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<210>  1
<211>  375
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  1 VH

<400>  1
caggtgcagc tggtggagtc tgggggaggc gtggaccagc ctgggaggtc cctgagactc       60

tcctgtgcag cgtctggatt catcttcagt aactatggta ttcactgggt ccgtcaggct      120

ccaggcaagg ggctggagtg ggtggcagtt atatggtatg atggaagtaa taaatacttt      180

gaagactccg tgaagggccg attcaacatc tccagagaca attccaagaa catagtgtat      240

ctgcaaatga acagcctgag agccgaggac acggctgtgt atttctgtgc gagaagttac      300

gatatgttga ctgggtcggg tgactactac ggtttggacg tctggggcca agggaccacg      360

gtcaccgtct cctca                                                       375

<210>  2
<211>  125
<212>  PRT
<213>  Artificial Sequence



<220>
<223>  2 VH

<400>  2

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Asp Gln Pro Gly Arg 
1               5                   10                  15      

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ile Phe Ser Asn Tyr 
            20                  25                  30          

Gly Ile His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 
        35                  40                  45              

Ala Val Ile Trp Tyr Asp Gly Ser Asn Lys Tyr Phe Glu Asp Ser Val 
    50                  55                  60                  

Lys Gly Arg Phe Asn Ile Ser Arg Asp Asn Ser Lys Asn Ile Val Tyr 
65                  70                  75                  80  

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Phe Cys 
                85                  90                  95      

Ala Arg Ser Tyr Asp Met Leu Thr Gly Ser Gly Asp Tyr Tyr Gly Leu 
            100                 105                 110         

Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser 
        115                 120                 125 

<210>  3
<211>  24
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  3 CDR1

<400>  3
ggattcatct tcagtaacta tggt                                              24

<210>  4
<211>  8
<212>  PRT
<213>  Artificial Sequence



<220>
<223>  4 CDR1

<400>  4

Gly Phe Ile Phe Ser Asn Tyr Gly 
1               5               

<210>  5
<211>  24
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  5 CDR2

<400>  5
atatggtatg atggaagtaa taaa                                              24

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

<220>
<223>  6 CDR2

<400>  6

Ile Trp Tyr Asp Gly Ser Asn Lys 
1               5               

<210>  7
<211>  54
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  7 CDR3

<400>  7
gcgagaagtt acgatatgtt gactgggtcg ggtgactact acggtttgga cgtc             54

<210>  8
<211>  18
<212>  PRT
<213>  Artificial Sequence

<220>



<223>  8 CDR3

<400>  8

Ala Arg Ser Tyr Asp Met Leu Thr Gly Ser Gly Asp Tyr Tyr Gly Leu 
1               5                   10                  15      

Asp Val 
        

<210>  9
<211>  321
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  9 VK

<400>  9
gacatccaga tgacccagtc tccatcctca ctgtctgcat ctgtaggaga cagagtcacc       60

atcacttgtc gggcgagtca ggacattacc aattatttag cttggtttca gcagaaacca      120

gggaaagccc ctaagtccct gatctatggt gcatccagtt tgcaaagtgg ggtcccatca      180

aagttcagcg gcagtggatc tgggacagat ttcactctca ccatcagcag cctgcagcct      240

gaagattttg caacttatta ttgtcaacag tataacaatt atcctctcac tttcggcgga      300

gggaccaagg tggagatcaa a                                                321

<210>  10
<211>  107
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  10 VK

<400>  10

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 Gln Asp Ile Thr Asn Tyr 
            20                  25                  30          

Leu Ala Trp Phe Gln Gln Lys Pro Gly Lys Ala Pro Lys Ser Leu Ile 
        35                  40                  45              



Tyr Gly Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Lys 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 Tyr Asn Asn Tyr Pro Leu 
                85                  90                  95      

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys 
            100                 105         

<210>  11
<211>  18
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  11 CDR1

<400>  11
caggacatta ccaattat                                                     18

<210>  12
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  12 CDR1

<400>  12

Gln Asp Ile Thr Asn Tyr 
1               5       

<210>  13
<211>  9
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  13 CDR2

<400>  13
ggtgcatcc                                                                9



<210>  14
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  14 CDR2

<400>  14

Gly Ala Ser 
1           

<210>  15
<211>  27
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  15 CDR3

<400>  15
caacagtata acaattatcc tctcact                                           27

<210>  16
<211>  9
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  16 CDR3

<400>  16

Gln Gln Tyr Asn Asn Tyr Pro Leu Thr 
1               5                   

<210>  17
<211>  732
<212>  DNA
<213>  Homo sapiens

<400>  17
atgcatagac ctagacgccg gggtacaaga cctcccccac tcgcccttct cgccgccctc       60

cttcttgctg cccgcggagc cgatgcatca caatttcgcg tgtcccccct tgatcgaacc      120

tggaaccttg gcgagacagt tgaactcaaa tgccaggtgc tgctttccaa tcccacatca      180



ggatgttcat ggcttttcca accacgaggc gctgctgcta gccccacttt tctcctttac      240

ctttcccaaa acaaacctaa agccgccgaa ggactcgaca cacaacgctt ttcaggaaaa      300

cgactcggcg atacctttgt actcactctc tcagatttta gacgcgaaaa tgaaggatat      360

tatttctgct ccgccctctc aaattcaatc atgtatttct ctcattttgt tcctgtattc      420

cttcccgcta aaccaactac cactcctgct ccccgccccc caacacctgc tccaactatt      480

gcatcccaac cactctccct cagacccgaa gcttgtcgcc ccgccgccgg aggtgctgtt      540

cacactagag gactcgattt tgcttgcgac atttatatct gggccccact tgcaggtact      600

tgcggagtat tgctgctctc acttgttatt actctttatt gcaaccatag aaaccgacgc      660

agagtttgca aatgtccacg accagttgtc aagtcaggcg ataaaccttc acttagtgca      720

cgatacgtct ga                                                          732

<210>  18
<211>  214
<212>  PRT
<213>  Homo sapiens

<400>  18

Ser Gln Phe Arg Val Ser Pro Leu Asp Arg Thr Trp Asn Leu Gly Glu 
1               5                   10                  15      

Thr Val Glu Leu Lys Cys Gln Val Leu Leu Ser Asn Pro Thr Ser Gly 
            20                  25                  30          

Cys Ser Trp Leu Phe Gln Pro Arg Gly Ala Ala Ala Ser Pro Thr Phe 
        35                  40                  45              

Leu Leu Tyr Leu Ser Gln Asn Lys Pro Lys Ala Ala Glu Gly Leu Asp 
    50                  55                  60                  

Thr Gln Arg Phe Ser Gly Lys Arg Leu Gly Asp Thr Phe Val Leu Thr 
65                  70                  75                  80  

Leu Ser Asp Phe Arg Arg Glu Asn Glu Gly Tyr Tyr Phe Cys Ser Ala 
                85                  90                  95      

Leu Ser Asn Ser Ile Met Tyr Phe Ser His Phe Val Pro Val Phe Leu 
            100                 105                 110         



Pro Ala Lys Pro Thr Thr Thr Pro Ala Pro Arg Pro Pro Thr Pro Ala 
        115                 120                 125             

Pro Thr Ile Ala Ser Gln Pro Leu Ser Leu Arg Pro Glu Ala Cys Arg 
    130                 135                 140                 

Pro Ala Ala Gly Gly Ala Val His Thr Arg Gly Leu Asp Phe Ala Cys 
145                 150                 155                 160 

Asp Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val Leu Leu 
                165                 170                 175     

Leu Ser Leu Val Ile Thr Leu Tyr Cys Asn His Arg Asn Arg Arg Arg 
            180                 185                 190         

Val Cys Lys Cys Pro Arg Pro Val Val Lys Ser Gly Asp Lys Pro Ser 
        195                 200                 205             

Leu Ser Ala Arg Tyr Val 
    210                 

<210>  19
<211>  657
<212>  DNA
<213>  Homo sapiens

<400>  19
atgcatcgcc cccgaagacg cggtactaga cccccacccc tcgcccttct ggcagccctt       60

ctgctcgccg cccgaggcgc tgacgccctt caacaaacac ccgcctacat taaagtccaa      120

acaaacaaaa tggtaatgct gtcctgtgaa gctaagatat ccctttcaaa tatgcgcatt      180

tactggctta gacaaagaca agcacccagc tcagactcac accatgaatt tctcgccctc      240

tgggattccg caaaaggtac catccatgga gaagaagtag aacaagaaaa aattgcagta      300

ttccgagatg ccagtcgatt catcctcaat ctgacttcag ttaaacccga agatagcggt      360

atctactttt gcatgatcgt tggctcacca gaactcacct tcggtaaagg aacccaattg      420

tccgtcgtcg atttcctgcc cactacagcc caacctacca aaaagtcaac ccttaagaag      480

agagtttgca gactgcccag acccgaaaca cagaaaggac ccctctgctc tcctattaca      540



cttggcttgc tcgtcgctgg agtcctcgtc cttcttgtat cccttggagt tgccattcac      600

ctgtgttgta gacgccgccg cgccagactc cggtttatga agcagtttta caaatga         657

<210>  20
<211>  189
<212>  PRT
<213>  Homo sapiens

<400>  20

Leu Gln Gln Thr Pro Ala Tyr Ile Lys Val Gln Thr Asn Lys Met Val 
1               5                   10                  15      

Met Leu Ser Cys Glu Ala Lys Ile Ser Leu Ser Asn Met Arg Ile Tyr 
            20                  25                  30          

Trp Leu Arg Gln Arg Gln Ala Pro Ser Ser Asp Ser His His Glu Phe 
        35                  40                  45              

Leu Ala Leu Trp Asp Ser Ala Lys Gly Thr Ile His Gly Glu Glu Val 
    50                  55                  60                  

Glu Gln Glu Lys Ile Ala Val Phe Arg Asp Ala Ser Arg Phe Ile Leu 
65                  70                  75                  80  

Asn Leu Thr Ser Val Lys Pro Glu Asp Ser Gly Ile Tyr Phe Cys Met 
                85                  90                  95      

Ile Val Gly Ser Pro Glu Leu Thr Phe Gly Lys Gly Thr Gln Leu Ser 
            100                 105                 110         

Val Val Asp Phe Leu Pro Thr Thr Ala Gln Pro Thr Lys Lys Ser Thr 
        115                 120                 125             

Leu Lys Lys Arg Val Cys Arg Leu Pro Arg Pro Glu Thr Gln Lys Gly 
    130                 135                 140                 

Pro Leu Cys Ser Pro Ile Thr Leu Gly Leu Leu Val Ala Gly Val Leu 
145                 150                 155                 160 

Val Leu Leu Val Ser Leu Gly Val Ala Ile His Leu Cys Cys Arg Arg 
                165                 170                 175     



Arg Arg Ala Arg Leu Arg Phe Met Lys Gln Phe Tyr Lys 
            180                 185                 


