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<210>  1
<211>  108
<212>  PRT
<213>  ArƟficial Sequence

<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 clone light chain variable domain

<400>  1

Asp Ile Gln Leu Thr Gln Ser Pro Ser Ser Val Ser Ala Ser Val Gly 
1               5                   10                  15      

Asp Arg Val Thr Ile Thr Cys Arg Ala Thr Gln Gly Ile Ser Ser Trp 
            20                  25                  30          

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile 
        35                  40                  45              

Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly 
    50                  55                  60                  

Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro 
65                  70                  75                  80  

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Ala Asn Thr Leu Pro Leu 
                85                  90                  95      



Phe Thr Phe Gly Pro Gly Thr Lys Val Asp Ile Lys 
            100                 105             

<210>  2
<211>  108
<212>  PRT
<213>  ArƟficial Sequence

<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 gl clone light chain variable domain

<400>  2

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Val Ser Ala Ser Val Gly 
1               5                   10                  15      

Asp Arg Val Thr Ile Thr Cys Arg Ala Thr Gln Gly Ile Ser Ser Trp 
            20                  25                  30          

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile 
        35                  40                  45              

Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg 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 Phe Ala Thr Tyr Tyr Cys Gln Gln Ala Asn Thr Leu Pro Leu 
                85                  90                  95      

Phe Thr Phe Gly Pro Gly Thr Lys Val Asp Ile Lys 
            100                 105             

<210>  3
<211>  121
<212>  PRT
<213>  ArƟficial Sequence



<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 clone heavy chain variable domain

<400>  3

Gln Val Gln Leu Gln Gln Ser Gly Pro Gly Leu Val Lys Pro Ser Gln 
1               5                   10                  15      

Thr Leu Ser Leu Thr Cys Ala Ile Ser Gly Asp Thr Val Ser Ser Asn 
            20                  25                  30          

Thr Ala Ala Trp Asn Trp Ile Arg Gln Ser Pro Ser Arg Gly Leu Glu 
        35                  40                  45              

Trp Leu Gly Arg Thr Tyr Tyr Arg Ser Lys Trp Tyr Ser Asp Tyr Gly 
    50                  55                  60                  

Leu Ser Val Lys Ser Arg Met Thr Ile Asn Ala Asp Thr Ser Lys Asn 
65                  70                  75                  80  

Gln Val Ser Leu His Leu Asn Ser Val Thr Pro Glu Asp Thr Ala Val 
                85                  90                  95      

Tyr Tyr Cys Ala Arg Glu Gly Ser Gly Gly Thr Leu Ile Tyr Trp Gly 
            100                 105                 110         

Gln Gly Thr Leu Val Thr Val Ser Ser 
        115                 120     

<210>  4
<211>  121
<212>  PRT
<213>  ArƟficial Sequence

<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 gl clone heavy chain variable domain

<400>  4

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



1               5                   10                  15      

Thr Leu Ser Leu Thr Cys Ala Ile Ser Gly Asp Ser Val Ser Ser Asn 
            20                  25                  30          

Thr Ala Ala Trp Asn Trp Ile Arg Gln Ser Pro Ser Arg Gly Leu Glu 
        35                  40                  45              

Trp Leu Gly Arg Thr Tyr Tyr Arg Ser Lys Trp Tyr Ser Asp Tyr Gly 
    50                  55                  60                  

Leu Ser Val Lys Ser Arg Ile Thr Ile Asn Pro Asp Thr Ser Lys Asn 
65                  70                  75                  80  

Gln Phe Ser Leu Gln Leu Asn Ser Val Thr Pro Glu Asp Thr Ala Val 
                85                  90                  95      

Tyr Tyr Cys Ala Arg Glu Gly Ser Gly Gly Thr Leu Ile Tyr Trp Gly 
            100                 105                 110         

Gln Gly Thr Leu Val Thr Val Ser Ser 
        115                 120     

<210>  5
<211>  11
<212>  PRT
<213>  ArƟficial Sequence

<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 clone light chain variable domain 
       LC-CDR1

<400>  5

Arg Ala Thr Gln Gly Ile Ser Ser Trp Leu Ala 
1               5                   10      

<210>  6
<211>  7



<212>  PRT
<213>  ArƟficial Sequence

<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 clone light chain variable domain 
       LC-CDR2

<400>  6

Ala Ala Ser Ser Leu Gln Ser 
1               5           

<210>  7
<211>  10
<212>  PRT
<213>  ArƟficial Sequence

<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 clone light chain variable domain 
       LC-CDR3

<400>  7

Gln Gln Ala Asn Thr Leu Pro Leu Phe Thr 
1               5                   10  

<210>  8
<211>  7
<212>  PRT
<213>  ArƟficial Sequence

<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 clone heavy chain variable domain 
       LC-CDR1

<400>  8

Ser Asn Thr Ala Ala Trp Asn 
1               5           

<210>  9
<211>  18
<212>  PRT
<213>  ArƟficial Sequence



<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 clone heavy chain variable domain 
       LC-CDR2

<400>  9

Arg Thr Tyr Tyr Arg Ser Lys Trp Tyr Ser Asp Tyr Gly Leu Ser Val 
1               5                   10                  15      

Lys Ser 
        

<210>  10
<211>  9
<212>  PRT
<213>  ArƟficial Sequence

<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 clone heavy chain variable domain 
       LC-CDR3

<400>  10

Glu Gly Ser Gly Gly Thr Leu Ile Tyr 
1               5                   

<210>  11
<211>  324
<212>  DNA
<213>  ArƟficial Sequence

<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 clone light chain variable domain

<400>  11
gacatccagt tgacccagtc tccatcƩct gtgtctgcat ctgtgggaga cagagtcacc       60

atcacƩgtc gggcgactca gggtataagc agctggƩag cctggtatca gcagaaacca      120

gggaaagccc ctaagctcct gatctatgct gcatccagƩ tgcaaagtgg ggtcccatcc      180

aggƩcagcg gcagtggctc tgggacagag Ʃcactctca ctatcagcag cctgcagcct      240

gaagaƩƩg caacƩacta Ʃgtcaacag gctaatactc tccccƩaƩ cacƩtcggc      300



cctgggacca aagtggatat caaa                                             324

<210>  12
<211>  324
<212>  DNA
<213>  ArƟficial Sequence

<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 gl clone light chain variable domain

<400>  12
gacatccaga tgacccagtc tccatcƩct gtgtctgcat ctgtgggaga cagagtcacc       60

atcacƩgtc gggcgactca gggtataagc agctggƩag cctggtatca gcagaaacca      120

gggaaagccc ctaagctcct gatctatgct gcatccagƩ tgcaaagtgg ggtcccatcc      180

aggƩcagcg gcagtggctc tgggacagat Ʃcactctca ctatcagcag cctgcagcct      240

gaagaƩƩg caacƩacta Ʃgtcaacag gctaatactc tccccƩaƩ cacƩtcggc      300

cctgggacca aagtggatat caaa                                             324

<210>  13
<211>  363
<212>  DNA
<213>  ArƟficial Sequence

<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 clone heavy chain variable domain

<400>  13
caggtacagc tgcagcagtc aggtccagga ctggtgaagc cctcgcagac cctctcactc       60

acctgcgcca tctccgggga cactgtctct agcaacactg ctgcƩggaa Ʃggatcagg      120

cagtccccct cgagaggcct tgagtggctg ggaaggacat actacaggtc caagtggtat      180

agtgactatg gactatctgt gaaaagtcgg atgaccatca atgcagacac atccaagaac      240

caggtctccc tacacctgaa ctctgtaact cccgaagaca cggctgtata Ʃactgtgca      300

agagagggca gtggcggaac Ʃtgatctac tggggccagg gaaccctggt caccgtctca      360

agc                                                                    363



<210>  14
<211>  363
<212>  DNA
<213>  ArƟficial Sequence

<220>
<223>  anƟ-CTLA-4 anƟbody 2C8 gl clone heavy chain variable domain

<400>  14
caggtacagc tgcagcagtc aggtccagga ctggtgaagc cctcgcagac cctctcactc       60

acctgcgcca tctccgggga cagtgtctct agcaacactg ctgcƩggaa Ʃggatcagg      120

cagtccccct cgagaggcct tgagtggctg ggaaggacat actacaggtc caagtggtat      180

agtgactatg gactatctgt gaaaagtcgg ataaccatca atccagacac atccaagaac      240

cagƩctccc tacagctgaa ctctgtaact cccgaagaca cggctgtata Ʃactgtgca      300

agagagggca gtggcggaac Ʃtgatctac tggggccagg gaaccctggt caccgtctca      360

agc                                                                    363


