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<210>  1
<211>  7
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  CDRH1

<400>  1

Ser Tyr Asn Ala Val Trp Asn 
1               5           

<210>  2
<211>  18
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  CDRH2

<400>  2

Arg Thr Tyr Tyr Arg Ser Gly Trp Tyr Asn Asp Tyr Ala Glu Ser Val 
1               5                   10                  15      

Lys Ser 
        

<210>  3
<211>  16
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  CDRH3



<400>  3

Ser Gly His Ile Thr Val Phe Gly Val Asn Val Asp Ala Phe Asp Met 
1               5                   10                  15      

<210>  4
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  CDRL1

<400>  4

Arg Thr Ser Gln Ser Leu Ser Ser Tyr Thr His 
1               5                   10      

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

<220>
<223>  CDRL2

<400>  5

Ala Ala Ser Ser Arg Gly Ser 
1               5           

<210>  6
<211>  5
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  CDRL3

<400>  6

Gln Gln Ser Arg Thr 
1               5   

<210>  7
<211>  128
<212>  PRT
<213>  Artificial Sequence



<220>
<223>  VH

<400>  7

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 Tyr 
            20                  25                  30          

Asn Ala Val 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 Gly Trp Tyr Asn Asp Tyr Ala 
    50                  55                  60                  

Glu 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 Ser Gly His Ile Thr Val Phe Gly Val Asn Val 
            100                 105                 110         

Asp Ala Phe Asp Met Trp Gly Gln Gly Thr Met Val Thr Val Ser Ser 
        115                 120                 125             

<210>  8
<211>  103
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  VL

<400>  8

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 Thr Ser Gln Ser Leu Ser Ser Tyr 
            20                  25                  30          



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

Tyr Ala Ala Ser Ser Arg Gly 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 Ser Arg Thr Phe Gly Gln 
                85                  90                  95      

Gly Thr Lys Val Glu Ile Lys 
            100             

<210>  9
<211>  458
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  FluAB_MLNS heavy chain

<400>  9

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 Tyr 
            20                  25                  30          

Asn Ala Val 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 Gly Trp Tyr Asn Asp Tyr Ala 
    50                  55                  60                  

Glu 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 Ser Gly His Ile Thr Val Phe Gly Val Asn Val 
            100                 105                 110         

Asp Ala Phe Asp Met Trp Gly Gln Gly Thr Met Val Thr Val Ser Ser 
        115                 120                 125             

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys 
    130                 135                 140                 

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr 
145                 150                 155                 160 

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser 
                165                 170                 175     

Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser 
            180                 185                 190         

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gln Thr 
        195                 200                 205             

Tyr Ile Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys 
    210                 215                 220                 

Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys 
225                 230                 235                 240 

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

Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys 
            260                 265                 270         

Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp 
        275                 280                 285             

Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu 
    290                 295                 300                 

Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu 



305                 310                 315                 320 

His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn 
                325                 330                 335     

Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly 
            340                 345                 350         

Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu 
        355                 360                 365             

Met Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr 
    370                 375                 380                 

Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn 
385                 390                 395                 400 

Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe 
                405                 410                 415     

Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn 
            420                 425                 430         

Val Phe Ser Cys Ser Val Leu His Glu Ala Leu His Ser His Tyr Thr 
        435                 440                 445             

Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys 
    450                 455             

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

<220>
<223>  light chain

<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 Thr Ser Gln Ser Leu Ser Ser Tyr 



            20                  25                  30          

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

Tyr Ala Ala Ser Ser Arg Gly 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 Ser Arg Thr Phe Gly Gln 
                85                  90                  95      

Gly Thr Lys Val Glu Ile Lys Arg Thr Val Ala Ala Pro Ser Val Phe 
            100                 105                 110         

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

Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp 
    130                 135                 140                 

Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr 
145                 150                 155                 160 

Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr 
                165                 170                 175     

Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val 
            180                 185                 190         

Thr His Gln Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly 
        195                 200                 205             

Glu Cys 
    210 

<210>  11
<211>  458
<212>  PRT



<213>  Artificial Sequence

<220>
<223>  FluAB_wt heavy chain

<400>  11

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 Tyr 
            20                  25                  30          

Asn Ala Val 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 Gly Trp Tyr Asn Asp Tyr Ala 
    50                  55                  60                  

Glu 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 Ser Gly His Ile Thr Val Phe Gly Val Asn Val 
            100                 105                 110         

Asp Ala Phe Asp Met Trp Gly Gln Gly Thr Met Val Thr Val Ser Ser 
        115                 120                 125             

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys 
    130                 135                 140                 

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr 
145                 150                 155                 160 

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser 
                165                 170                 175     

Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser 
            180                 185                 190         



Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gln Thr 
        195                 200                 205             

Tyr Ile Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys 
    210                 215                 220                 

Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys 
225                 230                 235                 240 

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

Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys 
            260                 265                 270         

Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp 
        275                 280                 285             

Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu 
    290                 295                 300                 

Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu 
305                 310                 315                 320 

His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn 
                325                 330                 335     

Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly 
            340                 345                 350         

Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu 
        355                 360                 365             

Met Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr 
    370                 375                 380                 

Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn 
385                 390                 395                 400 

Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe 



                405                 410                 415     

Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn 
            420                 425                 430         

Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr 
        435                 440                 445             

Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys 
    450                 455             

<210>  12
<211>  384
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  FluAB_MLNS VH nuc

<400>  12
caagttcagc tgcagcagag cggccccggt ctggtgaagc ctagccagac tctgtcttta       60

acttgcgcca tctccggcga cagcgtgagc agctacaacg ccgtctggaa ctggattcgt      120

cagagcccta gcagaggttt agagtggctg ggtcgtactt actatcgttc cggctggtac      180

aacgactacg ccgagagcgt gaagtctcgt atcactatca accccgatac tagcaagaac      240

cagttctctt tacagctgaa cagcgtgact cccgaagaca ctgccgtgta ctactgcgct      300

cgtagcggcc acatcactgt gttcggcgtg aatgtggacg ccttcgacat gtggggccaa      360

ggtactatgg tcactgtgag cagc                                             384

<210>  13
<211>  309
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  FluAB_MLNS VL nuc

<400>  13
gacatccaga tgactcagag cccttcctct ttaagcgcta gcgtgggcga tagggtcact       60

atcacttgtc gtactagcca gtctttaagc tcctacactc actggtacca gcagaagccc      120

ggtaaggccc ctaagctgct gatctacgct gccagcagca gaggcagcgg agtgcctagc      180



agatttagcg gcagcggtag cggcactgac ttcactctga caatcagctc tttacagccc      240

gaagacttcg ccacttacta ctgccagcag tctcgtactt tcggccaagg tactaaggtg      300

gagatcaag                                                              309

<210>  14
<211>  1374
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  FluAB_MLNS heavy chain nuc

<400>  14
caagttcagc tgcagcagag cggccccggt ctggtgaagc ctagccagac tctgtcttta       60

acttgcgcca tctccggcga cagcgtgagc agctacaacg ccgtctggaa ctggattcgt      120

cagagcccta gcagaggttt agagtggctg ggtcgtactt actatcgttc cggctggtac      180

aacgactacg ccgagagcgt gaagtctcgt atcactatca accccgatac tagcaagaac      240

cagttctctt tacagctgaa cagcgtgact cccgaagaca ctgccgtgta ctactgcgct      300

cgtagcggcc acatcactgt gttcggcgtg aatgtggacg ccttcgacat gtggggccaa      360

ggtactatgg tcactgtgag cagcgctagc accaagggcc catcggtctt ccccctggca      420

ccctcctcca agagcacctc tgggggcaca gcggccctgg gctgcctggt caaggactac      480

ttccccgaac cggtgacggt gtcgtggaac tcaggcgccc tgaccagcgg cgtgcacacc      540

ttcccggccg tcctacagtc ctcaggactc tactccctca gcagcgtggt gaccgtgccc      600

tccagcagct tgggcaccca gacctacatc tgcaacgtga atcacaagcc cagcaacacc      660

aaggtggaca agcgggttga gcccaaatct tgtgacaaaa ctcacacatg cccaccgtgc      720

ccagcacctg aactcctggc gggaccgtca gtcttcctct tccccccaaa acccaaggac      780

accctcatga tctcccggac ccctgaggtc acatgcgtgg tggtggacgt gagccacgaa      840

gaccctgagg tcaagttcaa ctggtacgtg gacggcgtgg aggtgcataa tgccaagaca      900

aagccgcggg aggagcagta caacagcacg taccgtgtgg tcagcgtcct caccgtcctg      960

caccaggact ggctgaatgg caaggagtac aagtgcaagg tctccaacaa agccctccca     1020

ctccccgaag agaaaaccat ctccaaagcc aaagggcagc cccgagaacc acaggtgtac     1080

accctgcccc catcccggga ggagatgacc aagaaccagg tcagcctgac ctgcctggtc     1140



aaaggcttct atcccagcga catcgccgtg gagtgggaga gcaatgggca gccggagaac     1200

aactacaaga ccacgcctcc cgtgctggac tccgacggct ccttcttcct ctacagcaag     1260

ctcaccgtgg acaagagcag gtggcagcag gggaacgtct tctcatgctc cgtgctgcat     1320

gaggctctgc acagccacta cacgcagaag agcctctccc tgtctccggg taaa           1374

<210>  15
<211>  630
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  FluAB_MLNS light chain nuc

<400>  15
gacatccaga tgactcagag cccttcctct ttaagcgcta gcgtgggcga tagggtcact       60

atcacttgtc gtactagcca gtctttaagc tcctacactc actggtacca gcagaagccc      120

ggtaaggccc ctaagctgct gatctacgct gccagcagca gaggcagcgg agtgcctagc      180

agatttagcg gcagcggtag cggcactgac ttcactctga caatcagctc tttacagccc      240

gaagacttcg ccacttacta ctgccagcag tctcgtactt tcggccaagg tactaaggtg      300

gagatcaagc gtacggtggc tgcaccatct gtcttcatct tcccgccatc tgatgagcag      360

ttgaaatctg gaactgcctc tgttgtgtgc ctgctgaata acttctatcc cagagaggcc      420

aaagtacagt ggaaggtgga taacgccctc caatcgggta actcccagga gagtgtcaca      480

gagcaggaca gcaaggacag cacctacagc ctcagcagca ccctgacgct gagcaaagca      540

gactacgaga aacacaaagt ctacgcctgc gaagtcaccc atcagggcct gagctcgccc      600

gtcacaaaga gcttcaacag gggagagtgt                                       630


