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<160> 56
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<210> 1

<211> 10

<212> PRT

<213> Aurtificial Sequence

<220>
<223> HCDRI1 of 1.7.10-ul-IgG1K

<400> 1

Gly Phe Thr Phe Ser Asp Tyr Tyr Met Ser
1 5 10

<210> 2

<211> 11

<212> PRT

<213> artificial sequence

<220>
<223> LCDRI of 1.7.10-ul-IgG1K

<400> 2

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

<210> 3

<211> 17

<212> PRT

<213> artificial sequence

<220>
<223> HCDR2 of 1.7.10-ul-IgG1K



<400> 3

Tyr Ile Ser Gly Ser Gly Asn Thr Ile Tyr Tyr Ala Asp Ser Val Lys
1 5 10 15

Gly

<210> 4

211> 7

<212> PRT

<213> artificial sequence

<220>
<223> LCDR2 of 1.7.10-ul-IgG1K

<400> 4

Ala Ala Ser Ser Leu Gln Gly
1 5

<210> 5

<211> 12

<212> PRT

<213> artificial sequence

<220>
<223> HCDR3 of 1.7.10-ul-IgG1K

<400> 5

Glu Arg Gly Ala Ala Gly Thr Gly Trp Phe Asp Pro
1 5 10

<210> 6

<211> 9

<212> PRT

<213> artificial sequence

<220>
<223> LCDR3 of 1.7.10-ul-IgG1K

<400> 6
Gln GlIn Val Asn Ser Phe Pro Trp Thr
1 5

<210> 7
<211> 12



<212> PRT
<213> artificial sequence

<220>
<223> HCDRI1 of 1.62.3-ul-IgG1K

<400> 7

Gly Gly Ser Ile Ser Asn Gly Gly Tyr Tyr Trp Ser
1 5 10

<210> 8

<211> 17

<212> PRT

<213> artificial sequence

<220>
<223> LCDRI of 1.62.3-ul-IgG1K

<400> 8

Lys Ser Ser Gln Ser Val Val Phe Ser Ser Asn Asn Lys Ile Cys Leu
1 5 10 15

Ala

<210> 9

<211> 16

<212> PRT

<213> artificial sequence

<220>
<223> HCDR2 of 1.62.3-ul-IgG1K or 1.62.3-ul-3-IgG1K

<400> 9

Tyr Ile Tyr Tyr Ser Gly Ser Thr Tyr Tyr Asn Pro Ser Leu Lys Ser
1 5 10 15

<210> 10

<211> 7

<212> PRT

<213> artificial sequence

<220>
<223> LCDR2 of 1.62.3-ul-IgG1K or 1.62.3-ul-3-IgG1K



<400> 10

Trp Ser Ser Thr Arg Glu Ser
1 5

<210> 11

<211> 10

<212> PRT

<213> artificial sequence

<220>

<223> HCDR3 of 1.62.3-ul-IgG1K or 1.62.3-ul-3-IgG1K

<400> 11

Asp Glu Trp Glu Leu Arg Gly Phe Asp Tyr
1 5 10

<210> 12

<211> 9

<212> PRT

<213> artificial sequence

<220>

<223> LCDR3 of 1.62.3-ul-IgG1K or 1.62.3-ul-3-IgG1K

<400> 12

Gln GIn Tyr Tyr Ser Ser Pro Trp Thr
1 5

<210> 13

<211> 12

<212> PRT

<213> artificial sequence

<220>
<223> HCDRI1 of 1.62.3-ul-3-IgG1K

<400> 13

Gly Gly Ser Ile Ser Asn Ala Gly Tyr Tyr Trp Ser
1 5 10

<210> 14

<211> 17

<212> PRT

<213> artificial sequence



<220>
<223> LCDRI of 1.62.3-ul-3-IgG1K

<400> 14

Lys Ser Ser Gln Ser Val Val Phe Ser Ser Asn Asn Lys Ile Ser Leu
1 5 10 15

Ala

<210> 15

<211> 11

<212> PRT

<213> artificial sequence

<220>
<223> HCDRI1 of 1.134.9-ul-IgG1L

<400> 15

Gly Gly Ser Ile Ser Ser Tyr Asn Trp Trp Ser
1 5 10

<210> 16

<211> 11

<212> PRT

<213> artificial sequence

<220>
<223> LCDRI of 1.134.9-ul-IgG1L

<400> 16

Gln Gly Asp Asn Leu Arg Thr Tyr Tyr Ala Ser
1 5 10

<210> 17

<211> 16

<212> PRT

<213> artificial sequence

<220>
<223> HCDR2 of 1.134.9-ul-IgG1L

<400> 17

Glu Ile Tyr His Gly Gly Asn Thr Asn Tyr Asn Pro Ser Leu Lys Ser
1 5 10 15



<210> 18

<211> 7

<212> PRT

<213> artificial sequence

<220>
<223> LCDR2 0f 1.134.9-ul-IgG1L

<400> 18

Gly Arg Asn Lys Arg Pro Ser
1 5

<210> 19

<211> 13

<212> PRT

<213> artificial sequence

<220>
<223> HCDR3 of 1.134.9-ul-IgG1L

<400> 19

Ala Pro Gly Asp Trp Gly Gly Ser Pro Tyr Phe Asp Phe
1 5 10

<210> 20

<211> 11

<212> PRT

<213> artificial sequence

<220>
<223> LCDR3 0f 1.134.9-ul-IgG1L

<400> 20

Asn Ser Arg Asp Ser Ser Gly Asn Pro Val Val
1 5 10

<210> 21

<211> 10

<212> PRT

<213> artificial sequence

<220>
<223> HCDRI1 0f 1.186.19-ul-IgG1K

<400> 21

Gly Phe Thr Phe Ser Asp Tyr Tyr Met Gly
1 5 10



<210>
<211>
<212>
<213>

<220>
<223>

<400>

22

11

PRT

artificial sequence

LCDRI1 of 1.186.19-ul-IgG1K

22

Arg Ala Ser GlIn Gly Ile Ser Ser Trp Leu Ala

1

<210>
<211>
<212>
<213>

<220>
<223>

<400>

5 10

23

17

PRT

artificial sequence

HCDR2 0f 1.186.19-ul-IgG1K

23

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

1

Gly

<210>
<211>
<212>
<213>

<220>
<223>

<400>

5 10 15

24

7

PRT

artificial sequence

LCDR2 of 1.186.19-ul-IgG1K

24

Ala Ala Ser Ser Leu Gln Gly

1

<210>
<211>
<212>
<213>

<220>
<223>

5

25

12

PRT

artificial sequence

HCDR3 0f 1.186.19-ul-IgG1K



<400> 25

Glu Arg Gly Ala Ala Gly Ala Gly Trp Phe Asp Pro
1 5 10

<210> 26

<211> 9

<212> PRT

<213> artificial sequence

<220>
<223> LCDR3 0f 1.186.19-ul-IgG1K

<400> 26

Gln GIn Val Asn Ser Phe Pro Trp Thr
1 5

<210> 27

<211> 11

<212> PRT

<213> artificial sequence

<220>
<223> HCDRI1 of 1.214.23-ul-IgG1K

<400> 27

Gly Gly Ser Ile Ser Asn Arg Asn Trp Trp Ser
1 5 10

<210> 28

<211> 11

<212> PRT

<213> artificial sequence

<220>
<223> LCDRI of 1.214.23-ul-IgG1K

<400> 28

Arg Ala Ser GIn Asp Ile Asn Ser Tyr Leu Ala
1 5 10

<210> 29

<211> 16

<212> PRT

<213> artificial sequence

<220>
<223> HCDR2 of 1.214.23-ul-IgG1K



<400> 29

Glu Ile Phe His Ser Gly Asn Thr Asn Tyr Asn Pro Ser Leu Lys Ser
1 5 10 15

<210> 30

211> 7

<212> PRT

<213> artificial sequence

<220>
<223> LCDR2 of 1.214.23-ul-IgG1K

<400> 30

Ala Ala Ser Ser Leu Gln Ser
1 5

<210> 31

<211> 8

<212> PRT

<213> artificial sequence

<220>
<223> HCDR3 of 1.214.23-ul-IgG1K

<400> 31

Ser Phe Ala Val Ala Leu Asp Ser
1 5

<210> 32

<211> 9

<212> PRT

<213> artificial sequence

<220>
<223> LCDR3 of 1.214.23-ul-IgG1K

<400> 32

Gln GlIn Leu Phe Ser Tyr Pro Ile Thr
1 5

<210> 33

<211> 121

<212> PRT

<213> artificial sequence

<220>



<223> VH of 1.7.10-ul-IgG1K

<400> 33

Gln Val His 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 Asp Tyr
20 25 30

Tyr Met Ser Trp Ile Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ser Tyr Ile Ser Gly Ser Gly Asn Thr Ile Tyr Tyr Ala Asp Ser Val
50 55 60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
65 70 75 80

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

Ala Arg Glu Arg Gly Ala Ala Gly Thr Gly Trp Phe Asp Pro Trp Gly
100 105 110

GIn Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 34

<211> 107

<212> PRT

<213> artificial sequence

<220>
<223> VL of 1.7.10-ul-IgG1K

<400> 34
Asp Ile GIln Met Thr GIn Ser Pro Ser Ser Val Ser Ala Ser Val Gly
1 5 10 15

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

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



35 40 45

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

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

<210> 35

<211> 120

<212> PRT

<213> artificial sequence

<220>
<223> VH of 1.62.3-ul-IgG1K
<400> 35

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

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

Gly Tyr Tyr Trp Ser Trp Ile Arg Gln His Pro Gly Lys Gly Leu Glu
35 40 45

Trp Ile Gly Tyr Ile Tyr Tyr Ser Gly Ser Thr Tyr Tyr Asn Pro Ser
50 55 60

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

Ser Leu Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Arg Asp Glu Trp Glu Leu Arg Gly Phe Asp Tyr Trp Gly Gln
100 105 110



Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 36

<211> 113

<212> PRT

<213> artificial sequence

<220>
<223> VL of 1.62.3-ul-IgG1K

<400> 36

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

Glu Arg Ala Thr Ile Asn Cys Lys Ser Ser Gln Ser Val Val Phe Ser
20 25 30

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

Pro Pro Lys Leu Leu Ile Tyr Trp Ser Ser Thr Arg Glu Ser Gly Val
50 55 60

Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr
65 70 75 80

Ile Ser Ser Leu Gln Ala Glu Asp Val Ala Val Tyr Tyr Cys Gln Gln
85 90 95

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

Lys

<210> 37

<211> 120

<212> PRT

<213> artificial sequence

<220>
<223> VH of 1.62.3-ul-3-IgG1K



<400> 37

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

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

Gly Tyr Tyr Trp Ser Trp Ile Arg Gln His Pro Gly Lys Gly Leu Glu
35 40 45

Trp Ile Gly Tyr Ile Tyr Tyr Ser Gly Ser Thr Tyr Tyr Asn Pro Ser
50 55 60

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

Ser Leu Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Arg Asp Glu Trp Glu Leu Arg Gly Phe Asp Tyr Trp Gly Gln
100 105 110

Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 38

<211> 113

<212> PRT

<213> artificial sequence

<220>
<223> VL of 1.62.3-ul-3-IgG1K

<400> 38
Asp Ile Val Met Thr Gln Ser Pro Asp Ser Leu Ala Val Ser Leu Gly
1 5 10 15

Glu Arg Ala Thr Ile Asn Cys Lys Ser Ser Gln Ser Val Val Phe Ser
20 25 30

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



Pro Pro Lys Leu Leu Ile Tyr Trp Ser Ser Thr Arg Glu Ser Gly Val
50 55 60

Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr
65 70 75 80

Ile Ser Ser Leu Gln Ala Glu Asp Val Ala Val Tyr Tyr Cys Gln Gln
85 90 95

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

Lys

<210> 39

<211> 122

<212> PRT

<213> artificial sequence

<220>
<223> VH 0f 1.134.9-ul-IgG1L

<400> 39
Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gly
1 5 10 15

Thr Leu Ser Leu Thr Cys Ala Val Ser Gly Gly Ser Ile Ser Ser Tyr
20 25 30

Asn Trp Trp Ser Trp Val Arg Gln Pro Pro Gly Lys Gly Leu Glu Trp
35 40 45

Ile Gly Glu Ile Tyr His Gly Gly Asn Thr Asn Tyr Asn Pro Ser Leu
50 55 60

Lys Ser Arg Val Thr Met Ser Val Asp Asn Ser Lys Asn Gln Phe Ser
65 70 75 80

Leu Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys
85 90 95



Ala Arg Ala Pro Gly Asp Trp Gly Gly Ser Pro Tyr Phe Asp Phe Trp
100 105 110

Gly GIn Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 40

<211> 108

<212> PRT

<213> artificial sequence

<220>
<223> VL of 1.134.9-ul-IgG1L

<400> 40

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

Thr Val Arg Ile Thr Cys Gln Gly Asp Asn Leu Arg Thr Tyr Tyr Ala
20 25 30

Ser Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Ile Leu Leu Ile Tyr
35 40 45

Gly Arg Asn Lys Arg Pro Ser Gly Ile Pro Asp Arg Phe Ser Gly Ser
50 55 60

Ser Ser Gly Asn Thr Ala Ser Leu Thr Ile Thr Gly Ala Gln Ala Glu
65 70 75 80

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

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu
100 105

<210> 41

<211> 121

<212> PRT

<213> artificial sequence

<220>
<223> VH of 1.186.19-ul-IgG1K

<400> 41



Gln Val His 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 Asp Tyr
20 25 30

Tyr Met Gly Trp Ile Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Val
35 40 45

Ser Tyr Ile Ser Gly Ser Gly Asn Thr Ile Tyr Tyr Ala Asp Ser Val
50 55 60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
65 70 75 80

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

Ala Lys Glu Arg Gly Ala Ala Gly Ala Gly Trp Phe Asp Pro Trp Gly
100 105 110

Gln Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 42

<211> 107

<212> PRT

<213> artificial sequence

<220>
<223> VL of 1.186.19-ul-IgG1K

<400> 42
Asp Ile GIln 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 Ser Gln Gly Ile Ser Ser Trp
20 25 30

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



Tyr Ala Ala Ser Ser Leu Gln Gly 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 His Cys GIn GIn Val Asn Ser Phe Pro Trp
85 90 95

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

<210> 43

<211> 117

<212> PRT

<213> artificial sequence

<220>
<223> VH of 1.214.23-ul-IgG1K

<400> 43
Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gly
1 5 10 15

Thr Leu Ser Leu Thr Cys Val Val Ser Gly Gly Ser Ile Ser Asn Arg
20 25 30

Asn Trp Trp Ser Trp Val Arg Gln Pro Pro Gly Lys Gly Leu Glu Trp
35 40 45

Ile Gly Glu Ile Phe His Ser Gly Asn Thr Asn Tyr Asn Pro Ser Leu
50 55 60

Lys Ser Arg Val Thr Ile Ser Val Asp Lys Ser Lys Asn Gln Phe Ser
65 70 75 80

Leu Lys Val Asn Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Ala Lys Ser Phe Ala Val Ala Leu Asp Ser Trp Gly Gln Gly Thr Leu
100 105 110

Val Thr Val Ser Ser



115

<210> 44

<211> 107

<212> PRT

<213> artificial sequence

<220>
<223> VL of 1.214.23-ul-IgG1K

<400> 44

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

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Asp Ile Asn Ser Tyr
20 25 30

Leu Ala Trp Cys 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

Thr 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 Leu Phe Ser Tyr Pro Ile
85 90 95

Thr Phe Gly Gln Gly Thr Arg Leu Glu Ile Lys
100 105

<210> 45

<211> 363

<212> DNA

<213> artificial sequence

<220>
<223> VH of 1.7.10-ul-IgG1K

<400> 45
caggtgcacc tggtggagtc tgggggaggc ttggtcaage ctggagggtc cctgagactc 60

tcetgtgeag cctetggatt caccttcagt gactactaca tgagetggat ccgecagget 120

ccagggaagg ggctggagtg ggtttcatac attagtggta gtggtaacac catttactac 180



gcagactctg tgaagggecg attcaccatc tccagggaca acgccaagaa ctcactgtat 240

ctgcaaatga acagectgag agecgacgac acggecgtat atttctgtge gagagagaga 300
ggagcagcetg gtacagggtg gttcgaccee tggggecagg gaaccctggt caccgtctce 360
tca 363

<210> 46

<211> 321

<212> DNA

<213> artificial sequence

<220>
<223> VL of 1.7.10-ul-IgG1K

<400> 46
gacatccaga tgacccagtc tccatcttee gtgtctgeat ctgtaggaga cagagtcacce 60

atcacttgtc gggcgagtca gggtattage agctggttag cctggtatca gcagaaacca 120
gggaaagccc ctaagetect gatctatget geatccagtt tgcaaggtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagat ttcactctca ccatcageag cctgecageet 240
gaagattttg caacttacta ttgtcaacag gttaacagtt tcccgtggac gttcggccaa 300
gggaccaagg tggaaatcaa a 321

<210> 47

<211> 360

<212> DNA

<213> artificial sequence

<220>
<223> VH of 1.62.3-ul-IgG1K

<400> 47
caggtgcagc tgcaggagtc gggeccagga ctggtgaagce cttcacagac cctgteecte 60

acctgcactg tctctggtgg ctccatcagt aatggtggtt actactggag ctggatccge 120
cagcacccag ggaagggect ggagtggatt gggtacatct attacagtgg gagcacctac 180
tacaacccgt ccctcaagag tcgagttace atatcagtag acacgtctaa gaaccagttc 240
tccctgaaac tgagctetgt gactgecgeg gacacggecg tgtattactg tgegagagat 300

gagtgggagc tacgggggtt tgactactgg ggccagggaa ccctggtcac cgtetectca 360

<210> 48



<211> 339
<212> DNA
<213> artificial sequence

<220>
<223> VL of 1.62.3-ul-IgG1K

<400> 48
gacatcgtga tgacccagtc tccagactcce ctggetgtgt ctctgggega gagggecace 60

atcaactgca agtccagcca gagtgttgta ttcagctcca acaataagat ctgettaget 120
tggtaccagc agaaaccagg acagcctcct aagetgetea tttactggte atctacccgg 180
gaatccgggg tcectgaccg attcagtgge agegggtctg ggacagattt cactctcacc 240
atcagcagcc tgcaggctga agatgtggea gtttattact gtcagcaata ttatagttct 300
ccgtggacgt tcggccaagg gaccaaggtg gaaatcaaa 339

<210> 49

<211> 360

<212> DNA

<213> artificial sequence

<220>
<223> VH of 1.62.3-ul-3-IgG1K

<400> 49
caggtgcagc tgcaggagtc gggeccagga ctggtgaage cttcacagac cctgteecte 60

acctgcactg tctctggtgg ctccatcagt aatgeeggtt actactggag ctggatccge 120
cagcacccag ggaagggcct ggagtggatt gggtacatct attacagtgg gagcacctac 180
tacaacccgt ccctcaagag tcgagttacc atatcagtag acacgtctaa gaaccagttc 240
tccctgaaac tgagcetetgt gactgecgeg gacacggecg tgtattactg tgecgagagat 300
gagtgggagc tacgggggtt tgactactgg ggecagggaa cectggtcac cgtctcctca 360
<210> 50

<211> 339

<212> DNA

<213> artificial sequence

<220>
<223> VL of 1.62.3-ul-3-IgG1K

<400> 50
gacatcgtga tgacccagtc tccagactcce ctggetgtgt ctctgggega gagggecace 60

atcaactgca agtccagcca gagtgttgta ttcagctcca acaataagat cagettaget 120



tggtaccagc agaaaccagg acagectcct aagetgetcea tttactggte atctaccegg 180
gaatccgggg tccctgacceg attcagtgge agegggtcetg ggacagattt cactctcace 240
atcagcagcc tgcaggetga agatgtggea gtttattact gtcagcaata ttatagttct 300
ccgtggacgt tcggecaagg gaccaaggtg gaaatcaaa 339

<210> 51

<211> 366

<212> DNA

<213> artificial sequence

<220>
<223> VH of 1.134.9-ul-IgG1L

<400> 51
caggtgcagc tgcaggagtc gggeccagga ctggtgaage ctteggggac cctgteecte 60

acctgcgcetg tetetggtgg ctccatcagt agttataact ggtggagttg ggtecgecag 120
cccccaggga agggactgga gtggattggg gaaatctate atggtgggaa caccaactac 180
aacccgtecc tcaagagtcg agtcaccatg tcagtagaca actccaagaa ccagttctce 240
ctgaagctga getetgtgac cgecgeggac acggeegtat attactgtge gagagecece 300
ggggactggg gaggttcecc ctattttgac ttctggggee agggaaccct ggtcacegte 360
tectca 366

<210> 52

<211> 336

<212> DNA

<213> artificial sequence

<220>
<223> VL of 1.134.9-ul-IgG1L

<400> 52
ggttctgtgg tttettctga actgactcag gaccctgcetg tgtetgtgge cttgggacag 60

acagtcagga tcacatgcca gggagacaac ctcagaacct attatgcaag ctggtaccag 120
cagaagccag gacaggcccce tatacttcte atctatggta gaaacaageg gecctcaggg 180
atcccagacc gattctctgg ctccageteg ggaaacacag cttecttgac catcactggg 240

gctcaggegg aagatgagge tgegtactac tgtaactcce gggacageag tggtaatcct 300

gtggtattcg gcggagggac caagctgacc gtecta 336



<210> 53

<211> 363

<212> DNA

<213> artificial sequence

<220>
<223> VH of 1.186.19-ul-IgG1K

<400> 53
caggtgcacc tggtggagtc tgggggaggc ttggtcaage ctggagggtc cctgagactc 60

tcetgtgeag cctetggatt caccttcagt gactactaca tgggetggat ccgecagget 120
ccagggcagg ggctggagtg ggtttcatac attagtggta gtggtaacac catttactac 180
gcagactctg tgaagggecg attcaccatc tccagggaca acgccaagaa ctcactgtat 240
ctgcaaatga acagcctgag agccgacgac acggecgttt atttctgtge gaaagagaga 300
ggagcagctg gtgcagggtg gttcgaccce tggggecagg gaaccctggt caccgtctcc 360

tca 363

<210> 54

<211> 321

<212> DNA

<213> artificial sequence

<220>
<223> VL of 1.186.19-ul-IgG1K

<400> 54
gacatccaga tgacccagtc tccatcttce gtgtctgeat ctgtaggaga cagagtcacce 60

atcacttgtc gggcgagtca gggtattage agctggttag cctggtatca gcagaaacca 120
gggaaagccc ctaagctcct gatctatget geatccagtt tgcaaggtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagat ttcactctca ccatcagecag cctgcagect 240
gaagattttg caacttacca ttgtcaacag gttaacagtt tcccgtggac gttcggeccaa 300
gggaccaagg tggaaatcaa a 321

<210> 55

<211> 351

<212> DNA

<213> artificial sequence

<220>

<223> VH of 1.214.23-ul-IgG1K
<400> 55



caggtgcagc tgcaggagtc gggeccagga ctggtgaage cttcggggac cctgtcecte 60

acctgtgttg tctceggtgg ctccatcage aatagaaact ggtggagttg ggtecgecag 120
cccccaggga aggggctgga gtggattgge gaaatcttte atagtgggaa caccaactac 180
aacccgtcee tcaagagtcg cgtcaccata tcagtagaca agtccaagaa ccagttctce 240
ctgaaggtga actctgtgac cgecgeggac acggecgtgt attactgtge gaaatcettt 300
geagtggcece ttgactcctg gggecaggga accctggtea ccgtetecte a 351
<210> 56

<211> 321

<212> DNA

<213> artificial sequence

<220>
<223> VL of 1.214.23-ul-IgG1K

<400> 56
gacatccagt tgacccagtc tccatcctte ctgtctgeat ctgtaggaga cagagtcacc 60

atcacttgcc gggccagtca ggacattaac agttatttag cctggtgtca gcaaaaacca 120
gggaaagccc ctaagctect gatctatget geatcctctt tgcaaagtgg ggteccatca 180
aggttcagcg gcactggatc tgggacagag ttcactctca caatcagcag cctgcagect 240
gaagattttg caacttatta ctgtcaacag ctttttagtt acccgatcac cttcggccaa 300

gggacacgac tggagattaa a 321



