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1

5

PRT

Artificial Sequence

CDR

Asp Phe Tyr lle Asn

1

<210>

<211>

<212>

<213>

5

2
17
PRT

Artificial Sequence



<220>

<223>

<220>

<221>

<222>

<223>

<220>

<221>

<222>

<223>

<220>

<221>

<222>

<223>

<220>

<221>

<222>

<223>

<220>

<221>

<222>

<223>

<220>

<221>

CDR

MISC_FEATURE

(3)..(3)

X at position 3isany of Y or V

MISC_FEATURE

(5)..(5)

X at position5isany of Y, T,Sor G

MISC_FEATURE

(6)..(6)

X at position 6 is any of Sor Q

MISC_FEATURE

(8)..(8)

X at position 8 isany of Hor E

MISC_FEATURE
(10)..(10)

X at position 10 is any of Y or K

MISC_FEATURE



<222> (13)..(13)

<223> X at position 13 isany of Eor D

<400> 2

Glu lle Xaa Pro Xaa Xaa Gly Xaa Ala Xaa Tyr Asn Xaa Lys Phe Lys

1 5 10 15

Ala

<210> 3
<211> 6
<212> PRT

<213> Artificial Sequence

<220>

<223> CDR

<400> 3

Trp Asp Phe Leu Asp Tyr

1 5

<210> 4
<211> 16
<212> PRT

<213> Artificial Sequence



<220>

<223> CDR

<400> 4

Arg Ser Ser Gln Ser Leu Leu His Ser Asn Gly Asn Thr Tyr Leu His

1 5 10 15

<210> 5
<211> 7
<212> PRT

<213> Artificial Sequence

<220>

<223> CDR

<400> 5

Thr Val Ser Asn Arg Phe Ser

1 5

<210> 6
<211> 9
<212> PRT

<213> Artificial Sequence

<220>

<223> CDR



<220>
<221> MISC_FEATURE
<222> (3)..(3)

<223> X at position 3isany of Sor G

<400> 6

Ser GIn Xaa Thr His Val Pro Tyr Thr

1 5

<210> 7
<211> 115
<212> PRT

<213> Artificial Sequence

<220>

<223> VH

<400> 7

His Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Phe

20 25 30



Tyr lle Asn Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp lle

35 40 45

Gly Glu lle Val Pro Ser GIn Gly Glu Ala Lys Tyr Asn Asp Lys Phe

50 55 60

Lys Ala Arg Val Thr lle Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Ala Arg Trp Asp Phe Leu Asp Tyr Trp Gly GIn Gly Thr Thr Val Thr

100 105 110

Val Ser Ser

115

<210> 8
<211> 117
<212> PRT

<213> Artificial Sequence

<220>

<223> VL



<400> 8

Asp Val GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ser Ser GIn Ser Leu Leu His Ser

20 25 30

Asn Gly Asn Thr Tyr Leu His Trp Tyr GIn GIn Lys Pro Gly Lys Ala

35 40 45

Pro Lys Leu Leu lle Tyr Thr Val Ser Asn Arg Phe Ser Gly Val Pro

50 55 60

Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle

65 70 75 80

Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Ser GIn Ser

85 90 95

Thr His Val Pro Tyr Thr Phe Gly Gly Gly Thr Lys Val Glu lle Lys

100 105 110



Arg Thr Val Ala Ala

115

<210> 9
<211> 115
<212> PRT

<213> Artificial Sequence

<220>

<223> VH

<400> 9

Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Phe

20 25 30

Tyr lle Asn Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp lle

35 40 45

Gly Glu lle Tyr Pro Tyr Ser Gly His Ala Tyr Tyr Asn Glu Lys Phe

50 55 60

Lys Ala Arg Val Thr lle Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr



65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Ala Arg Trp Asp Phe Leu Asp Tyr Trp Gly GIn Gly Thr Thr Val Thr

100 105 110

Val Ser Ser

115

<210> 10
<211> 113
<212> PRT

<213> Artificial Sequence

<220>

<223> VL

<400> 10

Asp lle Val Met Thr GIn Ser Pro Leu Ser Leu Pro Val Thr Pro Gly

1 5 10 15

Glu Pro Ala Ser lle Ser Cys Arg Ser Ser GIn Ser Leu Leu His Ser

20 25 30



10

Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu GIn Lys Pro Gly GlIn Ser

35 40 45

Pro GlIn Leu Leu lle Tyr Thr Val Ser Asn Arg Phe Ser Gly Val Pro

50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys lle

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Ser Gln Ser

85 90 95

Thr His Val Pro Tyr Thr Phe Gly Gly Gly Thr Lys Val Glu lle Lys

100 105 110

Arg

<210> 11
<211> 218
<212> PRT

<213> Artificial Sequence



11

<220>

<223> Heavy chain

<400> 11

His Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Phe

20 25 30

Tyr lle Asn Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp lle

35 40 45

Gly Glu lle Val Pro Ser GIn Gly Glu Ala Lys Tyr Asn Asp Lys Phe

50 55 60

Lys Ala Arg Val Thr lle Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Ala Arg Trp Asp Phe Leu Asp Tyr Trp Gly GIn Gly Thr Thr Val Thr

100 105 110



12

Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro

115 120 125

Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val

130 135 140

Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala

145 150 155 160

Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Ser Gly

165 170 175

Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly

180 185 190

Thr GIn Thr Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys

195 200 205

Val Asp Lys Lys Val Glu Pro Lys Ser Cys

210 215

<210> 12



13

<211> 219
<212> PRT

<213> Artificial Sequence

<220>

<223> Light chain

<400> 12

Asp Val GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ser Ser GIn Ser Leu Leu His Ser

20 25 30

Asn Gly Asn Thr Tyr Leu His Trp Tyr GIn GIn Lys Pro Gly Lys Ala

35 40 45

Pro Lys Leu Leu lle Tyr Thr Val Ser Asn Arg Phe Ser Gly Val Pro

50 55 60

Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle

65 70 75 80

Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Ser GIn Ser

85 90 95



14

Thr His Val Pro Tyr Thr Phe Gly Gly Gly Thr Lys Val Glu lle Lys

100 105 110

Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu

115 120 125

GlIn Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe

130 135 140

Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn

145 150 155 160

Ser Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser

165 170 175

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu

180 185 190

Lys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser

195 200 205

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys



15

210 215

<210> 13
<211> 326
<212> PRT

<213> Artificial Sequence

<220>

<223> Light chain

<400> 13

Asp Val GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ser Ser Gln Ser Leu Leu His Ser

20 25 30

Asn Gly Asn Thr Tyr Leu His Trp Tyr GIn GIn Lys Pro Gly Lys Ala

35 40 45

Pro Lys Leu Leu lle Tyr Thr Val Ser Asn Arg Phe Ser Gly Val Pro

50 55 60

Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle

65 70 75 80



16

Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Ser GIn Ser

85 90 95

Thr His Val Pro Tyr Thr Phe Gly Gly Gly Thr Lys Val Glu lle Lys

100 105 110

Gly Thr Gly Gly Gly Ser Gly Pro Ser Val Phe Leu Phe Pro Pro Lys

115 120 125

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val

130 135 140

Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr

145 150 155 160

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu

165 170 175

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His

180 185 190

Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys



17

195 200 205

Gly Leu Pro Ser Ser lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn

210 215 220

Pro Arg Glu Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr

225 230 235 240

Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro

245 250 255

Ser Asp lle Ala Val Glu Trp Glu Ser Gly Ala Leu Thr Ser Gly Val

260 265 270

His Thr Phe Pro Ala Val Leu GlIn Ser Ser Gly Leu Tyr Ser Leu Ser

275 280 285

Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr Ser

290 295 300

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser

305 310 315 320



18

Val Glu Pro Lys Ser Cys

325

<210> 14
<211> 112
<212> PRT

<213> Artificial Sequence

<220>

<223> VL

<400> 14

Asp Val GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ser Ser GIn Ser Leu Leu His Ser

20 25 30

Asn Gly Asn Thr Tyr Leu His Trp Tyr Gln GIn Lys Pro Gly Lys Ala

35 40 45

Pro Lys Leu Leu lle Tyr Thr Val Ser Asn Arg Phe Ser Gly Val Pro

50 55 60

Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle



19

65 70 75 80

Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Ser Gln Ser

85 90 95

Thr His Val Pro Tyr Thr Phe Gly Gly Gly Thr Lys Val Glu lle Lys

100 105 110

<210> 15
<211> 7
<212> PRT

<213> Artificial Sequence

<220>

<223> Linker

<400> 15

Gly Thr Gly Gly Gly Ser Gly

1 5

<210> 16
<211> 103
<212> PRT

<213> Artificial Sequence

<220>



20

<223> CH2

<400> 16

Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle

1 5 10 15

Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu

20 25 30

Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His

35 40 45

Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg

50 55 60

Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys

65 70 75 80

Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser lle Glu

85 90 95

Lys Thr lle Ser Lys Ala Lys

100



21

<210> 17
<211> 104
<212> PRT

<213> Artificial Sequence

<220>

<223> CH31

<400> 17

Gly GIn Pro Arg Glu Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys

1 5 10 15

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr

20 25 30

Phe Pro Ser Asp lle Ala Val Glu Trp Glu Ser Gly Ala Leu Thr Ser

35 40 45

Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser

50 55 60

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr

65 70 75 80



22

Tyr Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn

85 90 95

Lys Ser Val Glu Pro Lys Ser Cys

100

<210> 18
<211> 333
<212> PRT

<213> Artificial Sequence

<220>

<223> Heavy chain

<400> 18

His Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Phe

20 25 30

Tyr lle Asn Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp lle

35 40 45

Gly Glu lle Val Pro Ser GIn Gly Glu Ala Lys Tyr Asn Asp Lys Phe



23

50 55 60

Lys Ala Arg Val Thr lle Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Ala Arg Trp Asp Phe Leu Asp Tyr Trp Gly GIn Gly Thr Thr Val Thr

100 105 110

Val Ser Ser Gly Thr Gly Gly Gly Ser Gly Pro Ser Val Phe Leu Phe

115 120 125

Pro Pro Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val

130 135 140

Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe

145 150 155 160

Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro

165 170 175



24

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

180 185 190

Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val

195 200 205

Ser Asn Lys Gly Leu Pro Ser Ser lle Glu Lys Thr lle Ser Lys Ala

210 215 220

Lys Gly GIn Pro Arg Glu Pro Ser Val Phe lle Phe Pro Pro Ser Asp

225 230 235 240

Glu GIn Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Val Asn Asn

245 250 255

Phe Tyr Pro Arg Asp lle Ala Val Glu Trp Glu Val Asp Asn Ala Leu

260 265 270

GIn Ser Gly Asn Ser GlIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp

275 280 285

Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr

290 295 300



25

Glu Lys His Lys Val Tyr Ser Cys Ser Val Met His Glu Ala Leu His

305 310 315 320

Asn His Tyr Thr GlIn Lys Ser Phe Asn Arg Gly Glu Cys

325 330

<210> 19
<211> 115
<212> PRT

<213> Artificial Sequence

<220>

<223> VH

<400> 19

His Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Phe

20 25 30

Tyr lle Asn Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp lle

35 40 45



26

Gly Glu lle Val Pro Ser GIn Gly Glu Ala Lys Tyr Asn Asp Lys Phe

50 55 60

Lys Ala Arg Val Thr lle Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Ala Arg Trp Asp Phe Leu Asp Tyr Trp Gly GIn Gly Thr Thr Val Thr

100 105 110

Val Ser Ser

115

<210> 20
<211> 108
<212> PRT

<213> Artificial Sequence

<220>

<223> CH3k

<400> 20

Gly GIn Pro Arg Glu Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu



27

GlIn Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Val Asn Asn Phe

20 25 30

Tyr Pro Arg Asp lle Ala Val Glu Trp Glu Val Asp Asn Ala Leu GIn

35 40 45

Ser Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser

50 55 60

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu

65 70 75 80

Lys His Lys Val Tyr Ser Cys Ser Val Met His Glu Ala Leu His Asn

85 90 95

His Tyr Thr Gln Lys Ser Phe Asn Arg Gly Glu Cys

100 105

<210> 21
<211> 978
<212> DNA

<213> Artificial Sequence



28

<220>

<223> Light chain

<400> 21

gatgtgcaga tgacccagag ccccageagc ctgtctgeca gegtgggega cagagtgace 60

atcacctgtc ggagcagcca gagectgcetg cacagcaacg gcaacaccta cctgeattgg 120

tatcagcaga agcccggcaa ggeccccaag ctgetgatct acaccgtgte caacagattc 180

agcggegtge cctetagatt cteeggetcet ggcageggea ccgacttcac cctgaccatc 240

tctagcctge ageccgagga cttcgecacce tactactgea gecagtecac ccacgtgecg 300

tatacctttg gcggaggceac caaggtggaa atcaaaggta ccggeggagg atctggeect 360

agcgtgttcc tgttccccce aaageccaag gacaccctga tgatctcceg gacccecgaa 420

gtgacctgcg tggtggtgga tgtgtcccac gaggaccctg aagtgaagtt taattggtac 480

gtggacggcg tggaagtgca taacgccaag accaagecca gagaggaaca gtacaacage 540

acctaccggg tggtgtccgt getgaccgtg ctgecaccagg actggetgaa cggcaaagag 600

tacaagtgca aggtgtccaa caagggcctg cccagcagea tcgagaaaac catcagcaag 660

gccaagggcec agectcggga acccteegtg tttectetgg ccectageag caagagcacc 720

tctggeggaa cagecgecct gggetgecte gtgaaggact acttccccag cgacattgee 780



29

gtggaatggg agtctggcge cctgaccage ggagtgceata cctttccage agtgectccag 840

agcagcggcc tgtacagect gagcagcegte gtgacagtge ccagetctag cctgggcace 900

cagacctact cttgcagcgt gatgcacgag geccctgeaca accactacac ccagaaaage 960

gtggaaccca agagctgce 978

<210> 22

<211> 999

<212> DNA

<213> Artificial Sequence

<220>

<223> Heavy chain

<400> 22

cacgtgcagc tggtgcagtc tggecgecgaa gtgaagaaac ccggeageag cgtgaaggtg 60

tcctgcaagg ccageggceta caccttcacc gacttctaca tcaactgggt gecgecagget 120

ccaggacagg gcctggaatg gatcggegag atcgtgecta gecagggega ggecaagtac 180

aacgacaagt tcaaggccag agtgaccatc accgccgaca agagcaccag caccgectac 240

atggaactga gcagcctgeg gagegaggac accgecgtgt actactgege cagatgggac 300

ttcctggact actggggceca gggeaccacc gtgacagtct cgageggtac cggeggagga 360

tctggcececta gegtgttect gttcccccca aageccaagg acaccctgat gatcageegg 420



30

acccccgaag tgacctgegt ggtggtggat gtgtcccacg aggaccctga agtgaagttc 480

aattggtacg tggacggcgt ggaagtgcac aacgccaaga ccaageccag agaggaacag 540

tacaacagca cctaccgggt ggtgtccgtg ctgaccgtge tgcaccagga ctggetgaac 600

ggcaaagagt acaagtgcaa ggtgtccaac aagggcctge ccagcageat cgagaaaacc 660

atcagcaagg ccaagggcca gectcgggaa cccagegtgt teatcttcee accctecgac 720

gagcagctga agtctggcac agccagegtc gtgtgectcg tgaacaactt ctaccccaga 780

gacattgccg tggaatggga ggtggacaac geectccaga geggeaacag ccaggaaage 840

gtgaccgagc aggacagcaa ggactccacc tacagcctga gcagcaccct gaccctgage 900

aaggccgact acgagaaaca taaggtgtac agctgctceg tgatgcacga ggeectgcac 960

aaccactaca cccagaagtc cttcaaccgg ggegagtgce 999

<210> 23

<211> 5

<212> PRT

<213> Artificial Sequence

<220>

<223> CDR

<400> 23



31

Asp Phe Tyr lle Asn

1 5

<210> 24
<211> 17
<212> PRT

<213> Artificial Sequence

<220>

<223> CDR

<400> 24

Glu lle Tyr Pro Tyr Ser Gly His Ala Tyr Tyr Asn Glu Lys Phe Lys

1 5 10 15

Ala

<210> 25
<211> 6
<212> PRT

<213> Artificial Sequence

<220>

<223> CDR



32

<400> 25

Trp Asp Phe Leu Asp Tyr

1 5

<210> 26
<211> 16
<212> PRT

<213> Artificial Sequence

<220>

<223> CDR

<400> 26

Arg Ser Ser GIn Ser Leu Leu His Ser Asn Gly Asn Thr Tyr Leu His

1 5 10 15

<210> 27
<211> 7
<212> PRT

<213> Artificial Sequence

<220>

<223> CDR

<400> 27

Thr Val Ser Asn Arg Phe Ser



33

<210> 28
<211> 9
<212> PRT

<213> Artificial Sequence

<220>

<223> CDR

<400> 28

Ser GIn Ser Thr His Val Pro Tyr Thr

1 5

<210> 29
<211> 115
<212> PRT

<213> Artificial Sequence

<220>

<223> VH

<400> 29

GIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser

1 5 10 15



34

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Phe

20 25 30

Tyr lle Asn Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp lle

35 40 45

Gly Glu lle Tyr Pro Tyr Ser Gly His Ala Tyr Tyr Asn Glu Lys Phe

50 55 60

Lys Ala Arg Val Thr lle Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Ala Arg Trp Asp Phe Leu Asp Tyr Trp Gly GIn Gly Thr Thr Val Thr

100 105 110

Val Ser Ser

115

<210> 30
<211> 113

<212> PRT



35

<213> Artificial Sequence

<220>

<223> VL

<400> 30

Asp lle Val Met Thr GIn Ser Pro Leu Ser Leu Pro Val Thr Pro Gly

1 5 10 15

Glu Pro Ala Ser lle Ser Cys Arg Ser Ser GIn Ser Leu Leu His Ser

20 25 30

Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu GIn Lys Pro Gly GlIn Ser

35 40 45

Pro GIn Leu Leu lle Tyr Thr Val Ser Asn Arg Phe Ser Gly Val Pro

50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys lle

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Ser GIn Ser

85 90 95



36

Thr His Val Pro Tyr Thr Phe Gly Gly Gly Thr Lys Val Glu lle Lys

100 105 110

Arg

<210> 31
<211> 223
<212> PRT

<213> Homo sapiens

<400> 31

Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val

1 5 10 15

Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr

20 25 30

Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu

35 40 45

Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys

50 55 60



37

Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser

65 70 75 80

Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys

85 90 95

Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro lle Glu Lys Thr lle

100 105 110

Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr Thr Leu Pro

115 120 125

Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu Thr Cys Leu

130 135 140

Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn

145 150 155 160

Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser

165 170 175

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

180 185 190



38

Trp Gln GIn Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu

195 200 205

His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys

210 215 220

<210> 32
<211> 455
<212> PRT

<213> Homo sapiens

<400> 32

Met Gly Leu Ser Thr Val Pro Asp Leu Leu Leu Pro Leu Val Leu Leu

1 5 10 15

Glu Leu Leu Val Gly lle Tyr Pro Ser Gly Val lle Gly Leu Val Pro

20 25 30

His Leu Gly Asp Arg Glu Lys Arg Asp Ser Val Cys Pro GIn Gly Lys

35 40 45

Tyr lle His Pro GIn Asn Asn Ser lle Cys Cys Thr Lys Cys His Lys

50 55 60



39

Gly Thr Tyr Leu Tyr Asn Asp Cys Pro Gly Pro Gly GIn Asp Thr Asp

65 70 75 80

Cys Arg Glu Cys Glu Ser Gly Ser Phe Thr Ala Ser Glu Asn His Leu

85 90 95

Arg His Cys Leu Ser Cys Ser Lys Cys Arg Lys Glu Met Gly GIn Val

100 105 110

Glu lle Ser Ser Cys Thr Val Asp Arg Asp Thr Val Cys Gly Cys Arg

115 120 125

Lys Asn GIn Tyr Arg His Tyr Trp Ser Glu Asn Leu Phe GIn Cys Phe

130 135 140

Asn Cys Ser Leu Cys Leu Asn Gly Thr Val His Leu Ser Cys GIn Glu

145 150 155 160

Lys GIn Asn Thr Val Cys Thr Cys His Ala Gly Phe Phe Leu Arg Glu

165 170 175

Asn Glu Cys Val Ser Cys Ser Asn Cys Lys Lys Ser Leu Glu Cys Thr

180 185 190



40

Lys Leu Cys Leu Pro GIn lle Glu Asn Val Lys Gly Thr Glu Asp Ser

195 200 205

Gly Thr Thr Val Leu Leu Pro Leu Val lle Phe Phe Gly Leu Cys Leu

210 215 220

Leu Ser Leu Leu Phe lle Gly Leu Met Tyr Arg Tyr GIn Arg Trp Lys

225 230 235 240

Ser Lys Leu Tyr Ser lle Val Cys Gly Lys Ser Thr Pro Glu Lys Glu

245 250 255

Gly Glu Leu Glu Gly Thr Thr Thr Lys Pro Leu Ala Pro Asn Pro Ser

260 265 270

Phe Ser Pro Thr Pro Gly Phe Thr Pro Thr Leu Gly Phe Ser Pro Val

275 280 285

Pro Ser Ser Thr Phe Thr Ser Ser Ser Thr Tyr Thr Pro Gly Asp Cys

290 295 300

Pro Asn Phe Ala Ala Pro Arg Arg Glu Val Ala Pro Pro Tyr GIn Gly
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305 310 315 320

Ala Asp Pro lle Leu Ala Thr Ala Leu Ala Ser Asp Pro lle Pro Asn

325 330 335

Pro Leu GIn Lys Trp Glu Asp Ser Ala His Lys Pro GIn Ser Leu Asp

340 345 350

Thr Asp Asp Pro Ala Thr Leu Tyr Ala Val Val Glu Asn Val Pro Pro

355 360 365

Leu Arg Trp Lys Glu Phe Val Arg Arg Leu Gly Leu Ser Asp His Glu

370 375 380

lle Asp Arg Leu Glu Leu GIn Asn Gly Arg Cys Leu Arg Glu Ala GIn

385 390 395 400

Tyr Ser Met Leu Ala Thr Trp Arg Arg Arg Thr Pro Arg Arg Glu Ala

405 410 415

Thr Leu Glu Leu Leu Gly Arg Val Leu Arg Asp Met Asp Leu Leu Gly

420 425 430
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Cys Leu Glu Asp lle Glu Glu Ala Leu Cys Gly Pro Ala Ala Leu Pro

435 440 445

Pro Ala Pro Ser Leu Leu Arg

450 455

<210> 33
<211> 17
<212> PRT

<213> Homo sapiens

<400> 33

Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly

1 5 10 15

Gly



