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<210>  1
<211>  10
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  50B5 HCDR1

<400>  1

Gly Tyr Ser Phe Thr Gly Tyr Thr Ile Asn 
1               5                   10  

<210>  2
<211>  10
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  50B5 HCDR2

<400>  2

Leu Phe Asn Pro Tyr Asn Gly Gly Thr Thr 
1               5                   10  

<210>  3
<211>  12
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  50B5 HCDR3

<400>  3



Ala Arg Arg Tyr Tyr Gly Tyr Asp Ala Met Asp Tyr 
1               5                   10          

<210>  4
<211>  17
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  50B5 LCDR1

<400>  4

Lys Ser Ser Gln Ser Val Leu Tyr Ser Ser Asn Gln Lys Asn His Leu 
1               5                   10                  15      

Ala 

<210>  5
<211>  7
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  50B5 LCDR2

<400>  5

Trp Ala Ser Thr Arg Glu Ser 
1               5           

<210>  6
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  50B5 LCDR3

<400>  6

His Gln Tyr Leu Ser Ser Tyr Thr 
1               5               

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



<220>
<223>  15B4 HCDR1

<400>  7

Gly Phe Asn Ile Lys Asp Tyr Tyr Met His 
1               5                   10  

<210>  8
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  15B4 HCDR2

<400>  8

Trp Ile Asp Pro Glu Asn Asp Asn Thr Ile Tyr 
1               5                   10      

<210>  9
<211>  12
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  15B4 HCDR3

<400>  9

Ala Arg Asp Phe Gly Tyr Val Ala Trp Leu Val Tyr 
1               5                   10          

<210>  10
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  15B4 LCDR1

<400>  10

Lys Ala Ser Gln Asn Val Asp Thr Ala Val Ala 
1               5                   10      

<210>  11
<211>  7



<212>  PRT
<213>  Artificial Sequence

<220>
<223>  15B4 LCDR2

<400>  11

Ser Ala Ser Asn Arg Tyr Thr 
1               5           

<210>  12
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  LCDR3

<400>  12

Gln Gln Tyr Ser Ser Tyr Pro Thr 
1               5               

<210>  13
<211>  301
<212>  PRT
<213>  Homo sapiens

<400>  13

Met Phe Ser His Leu Pro Phe Asp Cys Val Leu Leu Leu Leu Leu Leu 
1               5                   10                  15      

Leu Leu Thr Arg Ser Ser Glu Val Glu Tyr Arg Ala Glu Val Gly Gln 
            20                  25                  30          

Asn Ala Tyr Leu Pro Cys Phe Tyr Thr Pro Ala Ala Pro Gly Asn Leu 
        35                  40                  45              

Val Pro Val Cys Trp Gly Lys Gly Ala Cys Pro Val Phe Glu Cys Gly 
    50                  55                  60                  

Asn Val Val Leu Arg Thr Asp Glu Arg Asp Val Asn Tyr Trp Thr Ser 
65                  70                  75                  80  

Arg Tyr Trp Leu Asn Gly Asp Phe Arg Lys Gly Asp Val Ser Leu Thr 



                85                  90                  95      

Ile Glu Asn Val Thr Leu Ala Asp Ser Gly Ile Tyr Cys Cys Arg Ile 
            100                 105                 110         

Gln Ile Pro Gly Ile Met Asn Asp Glu Lys Phe Asn Leu Lys Leu Val 
        115                 120                 125             

Ile Lys Pro Ala Lys Val Thr Pro Ala Pro Thr Arg Gln Arg Asp Phe 
    130                 135                 140                 

Thr Ala Ala Phe Pro Arg Met Leu Thr Thr Arg Gly His Gly Pro Ala 
145                 150                 155                 160 

Glu Thr Gln Thr Leu Gly Ser Leu Pro Asp Ile Asn Leu Thr Gln Ile 
                165                 170                 175     

Ser Thr Leu Ala Asn Glu Leu Arg Asp Ser Arg Leu Ala Asn Asp Leu 
            180                 185                 190         

Arg Asp Ser Gly Ala Thr Ile Arg Ile Gly Ile Tyr Ile Gly Ala Gly 
        195                 200                 205             

Ile Cys Ala Gly Leu Ala Leu Ala Leu Ile Phe Gly Ala Leu Ile Phe 
    210                 215                 220                 

Lys Trp Tyr Ser His Ser Lys Glu Lys Ile Gln Asn Leu Ser Leu Ile 
225                 230                 235                 240 

Ser Leu Ala Asn Leu Pro Pro Ser Gly Leu Ala Asn Ala Val Ala Glu 
                245                 250                 255     

Gly Ile Arg Ser Glu Glu Asn Ile Tyr Thr Ile Glu Glu Asn Val Tyr 
            260                 265                 270         

Glu Val Glu Glu Pro Asn Glu Tyr Tyr Cys Tyr Val Ser Ser Arg Gln 
        275                 280                 285             

Gln Pro Ser Gln Pro Leu Gly Cys Arg Phe Ala Met Pro 
    290                 295                 300     



<210>  14
<211>  414
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  50B5 heavy chain

<220>
<221>  misc_feature
<222>  (1)..(57)
<223>  Leader sequence

<220>
<221>  misc_feature
<222>  (133)..(162)
<223>  HCDR1

<220>
<221>  misc_feature
<222>  (205)..(234)
<223>  HCDR2

<220>
<221>  misc_feature
<222>  (346)..(381)
<223>  HCDR3

<400>  14
atgggatgga gctggatctt tctcttcctc ctgtcaggaa ctgcaggtgt ccactctgag       60

gtccagctgc aacagtctgg acctgagctg gtgaagcctg gagcttcaat gaagatatcc      120

tgcaaggctt ctggttactc attcactggc tacaccataa actgggtgaa gcagagccat      180

ggaaagaacc ttgagtggat tggacttttt aatccttaca atggtggtac taccttcaac      240

cagaagttca agggcaaggc cacattaact gttgacaagt catccagcac agcctacatg      300

gagctcctca gtctgacatc tgaggactct gcagtctatt actgtgcaag acgatactac      360

ggctacgatg ctatggacta ctggggtcaa ggaacctcag tcaccgtctc ctca            414

<210>  15
<211>  138
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  50B5 heavy chain



<220>
<221>  MISC_FEATURE
<222>  (1)..(19)
<223>  Leader sequence

<220>
<221>  MISC_FEATURE
<222>  (45)..(54)
<223>  HCDR1

<220>
<221>  MISC_FEATURE
<222>  (69)..(78)
<223>  HCDR2

<220>
<221>  MISC_FEATURE
<222>  (116)..(127)
<223>  HCDR3

<400>  15

Met Gly Trp Ser Trp Ile Phe Leu Phe Leu Leu Ser Gly Thr Ala Gly 
1               5                   10                  15      

Val His Ser Glu Val Gln Leu Gln Gln Ser Gly Pro Glu Leu Val Lys 
            20                  25                  30          

Pro Gly Ala Ser Met Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
        35                  40                  45              

Thr Gly Tyr Thr Ile Asn Trp Val Lys Gln Ser His Gly Lys Asn Leu 
    50                  55                  60                  

Glu Trp Ile Gly Leu Phe Asn Pro Tyr Asn Gly Gly Thr Thr Phe Asn 
65                  70                  75                  80  

Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser 
                85                  90                  95      

Thr Ala Tyr Met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala Val 
            100                 105                 110         

Tyr Tyr Cys Ala Arg Arg Tyr Tyr Gly Tyr Asp Ala Met Asp Tyr Trp 
        115                 120                 125             



Gly Gln Gly Thr Ser Val Thr Val Ser Ser 
    130                 135             

<210>  16
<211>  396
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  50B5 light chain

<220>
<221>  misc_feature
<222>  (1)..(60)
<223>  Leader sequence

<220>
<221>  misc_feature
<222>  (130)..(180)
<223>  LCDR1

<220>
<221>  misc_feature
<222>  (226)..(246)
<223>  LCDR2

<220>
<221>  misc_feature
<222>  (343)..(366)
<223>  LCDR3

<400>  16
atggaatcac agactcaggt cttcctctcc ctgctgctct gggtatctgg tacctgtggg       60

aacattatga tgacacagtc gccatcatct ctggctgtgt ctgcaggaga aaaggtcact      120

atgagctgta agtccagtca aagtgtttta tacagttcaa atcagaagaa ccacttggcc      180

tggtaccagc agaaaccagg gcagtctcct aaactgctaa tctactgggc atccactagg      240

gaatctggtg tccctgatcg cttcacaggc agtggatctg ggacagattt tactcttacc      300

atcagcagtg tacaagctga agacctggca gtttattact gtcatcaata cctctcctcg      360

tacacgttcg gaggggggac caagctggaa attaag                                396

<210>  17
<211>  132
<212>  PRT
<213>  Artificial Sequence



<220>
<223>  50B5 light chain

<220>
<221>  MISC_FEATURE
<222>  (1)..(20)
<223>  Leader sequence

<220>
<221>  MISC_FEATURE
<222>  (44)..(60)
<223>  LCDR1

<220>
<221>  MISC_FEATURE
<222>  (76)..(82)
<223>  LCDR2

<220>
<221>  MISC_FEATURE
<222>  (115)..(122)
<223>  LCDR3

<400>  17

Met Glu Ser Gln Thr Gln Val Phe Leu Ser Leu Leu Leu Trp Val Ser 
1               5                   10                  15      

Gly Thr Cys Gly Asn Ile Met Met Thr Gln Ser Pro Ser Ser Leu Ala 
            20                  25                  30          

Val Ser Ala Gly Glu Lys Val Thr Met Ser Cys Lys Ser Ser Gln Ser 
        35                  40                  45              

Val Leu Tyr Ser Ser Asn Gln Lys Asn His Leu Ala Trp Tyr Gln Gln 
    50                  55                  60                  

Lys Pro Gly Gln Ser Pro Lys Leu Leu Ile Tyr Trp Ala Ser Thr Arg 
65                  70                  75                  80  

Glu Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp 
                85                  90                  95      

Phe Thr Leu Thr Ile Ser Ser Val Gln Ala Glu Asp Leu Ala Val Tyr 
            100                 105                 110         



Tyr Cys His Gln Tyr Leu Ser Ser Tyr Thr Phe Gly Gly Gly Thr Lys 
        115                 120                 125             

Leu Glu Ile Lys 
    130         

<210>  18
<211>  414
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  15B4 heavy chain

<220>
<221>  misc_feature
<222>  (1)..(57)
<223>  Leader sequence

<220>
<221>  misc_feature
<222>  (133)..(162)
<223>  HCDR1

<220>
<221>  misc_feature
<222>  (208)..(237)
<223>  HCDR2

<220>
<221>  misc_feature
<222>  (346)..(381)
<223>  HCDR3

<400>  18
atggaatgga gctgggtctt tctcttcctg atggcagtgg ttacaggggt caattcagag       60

gttcagctgc agcagtctgg ggctgaggtt gtgaggccag gggccttagt caagttgtcc      120

tgcaaagctt ctggcttcaa cattaaagac tactatatgc actgggtgag gcagaggcct      180

gaacagggcc tggagtggat tggatggatt gatcctgaga atgacaatac tatatatgac      240

ccgaagttcc aggacagggc cagtataaca gcagacacat cctccaacac agcctacctg      300

cagctcagca gcctgacatc tgaggacact gccgtctatt actgtgctag ggacttcggc      360

tacgtagcct ggcttgttta ctggggccaa gggactctgg tcactgtctc tgca            414



<210>  19
<211>  138
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  15B4 heavy chain

<220>
<221>  MISC_FEATURE
<222>  (1)..(19)
<223>  Leader sequence

<220>
<221>  MISC_FEATURE
<222>  (45)..(54)
<223>  HCDR1

<220>
<221>  MISC_FEATURE
<222>  (69)..(79)
<223>  HCDR2

<220>
<221>  MISC_FEATURE
<222>  (116)..(127)
<223>  HCDR3

<400>  19

Met Glu Trp Ser Trp Val Phe Leu Phe Leu Met Ala Val Val Thr Gly 
1               5                   10                  15      

Val Asn Ser Glu Val Gln Leu Gln Gln Ser Gly Ala Glu Val Val Arg 
            20                  25                  30          

Pro Gly Ala Leu Val Lys Leu Ser Cys Lys Ala Ser Gly Phe Asn Ile 
        35                  40                  45              

Lys Asp Tyr Tyr Met His Trp Val Arg Gln Arg Pro Glu Gln Gly Leu 
    50                  55                  60                  

Glu Trp Ile Gly Trp Ile Asp Pro Glu Asn Asp Asn Thr Ile Tyr Asp 
65                  70                  75                  80  

Pro Lys Phe Gln Asp Arg Ala Ser Ile Thr Ala Asp Thr Ser Ser Asn 
                85                  90                  95      



Thr Ala Tyr Leu Gln Leu Ser Ser Leu Thr Ser Glu Asp Thr Ala Val 
            100                 105                 110         

Tyr Tyr Cys Ala Arg Asp Phe Gly Tyr Val Ala Trp Leu Val Tyr Trp 
        115                 120                 125             

Gly Gln Gly Thr Leu Val Thr Val Ser Ala 
    130                 135             

<210>  20
<211>  378
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  15B4 light chain

<220>
<221>  misc_feature
<222>  (1)..(57)
<223>  Leader sequence

<220>
<221>  misc_feature
<222>  (127)..(159)
<223>  LCDR1

<220>
<221>  misc_feature
<222>  (205)..(225)
<223>  LCDR2

<220>
<221>  misc_feature
<222>  (322)..(345)
<223>  LCDR3

<400>  20
atgtcacagt ctcaggtctt tgtattcgcg tttctctggt tgtctggtgt tgatggagac       60

attgtgatga cccagtctca agaattcatg tccacatcag taggagacag ggtcagcatc      120

acctgcaagg ccagtcagaa tgtggatact gctgtagcct ggtatcaaca gaaaccagga      180

caatctccta aactactgat ttactcggca tccaatcggt acactggagt ccctgatcgc      240

ttcacaggca ctggatctgg gacagatttc actctcacca tcaacaatat gcagtctgaa      300

gacctggcag attatttctg ccagcaatat agcagctatc ccacgttcgg agggaggacc      360



aagctggaaa taaaacgg                                                    378

<210>  21
<211>  126
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  15B4 light chain

<220>
<221>  MISC_FEATURE
<222>  (1)..(19)
<223>  Leader sequence

<220>
<221>  MISC_FEATURE
<222>  (43)..(53)
<223>  LCDR1

<220>
<221>  MISC_FEATURE
<222>  (69)..(75)
<223>  LCDR2

<220>
<221>  MISC_FEATURE
<222>  (107)..(115)
<223>  LCDR3

<400>  21

Met Ser Gln Ser Gln Val Phe Val Phe Ala Phe Leu Trp Leu Ser Gly 
1               5                   10                  15      

Val Asp Gly Asp Ile Val Met Thr Gln Ser Gln Glu Phe Met Ser Thr 
            20                  25                  30          

Ser Val Gly Asp Arg Val Ser Ile Thr Cys Lys Ala Ser Gln Asn Val 
        35                  40                  45              

Asp Thr Ala Val Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ser Pro Lys 
    50                  55                  60                  

Leu Leu Ile Tyr Ser Ala Ser Asn Arg Tyr Thr Gly Val Pro Asp Arg 
65                  70                  75                  80  



Phe Thr Gly Thr Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Asn Asn 
                85                  90                  95      

Met Gln Ser Glu Asp Leu Ala Asp Tyr Phe Cys Gln Gln Tyr Ser Ser 
            100                 105                 110         

Tyr Pro Thr Phe Gly Gly Arg Thr Lys Leu Glu Ile Lys Arg 
        115                 120                 125     

<210>  22
<211>  111
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  IgV domain

<400>  22

Ser Glu Val Glu Tyr Arg Ala Glu Val Gly Gln Asn Ala Tyr Leu Pro 
1               5                   10                  15      

Cys Phe Tyr Thr Pro Ala Ala Pro Gly Asn Leu Val Pro Val Cys Trp 
            20                  25                  30          

Gly Lys Gly Ala Cys Pro Val Phe Glu Cys Gly Asn Val Val Leu Arg 
        35                  40                  45              

Thr Asp Glu Arg Asp Val Asn Tyr Trp Thr Ser Arg Tyr Trp Leu Asn 
    50                  55                  60                  

Gly Asp Phe Arg Lys Gly Asp Val Ser Leu Thr Ile Glu Asn Val Thr 
65                  70                  75                  80  

Leu Ala Asp Ser Gly Ile Tyr Cys Cys Arg Ile Gln Ile Pro Gly Ile 
                85                  90                  95      

Met Asn Asp Glu Lys Phe Asn Leu Lys Leu Val Ile Lys Pro Ala 
            100                 105                 110     


