tyr Pro  

1               5                



13 

 

 

 

<210>  29 

 

<400>  29 

000 

 

<210>  30 

<211>  11 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  30 

 

Ala Thr Trp Asp Asp Asn Leu Asn Gly Tyr Val  

1               5                   10       

 

 

<210>  31 

<211>  123 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  31 

 



14 

 

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Ser Lys Pro Gly Gly  

1               5                   10                  15       

 

 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr  

            20                  25                  30           

 

 

Ser Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  

        35                  40                  45               

 

 

Ser Ser Ile Ser Ala Ser Asp Gly Ala Thr Tyr Tyr Ala Asp Ser Val  

    50                  55                  60                   

 

 

Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Arg Ser Thr Leu Tyr  

65                  70                  75                  80   

 

 

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys  

                85                  90                  95       

 

 

Ala Lys Thr Leu Ala Gly Tyr Ser Gly Pro Met Gly Gly Met Asp Val  

            100                 105                 110          

 

 

Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser  

        115                 120              

 



15 

 

 

<210>  32 

<211>  108 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  32 

 

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly  

1               5                   10                  15       

 

 

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Arg Asp Ile Ser Asn Tyr  

            20                  25                  30           

 

 

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Ser Leu Ile  

        35                  40                  45               

 

 

Tyr Gly Ala Ser Asn Leu Gln Ser Gly Val Ser Ser Gln Phe Ser Gly  

    50                  55                  60                   

 

 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Asn Ser Leu Gln Pro  

65                  70                  75                  80   

 

 



16 

 

Glu Asp Ser Ala Thr Tyr Tyr Cys Gln Gln Tyr Tyr Ser Tyr Pro Leu  

                85                  90                  95       

 

 

Thr Phe Gly Gly Gly Thr Lys Val Asp Ile Lys Arg  

            100                 105              

 

 

<210>  33 

<211>  123 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  33 

 

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly  

1               5                   10                  15       

 

 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr  

            20                  25                  30           

 

 

Ser Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  

        35                  40                  45               

 

 

Ser Ser Ile Ser Ala Ser Asp Gly Ala Thr Tyr Tyr Ala Asp Ser Val  



17 

 

    50                  55                  60                   

 

 

Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Arg Ser Thr Leu Tyr  

65                  70                  75                  80   

 

 

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys  

                85                  90                  95       

 

 

Ala Lys Thr Leu Ala Gly Tyr Ser Gly Pro Met Gly Gly Met Asp Val  

            100                 105                 110          

 

 

Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser  

        115                 120              

 

 

<210>  34 

<211>  123 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  34 

 

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly  

1               5                   10                  15       



18 

 

 

 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr  

            20                  25                  30           

 

 

Ser Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  

        35                  40                  45               

 

 

Ser Ser Ile Ser Ala Ser Asp Gly Ala Thr Tyr Tyr Ala Asp Ser Val  

    50                  55                  60                   

 

 

Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Arg Ser Thr Leu Tyr  

65                  70                  75                  80   

 

 

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys  

                85                  90                  95       

 

 

Ala Lys Thr Leu Ala Gly Tyr Ser Gly Pro Met Gly Gly Met Asp Val  

            100                 105                 110          

 

 

Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser  

        115                 120              

 

 

<210>  35 



19 

 

<211>  108 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  35 

 

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly  

1               5                   10                  15       

 

 

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Arg Asp Ile Ser Asn Tyr  

            20                  25                  30           

 

 

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Ser Leu Ile  

        35                  40                  45               

 

 

Tyr Gly Ala Ser Asn Leu Gln Ser Gly Val Ser Ser Gln Phe Ser Gly  

    50                  55                  60                   

 

 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro  

65                  70                  75                  80   

 

 

Glu Asp Ser Ala Thr Tyr Tyr Cys Gln Gln Tyr Tyr Ser Tyr Pro Leu  

                85                  90                  95       



20 

 

 

 

Thr Phe Gly Gly Gly Thr Lys Val Asp Ile Lys Arg  

            100                 105              

 

 

<210>  36 

<211>  123 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  36 

 

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Ser Lys Pro Gly Gly  

1               5                   10                  15       

 

 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr  

            20                  25                  30           

 

 

Ser Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  

        35                  40                  45               

 

 

Ser Ser Ile Ser Ala Ser Asp Gly Ala Thr Tyr Tyr Ala Asp Ser Val  

    50                  55                  60                   

 



21 

 

 

Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Arg Ser Thr Leu Tyr  

65                  70                  75                  80   

 

 

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys  

                85                  90                  95       

 

 

Ala Lys Thr Leu Ala Gly Tyr Ser Gly Pro Met Gly Gly Met Asp Val  

            100                 105                 110          

 

 

Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser  

        115                 120              

 

 

<210>  37 

<211>  369 

<212>  DNA 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  37 

caggtgcagc tggtagagtc tgggggaggc ctgtccaagc ctggggggtc cctgagactc       60 

 

tcctgtgcag cctctgga: cacc:cagt agctatagca tgaactgggt ccgccaggct      120 

 

ccagggaagg ggctggagtg ggtctcatcc a:agtgcta gtgatggtgc cacatactac      180 



22 

 

 

gcagactccg tgaggggccg g:caccatc tccagagaca a:ccaggag cacactgtat      240 

 

ctgcaaatga acagtctgag agccgaggac acggccgtgt a:actgtgc gaaaactctc      300 

 

gcgggatata gtggcccaat gggtggcatg gacgtctggg gccaagggac cacggtcacc      360 

 

gtctcctca                                                              369 

 

 

<210>  38 

<211>  324 

<212>  DNA 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  38 

gacatccaga tgacccagtc tccatcctca ctgtctgcat ctgtaggaga cagagtcacc       60 

 

atcac:gtc gggcgagtcg ggaca:agc aacta:tag cctggtatca gcagaaacca      120 

 

gggaaagccc ctaagtccct gatctatgga gcatccaa: tacaaagtgg ggtctcatca      180 

 

cag:cagcg gcagtggatc cgggacagat :caccctca ccatcaacag cctgcagcct      240 

 

gaaga:ctg caac:a:a ctgtcaacag tactatag: acccgctcac ::ggcgga      300 

 

gggaccaagg tggatatcaa acgt                                             324 
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<210>  39 

<211>  369 

<212>  DNA 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  39 

caggtgcagc tggtagagtc tgggggaggc ctggtcaagc ctggggggtc cctgagactc       60 

 

tcctgtgcag cctctgga: cacc:cagt agctatagca tgacctgggt ccgccaggct      120 

 

ccagggaagg ggctggagtg ggtctcatcc a:agtgcta gtgatggtgc cacatactac      180 

 

gcagactccg tgaggggccg g:caccatc tccagagaca a:ccaggag cacactgtat      240 

 

ctgcaaatga acagtctgag agccgaggac acggccgtgt a:actgtgc gaaaactctc      300 

 

gcgggatata gtggcccaat gggtggcatg gacgtctggg gccaagggac cacggtcacc      360 

 

gtctcctca                                                              369 

 

 

<210>  40 

<211>  369 

<212>  DNA 

<213>  Ar/ficial Sequence 

 

<220> 



24 

 

<223>  Synthe/c construct 

 

<400>  40 

caggtgcagc tggtagagtc tgggggaggc ctggtcaagc ctggggggtc cctgagactc       60 

 

tcctgtgcag cctctgga: cacc:cagt agctatagca tgaactgggt ccgccaggct      120 

 

ccagggaagg ggctggagtg ggtctcatcc a:agtgcta gtgatggtgc cacatactac      180 

 

gcagactccg tgaggggccg g:caccatc tccagagaca a:ccaggag cacactgtat      240 

 

ctgcaaatga acagtctgag agccgaggac acggccgtgt a:actgtgc gaaaactctc      300 

 

gcgggatata gtggcccaat gggtggcatg gacgtctggg gccaagggac cacggtcacc      360 

 

gtctcctca                                                              369 

 

 

<210>  41 

<211>  324 

<212>  DNA 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  41 

gacatccaga tgacccagtc tccatcctca ctgtctgcat ctgtaggaga cagagtcacc       60 

 

atcac:gtc gggcgagtcg ggaca:agc aacta:tag cctggtatca gcagaaacca      120 

 



25 

 

gggaaagccc ctaagtccct gatctatgga gcatccaa: tacaaagtgg ggtctcatca      180 

 

cag:cagcg gcagtggatc cgggacagat :caccctca ccatcagcag cctgcagcct      240 

 

gaaga:ctg caac:a:a ctgtcaacag tactatag: acccgctcac ::ggcgga      300 

 

gggaccaagg tggatatcaa acgt                                             324 

 

 

<210>  42 

<211>  369 

<212>  DNA 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  42 

caggtgcagc tggtagagtc tgggggaggc ctgtccaagc ctggggggtc cctgagactc       60 

 

tcctgtgcag cctctgga: cacc:cagt agctatagca tgacctgggt ccgccaggct      120 

 

ccagggaagg ggctggagtg ggtctcatcc a:agtgcta gtgatggtgc cacatactac      180 

 

gcagactccg tgaggggccg g:caccatc tccagagaca a:ccaggag cacactgtat      240 

 

ctgcaaatga acagtctgag agccgaggac acggccgtgt a:actgtgc gaaaactctc      300 

 

gcgggatata gtggcccaat gggtggcatg gacgtctggg gccaagggac cacggtcacc      360 

 

gtctcctca                                                              369 



26 

 

 

 

<210>  43 

<211>  16 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  43 

 

Ala Lys Thr Leu Ala Gly Tyr Ser Gly Pro Met Gly Gly Met Asp Val  

1               5                   10                  15       

 

 

<210>  44 

<211>  16 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  44 

 

Ala Lys Ile Leu Val Gly Tyr Ser Gly Pro Met Gly Gly Met Asp Val  

1               5                   10                  15       

 

 

<210>  45 



27 

 

<211>  16 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  45 

 

Ala Lys Ser Leu Ala Ser Tyr Ser Gly Pro Met Gly Gly Met Asp Val  

1               5                   10                  15       

 

 

<210>  46 

<211>  123 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  46 

 

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Thr Val Lys Pro Gly Gly  

1               5                   10                  15       

 

 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr  

            20                  25                  30           
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Ser Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  

        35                  40                  45               

 

 

Ser Ser Ile Ser Ala Ser Asp Gly Ala Thr Tyr Tyr Ala Asp Ser Val  

    50                  55                  60                   

 

 

Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Arg Ser Thr Leu Tyr  

65                  70                  75                  80   

 

 

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys  

                85                  90                  95       

 

 

Ala Lys Thr Leu Ala Gly Tyr Ser Gly Pro Met Gly Gly Met Asp Val  

            100                 105                 110          

 

 

Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser  

        115                 120              

 

 

<210>  47 

<211>  369 

<212>  DNA 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 



29 

 

 

<400>  47 

caggtgcagc tggtagagtc tgggggaggc acggtcaagc ctggggggtc cctgagactc       60 

 

tcctgtgcag cctctgga: cacc:cagt agctatagca tgaactgggt ccgccaggct      120 

 

ccagggaagg ggctggagtg ggtctcatcc a:agtgcta gtgatggtgc cacatactac      180 

 

gcagactccg tgaggggccg g:caccatc tccagagaca a:ccaggag cacactgtat      240 

 

ctgcaaatga acagtctgag agccgaggac acggccgtgt a:actgtgc gaaaactctc      300 

 

gcgggatata gtggcccaat gggtggcatg gacgtctggg gccaagggac cacggtcacc      360 

 

gtctcctca                                                              369 

 

 

<210>  48 

<211>  123 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  48 

 

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly  

1               5                   10                  15       
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Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr  

            20                  25                  30           

 

 

Ser Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  

        35                  40                  45               

 

 

Ser Ser Ile Ser Ala Ser Asp Gly Ala Thr Tyr Tyr Ala Asp Ser Val  

    50                  55                  60                   

 

 

Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Arg Ser Thr Leu Tyr  

65                  70                  75                  80   

 

 

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Ser Tyr Tyr Cys  

                85                  90                  95       

 

 

Ala Lys Thr Leu Ala Gly Tyr Ser Gly Pro Met Gly Gly Met Asp Val  

            100                 105                 110          

 

 

Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser  

        115                 120              

 

 

<210>  49 

<211>  369 

<212>  DNA 



31 

 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  49 

caggtgcagc tggtagagtc tgggggaggc ctggtcaagc ctggggggtc cctgagactc       60 

 

tcctgtgcag cctctgga: cacc:cagt agctatagca tgaactgggt ccgccaggct      120 

 

ccagggaagg ggctggagtg ggtctcatcc a:agtgcta gtgatggtgc cacatactac      180 

 

gcagactccg tgaggggccg g:caccatc tccagagaca a:ccaggag cacactgtat      240 

 

ctgcaaatga acagtctgag agccgaggac acggcctcgt a:actgtgc gaaaactctc      300 

 

gcgggatata gtggcccaat gggtggcatg gacgtctggg gccaagggac cacggtcacc      360 

 

gtctcctca                                                              369 

 

 

<210>  50 

<211>  108 

<212>  PRT 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  50 

 



32 

 

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly  

1               5                   10                  15       

 

 

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Arg Asp Ile Ser Asn Tyr  

            20                  25                  30           

 

 

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Ser Leu Ile  

        35                  40                  45               

 

 

Tyr Gly Ala Ser Asn Leu Gln Ser Gly Val Ser Ser Arg Phe Ser Gly  

    50                  55                  60                   

 

 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Asn Ser Leu Gln Pro  

65                  70                  75                  80   

 

 

Glu Asp Ser Ala Thr Tyr Tyr Cys Gln Gln Tyr Tyr Ser Tyr Pro Leu  

                85                  90                  95       

 

 

Thr Phe Gly Gly Gly Thr Lys Val Asp Ile Lys Arg  

            100                 105              

 

 

<210>  51 

<211>  324 

<212>  DNA 



33 

 

<213>  Ar/ficial Sequence 

 

<220> 

<223>  Synthe/c construct 

 

<400>  51 

gacatccaga tgacccagtc tccatcctca ctgtctgcat ctgtaggaga cagagtcacc       60 

 

atcac:gtc gggcgagtcg ggaca:agc aacta:tag cctggtatca gcagaaacca      120 

 

gggaaagccc ctaagtccct gatctatgga gcatccaa: tacaaagtgg ggtctcatca      180 

 

cgg:cagcg gcagtggatc cgggacagat :caccctca ccatcaacag cctgcagcct      240 

 

gaaga:ctg caac:a:a ctgtcaacag tactatag: acccgctcac ::ggcgga      300 

 

gggaccaagg tggatatcaa acgt                                             324 

 

 


