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SEQUENCE LISTING 

<110> 	HacroGenics, Inc. 
Barat, Bhaswati 
Huang, Ling 
Johnson, Leslie 
Bonvini, Ezio 

<120> 	Deimmunized Serum-Binding Domains and their Use for Extending 
Serum Half-Life 

<130> 	1301.0007P9I 

<150> 	US 61/4E48,725 
<151> 	2011-05-21 

<160> 	329 

<170> 	Patentln version 3.5 

<210> 	1 
<211> 	13 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	1 

Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro 
1 	 5 10 

<210> 	2 
<211> 	10 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	2 

Glu Arg Lys Cys Cys Val Glu Cys Pro Pro 
1 	 5 10 

<210> 	3 
<211> 	60 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	3 

Glu Leu Lys Thr Pro Leu Gly Asp Thr Thr His Thr Cys Pro Arg Cys 
1 	 5 10 15 

Pro Glu Pro Lys Ser Cys Asp Thr Pro Pro Pro Cys Pro Arg Cys Pro 
20 25 30 

Glu Pro Lys Ser Cys Asp Thr Pro Pro Pro Cys Pro Arg Cys Glu Pro 
35 40 45 

Pro Lys Ser Cys Asp Thr Pro Pro Pro Cys Pro Arg 
50 	 55 60 

<210> 4 



<211> 	10 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	4 

Glu Ser Lys Tyr Gly Pro Pro Cys Pro Ser 
1 5 10 

<210> 	5 
<211> 	217 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	5 

Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys 
1 5 10 15 

Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val 
20 25 30 

Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr 
35 40 45 

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu 
50 55 60 

Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His 
65 70 75 80 

Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys 
85 90 95 

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

Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Ser Arg Asp Glu Leu Pro 
115 120 125 

Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro 
130 	• 135 140 

Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn 
145 150 155 160 

Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu 
165 170 175 

Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val 
180 185 190 

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln 
195 200 205 

Lys Ser Leu Ser Leu Ser Pro Gly Lys 
210 215 

<210> 	6 
<211> 	216 
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<212> PRT 
<213> homo sapiens 

<400> 6 

Ala Pro Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pxo Lys Pro Pro 
1 5 10 15 

Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val 
20 25 30 

Val Asp Val Sex His Glu Asp Pro Glu Val Gin Phe Asn Trp Tyr Val 
35 40 45 

Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln 
50 55 60 

Phe Asn Ser Thr Phe Arg Val Val Ser Val Leu Thr Val Val His Gln 
65 70 75 80 

Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly 
85 90 95 

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

Arg Glu Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Pro 
115 120 125 

Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser 
130 135 140 

Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr 
145 150 155 160 

Lys Thr Thr Pro Pro Met Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr 
165 170 175 

Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe 
180 185 190 

Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys 
195 200 205 

Ser Leu Ser Leu Ser Pro Gly Lys 
210 215 

<210> 7 
<211> 217 
<212> PRT 
<213> homo sapiens 

<400> 7 

Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys 
1 5 10 15 

Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val 
20 25 30 
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Val Val Asp Val Ser His Glu Asp Pro Glu Val Gln Phe Lys Trp Tyr 
35 40 45 

Val Asp Gly Val Gln Val His Asn Ala Lys Thr Lys Pro Arg Glu Gln 
50 55 60 

Gln Phe Asn Ser Thr Phe Arg Val Val Ser Val Leu Thr Val Leu His 
65 70 75 80 

Gln Asn Trp Leu Asp Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys 
85 90 95 

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

Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met 
115 120 125 

Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro 
130 135 140 

Ser Asp Ile Ala Val Glu Trp Glu Ser Ser Gly Gln Pro Glu Asn Asn 
145 150 155 160 

Tyr Asn Thr Thr Pro Pro Met Leu Asp Ser Asp Gly Ser Phe Phe Leu 
165 170 175 

Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Ile 
180 185 190 

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn Arg Phe Thr Gln 
195 200 205 

Lys Ser Leu Ser Leu Ser Pro Gly Lys 
210 215 

<210> 	8 
<211> 	217 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	8 

Ala Pro Glu Phe Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys 
1 5 10 15 

Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val 
20 25 30 

Val Val Asp Val Ser Gln Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr 
35 40 45 

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Arg Glu Glu Pro 
50 55 60 

Gln Phe Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His 
65 70 75 80 

Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys 
85 90 95 
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Gly Len Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln 
100 105 110 

Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met 
115 120 125 

Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro 
130 135 140 

Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn 
145 150 155 160 

Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu 
165 170 175 

Tyr Ser Arg Leu Thr Val Asp Lys Ser Arg Trp Gln Glu Gly Asn val 
180 185 190 

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gin 
195 200 205 

Lys Ser Leu Ser Leu Ser Leu Gly Lys 
210 215 

<210> 9 
<211> 237 
<212> PRT 
<213> homo sapiens 

<400> 9 

Glu Ile Val Len Thr Gln Ser Pro Asp Phe Gln Ser Val Thr Pro Lys 
1 5 10 15 

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

Ile His Trp Tyr Gln Gln Lys Pro Asp Gln Ser Pro Lye Leu Lau Ile 
35 40 45 

Lys Glu Val Ser Glu Ser Ile Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 60 

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

Glu Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 105 110 

Gly Gly Gly Gln Val Thr Leu Arg Glu Ser Gly Ala Leu Val Lys Pro 
115 120 125 

Pro Thr Gln Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu 
130 135 140 
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Ser Thr Ser Gly Met Gly Val Gly Trp Ile Arg Gln Pro Pro Gly Lys 
145 150 155 160 

Ala Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr 
165 170 175 

Asn Pro Ala Leu Lys Sex Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys 
180 185 190 

Asn Gln Val Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala 
195 200 205 

Thr Tyr Tyr Cys Ala Gln Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly 
210 215 220 

Gln Gly Thr Leu Val Thr Val Ser Ser Leu Gly Gly Cys 
225 230 235 

<210> 	10 
<211> 	8 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	10 

Gly Gly Gly Ser Gly Gly Gly Gly 
1 5 

<210> 	11 
<211> 	244 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	11 

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 Ala Ser Gln Ser Val Asp Phe Asp 
20 25 30 

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 40 45 

Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly Val Pro Asp 
50 55 60 

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

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

Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Gly 
100 105 110 

Gly Gly Ser Gly Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala 
115 120 125 

- 6 - 



Glu Val Lys Lys Pro Gly Ala Ser Val Lys Val Set Cys Lys Ala Ser 
130 135 140 

Gly Tyr Thr Phe Thr Asn Tyr Trp Ile His Trp Val Arg Gln Ala Pro 
145 150 155 160 

Gly Gln Gly Leu Glu Trp Ile Gly Val Ile Asp Pro Ser Asp Thr Tyr 
165 170 175 

Pro Asn Tyr Mn Lys Lys Phe Lys Gly Arg Val Thr Met Thr Val Val 
180 185 190 

Val Ser Thr Set Thr Ala Tyr Met Glu Len Arg Ser Leu Arg Ser Asp 
195 200 205 

Asp Thr Ala Val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr Tyr 
210 215 220 

Set Gly Met Asp Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser 
225 230 235 240 

Leu Gly Gly Cys 

<210> 	12 
<211> 	240 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	12 

Glu Ile Val Leu Thr Gln Ser Pro Asp Phe Gln Ser Val Thr Pro Lys 
1 5 10 15 

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

Ile His Trp Tyr Gln Gln Lys Pro Asp Gln Ser Pro Lys Leu Leu Ile 
35 40 45 

Lys Glu Val Ser Glu Ser Ile Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 60 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Asn Set Leu Glu Ala 
65 70 75 80 

Glu Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 105 110 

Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 
115 120 125 

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe 
130 135 140 

Thr Asn Tyr Trp Ile His Trp Val Arg Gln Ala Pro Gly Gln Gly Leu 
145 150 155 160 
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Glu Trp Ile Gly Va1 Ile Asp Pro Ser Asp Thr Tyr Pro Asn Tyr Asn 
165 170 175 

Lys Lys Phe Lys Gly Arg Val Thr Met Thr Val Val Val Ser Thr Ser 
180 185 190 

Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Val 
195 200 205 

Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr Tyr Ser Gly Met Asp 
210 215 220 

Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser Leu Gly Gly Cys 
225 230 235 240 

<210> 13 
<211> 241 
<212> PAT 
<213> homo sapiens 

<400> 13 

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 Ala Ser Gln Ser Val Asp Phe Asp 
20 25 30 

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 40 45 

Lye Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly Val Pro Asp 
50 55 60 

Arg Phe Ser Gly Sex Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser 
65 70 75 80 

Ser Len Gln Ala Glu Asp Val Ala Val Tyr Tyr Cys Gln Gln Ser Asn 
85 90 95 

Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Gly 
100 105 110 

Gly Gly Ser Gly Gly Gly Gly Gln Val Thr Leu Arg Glu Ser Gly Pro 
115 120 125 

Ala Leu Val Lys Pro Thr Gln Thr Leu Thr Leu Thr Cys Thr Phe Ser 
130 135 140 

Gly Phe Ser Leu Ser Thr Ser Gly Met Gly Val Gly Trp Ile Arg Gln 
145 150 155 160 

Pro Pro Gly Lys Ala Leu Glu Trp Len Ala His Ile Trp Trp Asp Asp 
165 170 175 

Asp Lys Arg Tyr Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys 
180 185 190 
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Asp Thr Ser Lys Asn Gln Val Val Leu Thr Met Thr Asn Met Asp Pro 
195 200 205 

Val Asp Thr Ala Thr Tyr Tyr Cys Ala Gln Ile Asn Pro Ala Trp Phe 
210 215 220 

Ala Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Leu Gly Gly 
225 230 235 240 

Cys 

<210> 	14 
<211> 	470 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	14 

Glu Ile Val Leu Thr Gln Ser Pro Asp Phe Gln Ser Val Thr Pro Lys 
1 5 10 15 

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

Ile His Trp Tyr Gln Gln Lys Pro Asp Gln Ser Pro Lys Leu Leu Ile 
35 40 45 

Lys Glu Val Ser Glu Ser Ile Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 60 

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

Glu Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 105 110 

Gly Gly Gly Gln Val Thr Leu Arg Glu Ser Gly Pro Ala Leu Val Lys 
115 120 125 

Pro Thr Gln Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu 
130 135 140 

Ser Thr Ser Gly Met Gly Val Gly Trp Ile Arg Gln Pro Pro Gly Lys 
145 150 155 160 

Ala Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr 
165 170 175 

Asn Pro Ala Leu Lys Ser Arg Len Thr Ile Ser Lys Asp Thr Ser Lys 
180 185 190 

Asn Gln Val Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala 
195 200 205 

Thr Tyr Tyr Cys Ala Gln Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly 
210 215 220 
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Gln Gly Thr Leu Val Thr Val Ser Ser Leu Gly Gly Cys Val Glu Pro 
225 230 235 240 

Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu 
245 250 255 

Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp 
260 265 270 

Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp 
275 280 285 

Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly 
290 295 300 

Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn 
305 310 315 320 

Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp 
325 330 335 

Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Sex Asn Lys Ala Leu Pro 
340 345 350 

Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu 
355 360 365 

Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn 
370 375 380 

Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile 
385 390 395 400 

Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr 
405 410 415 

Thr Pro Pro Val Leu Asp Se: Asp Gly Ser Phe Phe Leu Tyr Ser Lys 
420 425 430 

Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys 
435 440 445 

Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu 
450 455 460 

Ser Leu Ser Pro Gly Lys 
465 470 

<210> 15 
<211> 477 
<212> PRT 
<213> homo sapiens 

<400> 15 

Asp Ile Val Met Thr Gln Ser Pro Asp Ser Leu Ala Val Ser Leu Gly 
1 5 10 15 
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Glu Arg Ala Thr Ile Asn Cys Lys Ala Ser Gln Ser Val Asp Phe Asp 
20 25 30 

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 40 45 

Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly Val Pro Asp 
50 55 60 

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

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

Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Gly 
100 105 110 

Gly Gly Ser Gly Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala 
115 120 125 

Glu Val Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser 
130 135 140 

Gly Tyr Thr Phe Thr Asn Tyr Trp Ile His Trp Val Arg Gln Ala Pro 
145 150 155 160 

Gly Gln Gly Leu Glu Trp Ile Gly Val Ile Asp Pro Ser Asp Thr Tyr 
165 170 175 

Pro Asn Tyr Asn Lys Lys Phe Lys Gly Arg Val Thr Met Thr Val Val 
180 185 190 

Val Ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp 
195 200 205 

Asp Thr Ala Val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr Tyr 
210 215 220 

Ser Gly Met Asp Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser 
225 230 235 240 

Leu Gly Gly Cys Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys 
245 250 255 

Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu 
260 265 270 

Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu 
275 280 285 

Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys 
290 295 300 

Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys 
305 310 315 320 

Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu 
325 330 335 
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Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys 
340 345 350 

Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys 
355 360 365 

Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser 
370 375 380 

Arg Asp Glu Leu Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys 
385 390 395 400 

Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gin 
405 410 415 

Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly 
420 425 430 

Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln 
435 440 445 

Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn 
450 455 460 

His Tyr Thr Gin Lys Ser Leu Ser Leu Ser Pro Gly Lys 
465 470 475 

<210> 16 
<211> 243 
<212> PRT 
<213> homo sapiens 

<400> 16 

Glu Ile Val Leu Thr Gln Ser Pro Asp Phe Gln Ser Val Thr Pro Lys 
1 5 10 15 

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

Ile His Trp Tyr Gln Gln Lys Pro Asp Gln Ser Pro Lys Leu Leu Ile 
35 40 45 

Lys Glu Val Ser Glu Ser Ile Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 60 

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

Glu Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 105 110 

Gly Gly Gly Gln Val Thr Leu Arg Glu Ser Gly Pro Ala Leu Val Lys 
115 120 125 

Pro Thr Gln Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu 
130 135 140 
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Ser Thr Ser Gly Met Gly Val Gly Trp Ile Arg Gln Pro Pro Gly Lys 
145 150 155 160 

Ala Leu Glu Trp Leu Ala His Ile Trp Tip Asp Asp Asp Lys Arg Tyr 
165 170 175 

Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys 
180 185 190 

Asn Gln Val Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thx Ala 
195 200 205 

Thr Tyr Tyx Cys Ala Gln Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly 
210 215 220 

Gln Gly Thr Leu Val Thr Val Ser Ser Leu Gly Gly Cys Phe Asn Arg 
225 230 235 240 

Gly Glu Cys 

<210> 	17 
<211> 	10 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	linker plus C-terminus of human IgG-kappa chain 

<400> 	17 

Leu Gly Gly Cys Phe Asn Arg Gly Glu Cys 
1 	 5 10 

<210> 	18 
<211> 	477 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	18 

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 Ala Ser Gln Ser Val Asp Phe Asp 
20 25 30 

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 40 45 

Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly Val Pro Asp 
50 55 60 

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

Ser Leu Gln Ala Glu Asp Val Ala Val Tyr Tyr Cys Gln Gln Ser Asn 
85 90 95 
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Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Gly 
100 105 110 

Gly Gly Ser Gly Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala 
115 120 125 

Glu Val Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser 
130 135 140 

Gly Tyr Thr Phe Thr Asn Tyr Trp Ile His Trp Val Arg Gln Ala Pro 
145 150 155 160 

Gly Gln Gly Leu Glu Trp Ile Gly Val Ile Asp Pro Ser Asp Thr Tyr 
165 170 175 

Pro Asn Tyr Asn Lys Lys Phe Lys Gly Arg Val Thr Met Thr Val Val 
180 185 190 

Val Ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp 
195 200 205 

Asp Thr Ala Val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr Tyr 
210 215 220 

Ser Gly Met Asp Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser 
225 230 235 240 

Leu Gly Gly Cys Ala Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys 
245 250 255 

Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu 
260 265 270 

Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu 
275 280 285 

Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys 
290 295 300 

Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys 
305 310 315 320 

Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu 
325 330 335 

Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys 
340 345 350 

Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys 
355 360 365 

Ala Lys Gly Gin Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser 
370 375 380 

Arg Asp Glu Leu Thr Lye Asn Gln Val Ser Leu Thr Cys Leu Val Lys 
385 390 395 400 

Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln 
405 410 415 
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Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly 
420 425 430 

Set Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln 
435 440 445 

Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn 
450 455 460 

His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys 
465 470 475 

<210> 	19 
<211> 	485 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	19 

Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro 
1 5 10 15 

Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys 
20 25 30 

Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val 
35 40 45 

Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Ann Trp Tyr 
50 55 60 

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu 
65 70 75 80 

Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His 
85 90 95 

Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys 
100 105 110 

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

Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu 
130 135 140 

Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro 
145 150 155 160 

Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn 
165. 170 175 

Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Sex Phe Phe Leu 
180 185 190 

Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val 
195 200 205 

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln 
210 215 220 
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Lys Ser Leu Ser Leu Ser Pro Gly Lys Gly Gly Gly Ser Gly Gly Gly 
225 230 235 240 

Gly Asp Ile Val Met Thr Gln Ser Pro Asp Ser Leu Ala Val Ser Leu 
245 250 255 

Gly Glu Arg Ala Thr Ile Asn Cys Lys Ala Ser Gln Ser Val Asp Phe 
260 265 270 

Asp Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro 
275 280 285 

Pro Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly Val Pro 
290 295 300 

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
305 310 315 320 

Ser Ser Leu Gln Ala Glu Asp Val Ala Val Tyr Tyr Cys Gln Gln Ser 
325 330 335 

Asn Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys 
340 345 350 

Gly Gly Gly Ser Gly Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly 
355 360 365 

Ala Glu Val Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala 
370 375 380 

Ser Gly Tyr Thr Phe Thr Asn Tyr Trp Ile His Trp Val Arg Gln Ala 
385 390 395 400 

Pro Gly Gln Gly Leu Glu Trp Ile Gly Val Ile Asp Pro Ser Asp Thr 
405 410 415 

Tyr Pro Asn Tyr Asn Lys Lys Phe Lys Gly Arg Val Thr Met Thr Val 
420 425 430 

Val Val Ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser 
435 440 445 

Asp Asp Thr Ala Val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr 
450 455 460 

Tyr Ser Gly Met Asp Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser 
465 470 475 480 

Ser Leu Gly Gly Cys 
485 

<210> 20 
<211> 469 
<212> PRT 
<213> homo sapiens 

<400> 20 
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Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys 
1 5 10 15 

Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val 
20 25 30 

Val Val Asp'Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr 
35 40 45 

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu 
50 55 60 

Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His 
65 70 75 80 

Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys 
85 90 95 

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

Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu 
115 120 125 

Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro 
130 135 140 

Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn 
145 150 155 160 

Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu 
165 170 175 

Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val 
180 185 190 

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln 
195 200 205 

Lys Ser Leu Ser Leu Ser Gly Lys Gly Gly Gly Ser Gly Gly Gly Pro 
210 215 220 

Gly Asp Ile Val Met Thr Gln Ser Pro Asp Ser Leu Ala Val Ser Leu 
225 230 235 240 

Gly Glu Arg Ala Thr Ile Asn Cys Lys Ala Ser Gln Ser Val Asp Phe 
245 250 255 

Asp Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro 
260 265 270 

Pro Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly Val Pro 
275 280 285 

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
290 295 300 

Ser Ser Leu Gln Ala Glu Asp Val Ala Val Tyr Tyr Cys Gln Gln Ser 
305 310 315 320 
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Asn Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys 
325 330 335 

Gly Gly Gly Ser Gly Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly 
340 345 350 

Ala Glu Val Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala 
355 360 365 

Ser Gly Tyr Thr Phe Thr Asn Tyr Trp Ile His Trp Val Arg Gln Ala 
370 375 380 

Pro Gly Gln Gly Leu Glu Trp Ile Gly Val Ile Asp Pro Ser Asp Thr 
385 390 395 400 

Tyr Pro Asn Tyr Asn Lys Lys Phe Lys Gly Arg Val Thr Met Thr Val 
405 410 415 

Val Val Ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser 
420 425 430 

Asp Asp Thr Ala Val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr 
435 440 445 

Tyr Ser Gly Met Asp Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser 
450 455 460 

Ser Leu Gly Gly Cys 
465 

<210> 	21 
<211> 	466 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	21 

Glu Ile Val Leu Thr Gln Ser Pro Asp Phe Gln Ser Val Thr Pro Lys 
1 5 10 15 

Glu Lys Val Thr Phe Thr Cys Arg Thr Ser Gln Ser /le Gly Thr Asn 
20 25 30 

Ile His Trp Tyr Gln Gln Lys Pro Asp Gln Ser Lys Leu Leu Ile Pro 
35 40 45 

Lys Glu Val Ser Glu Ser Ile Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 60 

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

Glu Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe 
85 90 95 

Thr Phe Gly Cys Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 105 110 

Gly Gly Gly Gln Val Thr Leu Arg Glu Ser Gly Pro Ala Leu Val Lys 
115 120 125 
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Pro Thr Gln Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu 
130 135 140 

Ser Thr Ser Gly Met Gly Val Gly Trp Ile Arg Gln Pro Pro Gly Lys 
145 150 155 160 

Ala Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr 
165 170 175 

Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys 
180 185 190 

Asn Gln Val Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala 
195 200 205 

Thr Tyr Tyr Cys Ala Gln Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly 
210 215 220 

Gln Gly Thr Leu Val Thr Val Ser Ser Val Glu Pro Lys Ser Cys Asp 
225 230 235 240 

Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly 
245 250 255 

Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile 
260 265 270 

Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu 
275 280 285 

Asp Pro Glu Val Lys Phe Asn Trp Tyr Va1 Asp Gly Val Glu Val His 
290 295 300 

Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg 
305 310 315 320 

Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys 
325 330 335 

Glu Tyr Lye Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu 
340 345 350 

Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr 
355 360 365 

Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser Leu 
370 375 380 

Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp 
385 390 395 400 

Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val 
405 410 415 

Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp 
420 425 430 

Lys Ser Arg Trp Gln Gin Gly Asn Val Phe Ser Cys Ser Val Met His 
435 440 445 
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Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro 
450 455 460 

Gly Lys 
465 

<210> 	22 
<211> 	246 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	22 

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 Ala Sex Gln Ser Val Asp Phe Asp 
20 25 30 

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 40 45 

Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly Val Pro Asp 
50 55 60 

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

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

Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Gly 
100 105 110 

Gly Gly Ser Gly Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala 
115 120 125 

Glu Val Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser 
130 135 140 

Gly Tyr Thr Phe Thr Asn Tyr Trp Ile His Trp Val Arg Gln Ala Pro 
145 150 155 160 

Gly Gln Cys Leu Glu Trp Ile Gly Val Ile Asp Pro Ser Asp Thr Tyr 
165 170 175 

Pro Asn Tyr Asn Lys Lys Phe Lys Gly Arg Val Thr Met Thr Val Val 
180 185 190 

Val Ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp 
195 200 205 

Asp Thr Ala Val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr Tyr 
210 215 220 

Ser Gly Met Asp Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser 
225 230 235 240 
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Phe Asn Arg Gly Glu Cys 
245 

<210> 	23 
<211> 	6 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	23 

Phe Asn Arg Gly Glu Cys 
I .  

<210> 	24 
<211> 	5 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	2B6 heavy chain variable region CDR1 

<400> 	24 

Asn Tyr Trp Ile His 
1 	 5 

<210> 	25 
<211> 	5 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	3H7 Heavy chain variable region CDR1 

<400> 	25 

Asp Ala Trp Met Asp 
1 	 5 

<210> 	26 
<211> 	17 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	2B6 Heavy chain variable region CDR2 

<400> 	26 

Val Ile Asp Pro Ser Asp Thr Tyr Pro Asn Tyr Asn Lys Lys Phe Lys 
1 	 5 10 15 

Gly 

<210> 	27 
<211> 	19 
<212> 	PRT 
<213> 	Artificial Sequence 
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<220> 
<223> 3H7 Heavy chain variable region CDR2 

<400> 27 

Glu Ile Arg Asn Lys Ala Asn Asn Leu Ala Thr Tyr Tyr Ala Glu Ser 
1 5 10 15 

Val Lys Gly 

<210> 28 
<211> 12 
<212> PRT 
<213> artificial 

<220> 
<223> 286 Heavy chain variable region CDR3 

<400> 28 

Asn Gly Asp Ser Asp Tyr Tyr Ser Gly Met Asp Tyr 
1 5 10 

<210> 29 
<211> 6 
<212> PRT 
<213> artificial 

<220> 
<223> 3H7 heavy chain variable region CDR3 

<400> 29 

Tyr Ser Pro Phe Ala Tyr 
1 5 

<210> 30 
<211> 11 
<212> PRT 
<213> artificial 

<220> 
<223> 286 Light chain variable region CDR1 

<400> 30 

Arg Thr Ser Gln Ser Ile Gly Thr Asn Ile His 
1 5 10 

<210> 31 
<211> 11 
<212> PRT 
<213> artificial 

<220> 
<223> 3H7 light chain variable region CDR1 

<400> 31 



Arg Ala Ser Gln Glu Ile Ser Gly Tyr Leu Ser 
1 5 10 

<210> 	32 
<211> 	7 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	2B6 light chain variable region CDR2 

<400> 	32 

Asn Val Ser Glu Ser Ile Ser 
1 5 

<210> 	33 
<211> 	7 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	2B6 light chain variable region CDR2 

<400> 	33 

Tyr Val Ser Glu Ser Ile Ser 
1 5 

<210> 	34 
<211> 	7 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	2B6 light chain variable region CDR2 

<400> 	34 

Tyr Ala Ser Glu Ser Ile Set 
1 5 

<210> 	35 
<211> 	7 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	3H7 light chain variable region CDR2 

<400> 	35 

Ala Ala Ser Thr Leu Asp Ser 
1 5 

<210> 	36 
<211> 	9 
<212> 	PRT 
<213> 	artificial 
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<220> 
<223> 	2B6 Light chain variable region CDR3 

<400> 	36 

Gln Gln Ser.Asn Thr Trp Pro Phe Thr 
1 	 5 

<210> 	37 
<211> 	9 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	3H/ light chain variable region CDR3 

<400> 	37 

Leu Gln Tyr Val Set Tyr Pro Tyr Thr 
1 	 5 

<210> 	38 
<211> 	121 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	2B6 heavy chain variable region 

<400> 	38 

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

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr 
20 25 30 

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

Gly Val Ile Asp Pro Set Asp Thr Tyr Pro Asn Tyr Asn Lys Lys Phe 
50 55 60 

Lys Gly Arg Val Thr Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr 
65 70 75 80 

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

Ala Arg Asn Gly Asp Ser Asp Tyr Tyr Ser Gly Met Asp Tyr Trp Gly 
100 105 110 

Gln Gly Thr Thr Val Thr Val Ser Ser 
115 120 

<210> 	39 
<211> 	107 
<212> 	PRT 
<213> 	artificial 
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<220> 
<223> 	286 light chain variable region Hu2B6VL-1 

<400> 	39 

Glu Ile Val Leu Thr Gln Ser Pro Asp Phe Gln Ser Val Thr Pro Lys 
1 	 5 10 15 

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

Ile His Trp Tyr Gln Gln Lys Pro Asp Gln Ser Pro Lys Len Leu Ile 
35 40 45 

Lys Asn Val Ser Glu Ser Ile Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 60 

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

Glu Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe 
85 90 95 

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

<210> 	40 
<211> 	107 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	Humanized 2B6 light chain variable region Hu2B6VL-2 

<400> 	40 

Glu Ile Val Leu Thr Gln Ser Pro Asp Phe Gln Ser Val Thr Pro Lys 
1 	 5 10 15 

Glu Lys Val Thr Ile Thr Cys Arg Thr Sex Gln Ser Ile Gly Thr Asn 
20 25 30 

Ile His Trp Tyr Gln Gln Lys Pro Asp Gln Ser Pro Lys Leu Leu Ile 
35 40 45 

Lys Tyr Val Ser Glu Ser Ile Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 60 

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

Glu Asp Ala Ala Thx Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe 
85 90 95 

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

<210> 	41 
<211> 	107 
<212> 	PRT 
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<213> 	artificial 

<220> 
<223> 	Humanized 2B6 light chain variable region Hu2B6VL-3 

<400> 	41 

Gld Ile Val Leu Thr Gln Ser Pro Asp Phe Gln Ser Val Thr Pro Lys 
1 	 5 10 15 

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

Ile His Trp Tyr Gln Gln Lys Pro Asp Gln Ser Pro Lys Leu Leu Ile 
35 40 45 

Lys Tyr Ala Ser Glu Ser Ile Ser Gly Val Pro Set Arg Phe Ser Gly 
50 55 60 

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

Glu Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe 
85 90 95 

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

<210> 	42 
<211> 	107 
<212> 	PRT 
<213> 	Mus sp. 

<400> 	42 

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

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

Leu Ser Trp Leu Gln Gln Lys Pro Asp Gly Thr Ile Arg Arg Leu Ile 
35 40 45 

Tyr Ala Ala Ser Thr Leu Asp Ser Gly Val Pro Lys Arg Phe Ser Gly 
50 55 60 

Set Trp Ser Gly Set Asp Tyr Ser Leu Thr Ile Ser Ser Leu Glu Ser 
65 70 75 80 

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

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

<210> 	43 
<211> 	9 
<212> 	PRT 
<213> 	artificial 
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<220> 
<223> IgG binding site of FcgammaRIIB receptor 

<400> 43 

Lys Lys Phe Ser Arg Ser Asp Pro Asn 
1 5 

<210> 44 
<211> 9 
<212> PRT 
<213> artificial 

<220> 
<223> IgG binding site of FcgammaRIIB receptor 

<400> 44 

Gln Lys Phe Ser Arg Leu Asp Pro Asn 
1 5 

<210> 45 
<21L> 9 
<212> PRT 
<213> artificial 

<220> 
<223> IgG binding site of FcgammaRllB receptor 

<400> 45 

Gin Lys Phe Ser Arg Leu Asp Pro Thr 
1 5 

<210> 46 
<211> 9 
<212> PRT 
<213> artificial 

<220> 
<223> IgG binding site of FcgammaRllB receptor 

<400> 46 

Lys Lys Phe Ser Arg Leu Asp Pro Thr 
1 5 

<210> 47 
<211> 9 
<212> PRT 
<213> artificial 

<220> 
<223> IgG binding site of FcgammaRllB receptor 

<400> 47 

Gin Lys Phe Ser His Leu Asp Pro Thr 
1 5 
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<210> 48 
<211> 9 
<212> PRT 
<213> artificial 

<220> 
<223> IgG binding site of FcgammaRllB receptor 

<400> 48 

Lys Lys Phe Ser His Leu Asp Pro Thr 
1 5 

<210> 49 
<211> 9 
<212> PRT 
<213> artificial 

<220> 
<223> IgG binding site of FcgammaRllB receptor 

<400> 49 

Gln Lys Phe Ser Arg Leu Asp Pro Asn 
1 5 

<210> 50 
<211> 9 
<212> PRT 
<213> artificial 

<220> 
<223> IgG binding site for FcgammaRllB receptor 

<400> 50 

Lys Lys Phe Ser Arg Ser Asp Pro Asn 
1 5 

<210> 51 
<211> 9 
<212> PRT 
<213> artificial 

<220> 
<223> IgG binding site of FcgammaR/IB receptor 

<400> 51 

Gln Lys Phe Ser Arg Leu Asp Pro Thr 
1 5 

<210> 52 
<211> 9 
<212> PRT 
<213> artificial 

<220> 
<223> IgG binding site of FcgammaRllB receptor 
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<400> 52 

Gln Lys Phe Ser His Leu Asp Pro Thr 
1 	 5 

<210> 	53 
<211> 	9 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	IgG binding site of FcgammaRIIB receptor 

<400> 	53 

Lys Lys Phe Ser Arg Leu Asp Pro Thr 
1 	 5 

<210> 	54 
<211> 	9 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	IgG binding site of FcgammaRILB receptor 

<400> 	54 

Lys Lys Phe Ser His Leu Asp Pro Thr 
1 	 5 

<210> 	55 
<211> 	36 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Primer 	Lgh321F 

<400> 	55 
cgagctagct ctagatgaga tcacagttct ctctac 36 

<210> 	56 
<211> 	47 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Primer 	Lgh318R 

<400> 	56 
gcctccgcct ccggatccgc ctcctttgat ctccaccttg gtccctc 47 

<210> 	57 
<211> 	47 
<212> 	DNA 
<213> 	artificial 

<220> 
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<223> 	Primer Lgh319F 

<400> 	57 
ggaggcggat ccggaggcgg aggccaggtt cagctggtgc agtctgq 47 

<210> 	58 
<211> 	43 
<212> 	DNA 
<213> 	artificial 

<220>_ 
41106b• 	OmAmer 	L0320R 

<400> 	58 
tttgaattct agcagcctcc cagtgaggag acggtgaccg tgg 43 

<210> 	59 
<211> 	46 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Primer Lgh315R 

<400> 	59 
gcctccgcct ccggatccgc ctcctttgat ctcaagcttg gtcccc 46 

<210> 	60 
<211> 	48 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Primer Lgh316F 

<400> 	60 
ggaggcggat ccggaggcgg aggccaggtt accctgagag agtctggc 48 

<210> 	61 
<211> 	47 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Primer Lgh317R 

<400> 	61 
tttgaattcc tagcagcctc ccagtgagct cacagtgacc agagtcc 47 

<210> 	62 
<211> 	27 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Primer Lgh339R 

<400> 	62 
ctcaacgcag cctcccagtg agctcac 27 
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<210> 	63 
<211> 	31 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Primer Lgh34OR 

<400> 	63 
aacgcagcct cccagtgagg agacggtgac c 31 

<210> 	64 
<211> 	27 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Primer Lgh366R 

<400> 	64 
tttgaattct atttacccgg agacagg 27 

<210> 	65 
<211> 	33 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Primer Lhg367F 

<400> 	65 
ctgggaggct gcgcagagcc caaatcttgt gac 33 

<210> 	66 
<211> 	33 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Primer Lgh368R 

<400> 	66 
gtcacaagat ttgggctctg cgcagcctcc cag 33 

<210> 	67 
<211> 	50 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Primer Lgh369R 

<400> 	67 
tttgaattct aacactctcc cctgttgaag cagcctccca gtgaggagac 50 

<210> 	68 
<211> 	118 
<212> 	PRT 
<213> 	artificial 
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<220> 
<223> 	humanized anti-CD16A Heavy Chain Variable Region Hu3G8VH-1 

<400> 	68 

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

Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser Thr Ser 
20 25 30 

Gly Met Gly Val Gly Trp Ile Arg Gln Pro Pro Gly Lys Ala Lau Glu 
35 40 45 

Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr Asn Pro Ala 
50 55 60 

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

Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr 
85 90 95 

Cys Ala Arg Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly Gln Gly Thr 
100 105 110 

Leu Val Thr Val Ser Ser 
115 

<210> 	69 
<211> 	118 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	Humanized anti-CD16A heavy chain variable region Hu3G8VH-5 

<400> 	69 

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

Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser Thr Ser 
20 25 30 

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

Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr Asn Pro Ala 
50 55 60 

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

Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr 
85 90 95 

Cys Ala Gln Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly Gln Gly Thr 
100 105 110 
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Leu Val Thr Val Ser Ser 
115 

<210> 	70 
<211> 	117 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	Humanized anti-CD16A heavy chain variable region Hu3GBVH-22 

<400> 	70 

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

Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser Thr Ser 
20 25 30 

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

Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr Ser Pro Ser 
50 55 60 

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

Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr 
85 90 95 

Cys Ala Arg Ile Asn Pro Ala Tyr Phe Ala Tyr Trp Gly Gln Gly Thr 
100 105 110 

Leu Val Thr Val Ser 
115 

<210> 	71 
<211> 	111 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	Humanized anti-CD16A light chain variable region Hu3G8VL-1 

<400> 	71 

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

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

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 40 45 

Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly Val Pro Asp 
50 55 60 
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Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser 
65 70 75 80 

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

Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys 
100 105 110 

<210> 72 
<211> 111 
<212> PRT 
<213> artificial 

<220> 
<223> Humanized anti-CD16A light chain variable region Hu3G8VL-43 

<400> 72 

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 Asp Phe Asp 
20 25 30 

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 40 45 

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

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

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

Ser Asp Pro Tyr Thx Phe•Gly Gln Gly Thr Lys Leu Glu Ile Lys 
100 105 110 

<210> 73 
<211> 111 
<212> PRT 
<213> artificial 

<220> 
<223> Humanized anti-CD16A light chain variable region Hu3G8VL-22 

<400> 73 

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 Asp Phe Asp 
20 25 30 

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 40 45 
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Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Thr Gly Val Pro Asp 
50 	 55 60 

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

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

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

<210> 	74 
<211> 	24 
<212> 	DNA 
<213> 	DNA sequence of SEQ ID N0:10 

<400> 	74 
ggaggcggat ccggaggcgg aggc 

<210> 	75 
<211> 	18 
<212> 	DNA 
<213> 	homo sapiens 

<400> 	75 
ttcaacaggg gagagtgt 

<210> 	76 
<211> 	30 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Linker plus C-terminus of human IgG kappa chain 

<400> 	76 
ctgggaggct gcttcaacag gggagagtgt 

<210> 	77 
<211> 	6 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	77 

Val Glu Pro Lys Ser Cys 
1 	 5 

<210> 	78 
<211> 	18 
<212> 	DNA 
<213> 	homo sapiens 

<400> 	78 
gttgagccca aatcttgt 

<210> 	79 
<211> 	118 
<212> 	PRT 

24 

18 

30 

18 
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<213> 	homo 

<400> 	79 

Gln Val Thr 
1 

Thr Leu Ser 

Gly Met Gly 
35 

Trp Leu Ala 
50 

Leu Lys Ser 
65 

Phe Leu Lys 

Cys Ala Gln 

Leu Val Thr 
115 

<210> 	80 
<211> 	354 
<212> 	DNA 
<213> 	homo 

<400> 	80 

sapiens 

Leu Lys Glu Ser Gly Pro Gly Ile 
5 	 10 

Leu Thr Cys Ser Phe Ser Gly Phe 
20 	 25 

Val Gly Trp Ile Arg Gin Pro Ser 
40 

His Ile Trp Trp Asp Asp Asp Lys 
55 

Arg Leu Thr Ile Ser Lys Asp Thr 
70 	 75 

Ile Ala Ser Val Asp Thr Ala Asp 
85 	 90 

Ile Asn Pro Ala Trp Phe Ala Tyr 
100 	 105 

Val Ser Ser 

sapiens 

Leu Gln Pro 

Ser Leu Arg 
30 

Gly Lys Gly 
45 

Arg Tyr Asn 
60 

Ser Ser Asn 

Thr Ala Thr 

Trp Gly Gln 
110 

Ser Gln 
15 

Thr Ser 

Leu Glu 

Pro Ala 

Gln Val 
80 

Tyr Tyr 
95 

Gly Thr 

caggttaccc tgaaagagtc tggccctggg atattgcagc cctcccagac cctcagtctg 60 

acttgttctt tctctgggtt ttcactgagg acttctggta tgggtgtagg ctggattcgt 120 

cagccttcag ggaagggtct agagtggctg gcacacattt ggtgggatga tgacaagcgc 180 

tataatccag ccctgaagag ccgactgaca atctccaagg atacctccag caaccaggta 240 

ttcctcaaaa tcgccagtgt ggacactgca gatactgcca catactactg tgctcaaata 300 

aaccccgcct 

<210> 	81 
<211> 	354 
<212> 	DNA 
<213> 	homo 

<400> 	81 

ggtttgctta ctggggccaa gggactctgg 

sapiens 

tcactgtgag ctca 354 

tgagagagtc tggccctgcg ctggtgaagc ccacacagac cctcacactg 60 caggttaccc 

acttgtacct tctctgggtt ttcactgagc acttctggta tgggtgtagg ctggattcgt 120 

cagcctcccg ggaaggctct agagtggctg gcacacattt ggtgggatga tgacaagcgc 180 

tataatccag ccctgaagag ccgactgaca atctccaagg atacctccaa aaaccaggta 240 
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gtcctcacaa tgaccaacat ggaccctgtg gatactgcca catactactg tgctcaaata 300 

aaccccgcct ggtttgctta ctggggccaa gggactctgg tcactgtgag ctca 354 

<210> 	82 
<211> 	111 
<212> 	PRT 
<213> 	homo sapiens 

<400> 	82 

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

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

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 	 40 45 

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

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

Pro Val Glu Glu Glu Asp Thr Ala Thr Tyr Tyr Cys Gln Gin Ser Asn 
85 	 90 95 

Glu Asp Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 
100 	 105 110 

<210> 	83 
<211> 	333 
<212> 	DNA 
<213> 	homo sapiens 

<400> 	83 
gacactgtgc tgacccaatc tccagcttct ttggctgtgt ctctagggca gagggccacc 60 

atctcctgca aggccagcca aagtgttgat tttgatggtg atagttttat gaactggtac 120 

caacagaaac caggacagcc acccaaactc ctcatctata ctacatccaa tctagaatct 180 

gggatcccag ccaggtttag fgccagtggg tctgggacag acttcaccct caacatccat 240 

cctgtggagg aggaggatac tgcaacctat tactgtcagc aaagtaatga ggatccgtac 300 

acgttcggag gggggaccaa gctggaaata aaa 333 

<210> 	84 
<211> 	332 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	Humanized anti-CD16A light chain variable region Hu3G8VL-1 

<400> 	84 
gacatcgtga tgacccaatc tccagactct ttggctgtgt ctctagggga gagggccacc 60 
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atcaactgca aggccagcca aagtgttgat tttgatggtg atagttttat gaactggtac 120 

caacagaaac caggacagcc acccaaactc ctcatctata ctacatccaa tctagaatct 180 

ggggtcccag acaggtttag tggcagtggg tctgggacag acttcaccct caccatcagc 240 

agcctgcagg ctgaggatgt ggcagtttat tactgtcagc aaagtaatga ggatccgtac 300 

acgttcggac aggggaccaa gcttgagatc as 332 

<210> 	85 
<211> 	121 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	Humanized 2B6 heavy chain variable region 

<400> 	85 

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

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr 
20 	 25 	 30 

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

Gly Val Ile Asp Pro Ser Asp Thr Tyr Pro Asn Tyr Asn Lys Lys Phe 
50 	 55 	 60 

Lys Gly Arg Val Thr Met Thr Val Val Val Ser Thr Ser Thr Ala Tyr 
65 	 70 	 75 80 

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

Ala Arg Asn Gly Asp Ser Asp Tyr Tyr Ser Gly Met Asp Tyr Trp Gly 
100 	 105 	 110 

Gln Gly Thr Thr Val Thr Val Ser Ser 
115 	 120 

<210> 	86 
<211> 	363 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	humanized 2B6 heavy chain variable region 

<400> 	86 
caggttcagc tggtgcagtc tggagctgag gtgaagaagc ctggggcctc agtgaaggtc 60 

tcctgcaagg cttctggtta cacctttacc aactactgga tacactgggt gcgacaggcc 120 

cctggacaag ggcttgagtg gattggagtg attgatcctt ctgatactta tccaaattac 180 
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aataaaaagt tcaagggcag agtcaccatg accgtagtcg tatccacgag cacagcctac 240 

atggagctga ggagcctgag atctgacgac acggccgtgt attactgtgc gagaaacggt 300 

gattccgatt attactctgg tatggactac tgggggcaag ggaccacggt caccgtctcc 360 

tca 363 

<210> 	87 
<211> 	111 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	Humanized 2B6 light chain variable region 

<400> 	87 

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 Ala Ser Gln Ser Val Asp Phe Asp 
20 	 25 30 

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 	 40 45 

Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly Val Pro Asp 
50 	 55 60 

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

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

Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys 
100 	 105 110 

<210> 	88 
<211> 	321 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	humanized 2B6 light chain variable region 

<400> 	88 
gaaattgtgc tgactcagtc tccagacttt cagtctgtga ctccaaagga gaaagtcacc 60 

ttcacctgca ggaccagtca gagcattggc acaaacatac actggtacca gcagaaacca 120 

gatcagtctc caaagctcct catcaaggag gtttctgagt ctatctctgg agtcccatcg 180 

aggttcagtg gcagtggatc tgggacagat ttcaccctca ccatcaatag cctggaagct 240 

gaagatgctg caacgtatta ctgtcaacaa agtaatacct ggccgttcac gttcggcgga 300 

gggaccaagg tggagatcaa a 321 
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<210> 89 
<211> 6 
<212> PRT 
<213> artificial 

<220> 
<223> thrombin cleavage recognition site 

<400> 89 

Leu Val Pro Arg Gly Ser 
1 5 

<210> 90 
<211> 4 
<212> PRT 
<213> artificial 

<220> 
<223> Factor Xa cleavage recognition site 

<220> 
<221> VARIANT 
<222> (2)—(2) 
<223> Xaa-Glu or Asp 

<400> 90 

Ile Xaa Gly Arg 
1 

<210> 91 
<211> 5 
<212> PRT 
<213> artificial 

<220> 
<223> enterokinase cleavage recognition site 

<400> 91 

Asp Asp Asp Asp Lys 
1 5 

<210> 92 
<211> 4 
<212> PRT 
<213> artificial 

<220> 
<223> furin cleavage recognition site 

<220> 
<221> VARIANT 
<222> (2)..(3) 
<223> Xaa=any amino acid 

<400> 92 

Arg Xaa Xaa Arg 
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1 

<210> 	93 
<211> 	4 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	preferred furin cleavage recognition site 

<220> 
<221> 	VARIANT 
<222> 	(2)..(2) 
<223> 	Xaa-any amino acid 

<220> 
<221> 	VARIANT 
<222> 	(3)..(3) 
<223> 	Xaa-Lys or Arg 

<400> 	93 

Arg Xaa Xaa Arg 
1 

<210> 	94 
<211> 	7 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	AcTEV cleavage recognition site 

<400> 	94 

Gln Asn Leu Tyr Phe Gln Gly 
1 	 5 

<210> 	95 
<211> 	487 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	covalent diabody polyprotein precursor 

<400> 	95 

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

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

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 	 40 45 

Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly Ile Pro Ala 
50 	 55 60 
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Arg Phe Ser Ala Ser Gly Ser Gly Thr Asp Phe Thr Leu Asn Ile His 
65 70 75 80 

Pro Val Glu Glu Glu Asp Thr Ala Thr Tyr Tyr Cys Gln Gln Ser Asn 
85 90 95 

Glu Asp Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys Gly 
100 105 110 

Gly Gly Ser Gly Gly Gly Gly Glu Val Glu Leu Val Glu Ser Gly Gly 
115 120 125 

Gly Leu Val Gln Pro Gly Arg Ser Leu Lys Leu Ser Cys Ala Ala Ser 
130 135 140 

Gly Phe Thr Phe Ser Asp Tyr Tyr Met Ala Trp Val Arg Gln Ala Pro 
145 150 155 160 

Thr Thr Gly Leu Glu Trp Val Ala Ser Ile Ser Tyr Asp Gly Gly Asp 
165 170 175 

Thr His Tyr Arg Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp 
180 185 190 

Asn Ala Lys Ser Ser Leu Tyr Leu Gln Met Asp Ser Leu Arg Ser Glu 
195 200 205 

Asp Thr Ala Thr Tyr Tyr Cys Ala Thr Glu Thr Thr Gly Ile Pro Thr 
210 215 220 

Gly Val Met Asp Ala Trp Gly Gln Gly Val Ser Val Thr Val Ser Ser 
225 230 235 240 

Leu Gly Gly Cys Gly Gly Arg Ala Lys Arg Asp Val Gln Met Thr Gln 
245 250 255 

Ser Pro Ser Asn Leu Ala Ala Ser Pro Gly Glu Ser Val Ser Ile Asn 
260 265 270 

Cys Lys Ala Ser Glu Ser Ile Ser Lys Tyr Leu Ala Trp Tyr Leu Gln 
275 280 285 

Lys Pro Gly Lys Ala Asn Lys Leu Leu Met Tyr Asp Gly Ser Thr Leu 
290 295 300 

Gln Ser Gly Ile Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp 
305 310 315 320 

Phe Thr Leu Thr Ile Arg Ser Leu Glu Pro Glu Asp Phe Gly Leu Tyr 
325 330 335 

Tyr Cys Gln Gln His Tyr Glu Tyr Pro Ala Thr Phe Gly Ser Gly Thr 
340 345 350 

Lys Leu Glu Ile Lys Gly Gly Gly Ser Gly Gly Gly Gly Gln Val Thr 
355 360 365 

Leu Lys Glu Ser Gly Gly Ile Leu Gin Pro Ser Gln Thr Leu Ser Pro 
370 375 380 
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Leu Thr Cys Ser Phe Ser Gly Phe Ser Leu Arg Thr Ser Gly Met Gly 
385 	 390 	 395 	 400 

Val Gly Trp Ile Arg Gln Pro Ser Gly Lys Gly Leu Glu Trp Leu Ala 
405 	 410 	 415 

His Ile Trp Trp Asp Asp Asp Lys Arg Tyr Asn Pro Ala Leu Lys Ser 
420 	 425 	 430 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Ser Asn Gln Val Phe Leu Lys 
435 	 440 	 445 

Ile Ala Ser Val Asp Thr Ala Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
450 	 455 	 460 

Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly Gln Gly Thr Leu Val Thr 
465 	 470 	 475 	 480 

Val Ser Ser Leu Gly Gly Cys 
485 

<210> 	96 
<211> 	1464 
<212> 	DNA 
<213> 	artificial 

<220> 
<223> 	DNA sequence of SEQ ID NO:97 (covalent diabody polyprotein 

precursor) 

<400> 	96 
gacactgtgc tgacccaatc tccagcttct ttggctgtgt ctctagggca gagggccacc 60 

atctcctgca aggccagcca aagtgttgat tttgatggtg atagttttat gaactggtac 120 

180 caacagaaac caggacagcc acccaaactc ctcatctata ctacatccaa tctagaatct 

gggatcccag ccaggtttag tgccagtggg tctgggacag acttcaccct caacatccat 240 

cctgtggagg aggaggatac tgcaacctat tactgtcagc aaagtaatga ggatccgtac 300 

acgttcggag gggggaccaa gctggaaata aaaggaggcg gatccggagg cggaggcgag 360 

gtggagctag tggagtctgg gggaggctta gtgcagcctg gaaggtccct gaaactctcg 420 

tgtgcagcct caggattcac tttcagtgac tattacatgg cctgggtccg gcaggctcca 480 

acgacgggtc tggagtgggt cgcatccatt agttatgatg gtggtgacac tcactatcga 540 

gactccgtga agggccgatt tactatttcc agagataatg caaaaagcag cctatacctg 600 

caaatggaca gtctgaggtc tgaggacacg gccacttatt actgtgcaac agagactacg 660 

ggaataccta caggtgttat ggatgcctgg ggtcaaggag tttcagtcac tgtctcctca 720 

ctgggaggct gcggcgggag agctaagagg gatgtccaga tgacccagtc tccatctaat 780 

cttgctgcct ctcctggaga aagtgtttcc atcaattgca aggcaagtga gagcattagc 840 

aagtatttag cctggtatct acagaaacct gggaaagcaa ataagcttct tatgtacgat 900 
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gggtcaactt tgcaatctgg aattccatcg aggttcagtg gcagtggatc tggtacagat 960 

ttcactctca ccatcagaag cctggagcct gaagattttg gactctatta ctgtcaacag 1020 

cattatgaat atccagccac gttcggttct gggaccaagc tggagatcaa aggaggcgga 1080 

tccggaggcg gaggccaggt taccctgaaa gagtctggcc ctgggatatt gcagccctcc 1140 

cagaccctca gtctgacttg ttctttctct gggttttcac tgaggacttc tggtatgggt 1200 

gtaggctgga ttcgtcagcc ttcagggaag ggtctagagt ggctggcaca catttggtgg 1260 

gatgatgaca agcgctataa tccagccctg aagagccgac tgacaatctc caaggatacc 1320 

tccagcaacc aggtattcct caaaatcgcc agtgtggaca ctgcagatac tgccacatac 1380 

tactgtgctc aaataaaccc cgcctggttt gcttactggg gccaagggac tctggtcact 1440 

gtgagctcac tgggaggctg ctag 

<210> 	97 
<211> 	511 
<212> 	PRT 
<213> 	artificial 

<220> 
<223> 	covalent diabody polyprotein precursor 

<400> 	97 

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

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

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 	 40 	 45 

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

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

Pro Val Glu Glu Glu Asp Thr Ala Thr Tyr Tyr Cys Gln Gin Ser Asn 
85 	 90 	 95 

Glu Asp Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys Gly 
100 	 105 	 110 

Gly Gly Ser Gly Gly Gly Gly Glu Val Glu Leu Val Glu Ser Gly Gly 
115 	 120 	 125 

Gly Leu Val Gln Pro Gly Arg Ser Leu Lys Leu Ser Cys Ala Ala Ser 
130 	 135 	 140 

Gly Phe Thr Phe Ser Asp Tyr Tyr Met Ala Trp Val Arg Gln Ala Pro 
145 	 150 	 155 	 160 
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Thr Thr Gly Leu Glu Trp Val Ala Ser Ile Ser Tyr Asp Gly Gly Asp 
165 170 175 

Thr His Tyr Arg Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp 
180 185 190 

Asn Ala Lys Ser Ser Leu Tyr Leu Gln Met Asp Ser Leu Arg Ser Glu 
195 200 205 

Asp Thr Ala Thr Tyr Tyr Cys Ala Thr Glu Thr Thr Gly Ile Pro Thr 
210 215 220 

Gly Val Met Asp Ala Trp Gly Gln Gly Val Ser Val Thr Val Ser Ser 
225 230 235 240 

Leu Gly Gly Cys Gly Gly Arg Ala Lys Arg Ala Pro Val Lys Gln Thr 
245 250 255 

Leu Asn Phe Asp Leu Leu Lys Leu Ala Gly Asp Val Glu Ser Asn Pro 
260 265 270 

Gly Pro Asp Val Gln Met Thr Gln Ser Pro Ser Asn Leu Ala Ala Ser 
275 280 285 

Pro Gly Glu Ser Val Ser Ile Asn Cys Lys Ala Ser Glu Ser Ile Ser 
290 295 300 

Lys Tyr Leu Ala Trp Tyr Leu Gln Lys Pro Gly Lys Ala Asn Lys Leu 
305 310 315 320 

Leu Met Tyr Asp Gly Ser Thr Leu Gln Ser Gly Ile Pro Ser Arg Phe 
325 330 335 

Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Arg Ser Leu 
340 345 350 

Glu Pro Glu Asp Phe Gly Leu Tyr Tyr Cys Gln Gln His Tyr Glu Tyr 
355 360 365 

Pro Ala Thr Phe Gly Ser Gly Thr Lys Leu Glu Ile Lys Gly Gly Gly 
370 375 380 

Ser Gly Gly Gly Gly Gln Val Thr Leu Lys Glu Ser Gly Pro Gly Ile 
385 390 395 400 

Leu Gln Pro Ser Gln Thr Leu Ser Leu Thr Cys Ser Phe Ser Gly Phe 
405 410 415 

Ser Leu Arg Thr Ser Gly Met Gly Val Gly Trp Ile Arg Gln Pro Ser 
420 425 430 

Gly Lys Gly Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys 
435 440 445 

Arg Tyr Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr 
450 455 460 

Ser Ser Asn Gln Val Phe Leu Lys Ile Ala Ser Val Asp Thr Ala Asp 
465 470 475 480 
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cacatttggt gggatgatga caagcgctat aatccagccc tgaagagccg actgacaatc 	1380 

tccaaggata cctccagcaa ccaggtattc ctcaaaatcg ccagtgtgga cactgcagat 	1440 

actgccacat actactgtgc tcaaataaac cccgcctggt ttgcttactg gggccaaggg 	1500 

actctggtca ctgtgagctc actgggaggc tgctag 1536 

<210> 	99 
<211> 	239 
<212> 	PAT 
<213> 	homo sapiens 

<400> 	99 

Glu Ile Val Leu Thr Gln Ser Pro Asp Phe Gln Ser Val Thr Pro Lys 
1 5 10 15 

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

Ile His Trp Tyr Gln Gln Lys Pro Asp Gln Ser Lys Leu Leu Ile Pro 
35 40 45 

Lys Glu Val Ser Glu Ser Ile Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 60 

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

Glu Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 105 110 

Gly Gly Gly Gln Val Thr Leu Arg Glu Ser Gly Pro Ala Leu Val Lys 
115 120 125 

Pro Thr Gln Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu 
130 135 140 

Ser Thr Ser Gly Met Gly Val Gly Trp Ile Arg Gln Pro Pro Gly Lys 
145 150 155 160 

Ala Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr 
165 170 175 

Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys 
180 185 190 

Asn Gln Val Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala 
195 200 205 

Thr Tyr Tyr Cys Ala Gln Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly 
210 215 220 

Gin Gly Thr Leu Val Thr Val Ser Ser Phe Asn Arg Gly Glu Cys 
225 230 235 
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<210> 	100 
<211> 	720 
<212> 	DNA 
<213> 	homo sapiens 

<400> 	100 
gaaattgtgc tgactcagtc tccagacttt cagtctgtga ctccaaagga gaaagtcacc 60 

ttcacctgca ggaccagtca gagcattggc acaaacatac actggtacca gcagaaacca 120 

gatcagtctc caaagctcct catcaaggag gtttctgagt ctatctctgg agtcccatcg 180 

aggttcagtg gcagtggatc tgggacagat ttcaccctca ccatcaatag cctggaagct 240 

gaagatgctg caacgtatta ctgtcaacaa agtaatacct ggccgttcac gttcggcgga 300 

gggaccaagg tggagatcaa aggaggcgga tccggaggcg gaggccaggt taccctgaga 360 

gagtctggcc ctgcgctggt gaagcccaca cagaccctca cactgacttg taccttctct 420 

gggttttcac tgagcacttc tggtatgggt gtaggctgga ttcgtcagcc tcccgggaag 480 

gctctagagt ggctggcaca catttggtgg gatgatgaca agcgctataa tccagccctg 540 

aagagccgac tgacaatctc caaggatacc tccaaaaacc aggtagtcct cacaatgacc 600 

aacatggacc ctgtggatac tgccacatac tactgtgctc aaataaaccc cgcctggttt 660 

gcttactggg gccaagggac tctggtcact 

<210> 	101 
<211> 	246 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	101 

Asp Ile Val Met Thr Gln Ser Pro 
1 	 5 

Glu Arg Ala Thr Ile Asn Cys Lys 
20 

Gly Asp Ser Phe Met Asn Trp Tyr 
35 	 40 

Lys Leu Leu Ile Tyr Thr Thr Ser 
50 	 55 

Arg Phe Ser Gly Ser Giy Ser Gly 
65 	 70 

Ser Leu Gln Ala Glu Asp Val Ala 
85 

Glu Asp Pro Tyr Thr Phe Gly Gln 
100 

Giy Gly Ser Gly Gly Gly Gly Gln 

gtgagctcat 

Asp Ser Leu 
10 

Ala Ser Gin 
25 

Gln Gln Lys 

Asn Leu Glu 

Thr Asp Phe 
75 

Val Tyr Tyr 
90 

Gly Thr Lys 
105 

Val Gln Leu 

tcaacagggg agagtgttag 

Ala Val Ser Leu Gly 
15 

Ser Val Asp Phe Asp 
30 

Pro Gly Gln Pro Pro 
45 

Ser Gly Val Pro Asp 
60 

Thr Leu Thr Ile Ser 
80 

Cys Gln Gln Ser Asn 
95 

Leu Glu Ile Lys Gly 
110 

Val Gln Ser Gly Ala 

720 
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115 120 125 

Glu Val Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser 
130 135 	 140 

Gly Tyr Thr Phe Thr Asn Tyr Trp Ile His Trp Val Arg Gln Ala Pro 
145 150 	 155 160 

Gly Gln Gly Leu Glu Trp Ile Gly Val Ile Asp Pro Ser Asp Thr Tyr 
165 170 175 

Pro Asn Tyr Asn Lys Lys Phe Lys Gly Arg Val Thr Met Thr Val Val 
180 185 	 190 

Val Ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp 
195 200 	 205 

Asp Thr Ala Val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr Tyr 
210 215 	 220 

Ser Gly Met Asp Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser 
225 230 	 235 240 

Val Glu Pro Lys Ser Cys 
245 

<210> 	102 
<211> 	741 
<212> 	DNA 
<213> 	Homo sapiens 

<400> 	102 
gacatcgtga tgacccaatc tccagactct ttggctgtgt ctctagggga gagggccacc 60 

atcaactgca aggccagcca aagtgttgat tttgatggtg atagttttat gaactggtac 120 

caacagaaac caggacagcc acccaaactc ctcatctata ctacatccaa tctagaatct 180 

ggggtcccag acaggtttag tggcagtggg tctgggacag acttcaccct caccatcagc 240 

agcctgcagg ctgaggatgt ggcagtttat tactgtcagc aaagtaatga ggatccgtac 300 

acgttcggac aggggaccaa gcttgagatc aaaggaggcg gatccggagg cggaggccag 360 

gttcagctgg tgcagtctgg agctgaggtg aagaagcctg gggcctcagt gaaggtctcc 420 

tgcaaggctt ctggttacac ctttaccaac tactggatac actgggtgcg acaggcccct 480 

ggacaagggc ttgagtggat tggagtgatt gatccttctg atacttatcc aaattacaat 540 

aaaaagttca agggcagagt caccatgacc gtagtcgtat ccacgagcac agcctacatg 600 

gagctgagga gcctgagatc tgacgacacg gccgtgtatt actgtgcgag aaacggtgat 660 

tccgattatt actctggtat ggactactgg gggcaaggga ccacggtcac cgtctcctca 720 

gttgagccca aatcttgtta g 741 

<210> 	103 
<211> 	30 
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<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH FR1 

<400> 	103 

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

Thr Leu Ser Leu Thr Cys Ser Phe Ser Gly Phe Ser Leu Arg 
20 25 30 

<210> 	104 
<211> 	30 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH FR1 

<400> 	104 

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

Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser 
20 25 30 

<210> 	105 
<211> 	30 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH FR1 

<400> 	105 

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

Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser 
20 25 30 

<210> 	106 
<211> 	30 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH FR1 

<400> 	106 

Gln Val Thr Leu Arg Glu Ser Gly Pro Ala Leu Val Lys Pro Thr Gln 
1 	 5 10 15 
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Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Arg 
20 25 30 

<210> 	107 
<211> 	30 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH FR1 

<400> 	107 

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

Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser 
20 25 30 

<210> 	108 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VII Sequences Derived from 3G8 VH * 	CDR1 

<400> 	108 

Thr Ser Gly Met Gly Val Gly 
1 	 5 

<210> 	109 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH • CDR1 

<400> 	109 

Thr Ser Gly Val Gly Val Gly 
1 	 5 

<210> 	110 
<211> 	14 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR2 

<400> 	110 

Trp Ile Arg Gln Pro Ser Gly Lys Gly Leu Glu Trp Leu Ala 
1 	 5 10 

<210> 	111 
<211> 	14 
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<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR2 

<400> 	111 

Trp Ile Arg Gln Pro Pro Gly Lys Ala Leu Glu Trp Leu Ala 
1 	 5 10 

<210> 	112 
<211> 	16 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * CDR2 

<400> 	112 

His Ile Trp Trp Asp Asp Asp Lys Arg Tyr Asn Pro Ala Leu Lys Ser 
1 	 5 10 15 

<210> 	113 
<211> 	16 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 	' 
<223> 	VH Sequences Derived from 3G8 VH * CDR2 

<400> 	113 

His Ile Tyr Trp Asn Asp Asp Lys Arg Tyr Asn Pro Ala Leu Lys Ser 
1 	 5 10 15 

<210> 	114 
<211> 	16 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * CDR2 

<400> 	114 

His Ile Trp Trp Asp Asp Asp Lys Arg Tyr Ser Pro Ser Leu Lys Ser 
1 	 5 10 15 

<210> 	115 
<211> 	16 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * CDR2 

<400> 115 
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His Ile Tyr Trp Asp Asp Asp Lys Arg Tyr Asn Pro Ala Leu Lys Ser 
1 	 5 10 15 

<210> 	116 
<211> 	16 
<212> 	PAT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH • CDR2 

<400> 	116 

His Ile Trp Trp Asn Asp Asp Lys Arg Tyr Asn Pro Ala Leu Lys Sex 
1 	 5 10 15 

<210> 	117 
<211> 	16 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VII * CDR2 

<400> 	117 

Leu Ile Asp Trp Asp Asp Asp Lys Arg Tyr Ser Pro Ser Leu Lys Ser 
1 	 5 10 15 

<210> 	118 
<211> 	16 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * CDR2 

<400> 	118 

His Ile Phe Trp Asp Asp Asp Lys Arg Tyr Ser Pro Ser Leu Lys Ser 
1 	 5 10 15 

<210> 	119 
<211> 	16 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * CDR2 

<400> 	119 

Leu Ile Trp Trp Asp Asp Asp Lys Arg Tyr Ser Pro Ser Leu Lys Ser 
1 	 5 10 15 

<210> 	120 
<211> 	16 
<212> 	PRT 
<213> 	Artificial Sequence 
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<220> 
<223> 	VH Sequences Derived from 3GB VH * CDR2 

<400> 	120 

His Ile Asp Trp Asp Asp Asp Lys Arg Tyr Ser Pro Ser Leu Lys Ser 
1 	 5 10 15 

<210> 	121 
<211> 	16 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * CDR2 

<400> 	121 

Leu Ile Trp Trp Asn Asp Asp Lys Arg Tyr Ser Pro Ser Leu Lys Ser 
1 	 5 10 15 

<210> 	122 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3GB VH * FR3 

<400> 	122 

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

Ile Asp Thr Ala Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
20 25 

<210> 	123 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	123 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Arg 
20 25 

<210> 	124 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

-54- 



<400> 124 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
20 25 

<210> 	125 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	125 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Thr 
20 25 

<210> 	126 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VII * FR3 

<400> 	126 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Lys 
20 25 

<210> 	127 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	127 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Ala 
20 25 

<210> 	128 
<211> 	29 
<212> 	PRT 
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<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	128 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala His 
20 25 

<210> 	129 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	129 

Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Arg 
20 25 

<210> 	130 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	130 

Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala His 
20 25 

<210> 	131 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	131 

Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
20 25 
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<210> 	132 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH • FR3 

<400> 	132 

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

Ala Asp Thr Ala Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
20 25 

<210> 	133 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	133 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Thr Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Arg 
20 25 

<210> 	134 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	134 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Thr Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
20 25 

<210> 	135 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 135 
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Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gin Val Val Leu Thr 
1 	 5 10 15 

Thr Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Thr 
20 25 

<210> 	136 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	136 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Thr Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Lys 
20 25 

<210> 	137 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	137 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Thr Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Ala 
20 25 

<210> 	138 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	138 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Thr Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala His 
20 25 

<210> 	139 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
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<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	139 

Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Thr Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Arg 
20 25 

<210> 	140 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	140 

Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Thr Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala His 
20 25 

<210> 	141 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	141 

Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Thr Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
20 25 

<210> 	142 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VII * FR3 

<400> 	142 

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

Ser Asp Thr Ala Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
20 25 

<210> 	143 
<211> 	29 
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<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	143 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Asn Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Arg 
20 25 

<210> 	144 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	144 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Asn Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
20 25 

<210> 	145 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	145 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Asn Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Thr 
20 25 

<210> 	146 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	146 

Arg Leu Thx Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Asn Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Lys 



20 25 

<210> 	147 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	147 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Asn Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Ala 
20 25 

<210> 	148 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	148 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Asn Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala His 
20 25 

<210> 	149 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	149 

Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Aan Gln Val Val Leu Thr 
1 	 5 10 15 

Asn Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Arg 
20 25 

<210> 	150 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 150 
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Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Asn Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala His 
20 25 

<210> 	151 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	151 

Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Asn Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
20 25 

<210> 	152 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	152 

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

Val Asp Thr Ala Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
20 25 

<210> 	153 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	153 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Arg 
20 25 

<210> 	154 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
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<223> 	VH Sequences Derived from 3G8 VII * FR3 

<400> 	154 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
20 25 

<210> 	155 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	155 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Thr 
20 25 

<210> 	156 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	156 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Lys 
20 25 

<210> 	157 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	157 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Ala 
20 25 

<210> 	158 
<211> 	29 
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<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	158 

Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala His 
20 25 

<210> 	159 
<211> 	29 • 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	159 

Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Arg 
20 25 

<210> 	160 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	160 

Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 

Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala His 
20 25 

<210> 	161 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * FR3 

<400> 	161 

Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr 
1 	 5 10 15 



Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Gln 
20 25 

<210> 	162 
<211> 	8 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * CDR3 

<400> 	162 

Ile Asn Pro Ala Trp Phe Ala Tyr 
1 	 5 

<210> 	163 
<211> 	8 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * CDR3 

<400> 	163 

Ile Aan Pro Ala Trp Phe Asp Tyr 
1 	 5 

<210> 	164 
<211> 	8 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VII Sequences Derived from 3G8 VH * CDR3 

<400> 	164 

Ile Asn Pro Ala Tyr Phe Ala Tyr 
1 	 5 

<210> 	165 
<211> 	8 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VH Sequences Derived from 3G8 VH * CDR3 

<400> 	165 

Ile Asn Pro Ala Tyr Phe Asp Tyr 
1 	 5 

<210> 	166 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 
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<220> 
<223> 	VII Sequences Derived from 3G8 VII * FR4 

<400> 	166 

Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ala 
1 	 5 10 

<210> 	167 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VII Sequences Derived from 3GB VII * FR4 

<400> 	167 

Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
1 	 5 10 

<210> 	168 
<211> 	15 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3GB VL* FR1 

<400> 	168 

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

<210> 	169 
<211> 	15 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3GB VL* FR1 

<400> 	169 

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

<210> 	170 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR1 

<400> 	170 

Lys Ala Ser Gln Asp Gly Asp Ser Phe Met Asn 
1 	 5 10 
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<210> 171 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VI, Sequences Derived from 3G8 VL* CDR1 

<400> 171 

An Ala Ser Gln Asp Gly Asp Ser Phe Met Asn 
1 5 10 

<210> 172 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VI* CDR1 

<400> 172 

Lys Ser Ser Gln Asp Gly Asp Ser Phe Met Asn 
1 5 10 

<210> 173 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VI* CDR1 

<400> 173 

Lys Ala Ser Gln Asp Gly Asp Ser Tyr Met Asn 
1 5 10 

<210> 174 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* CDR1 

<400> 174 

Lys Ala Ser Gln Asp Gly Asp Ser Phe Leu Asn 
1 5 10 

<210> 175 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* CDR1 
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<400> 175 

Lys Ala Ser Gln Asp Gly Asp Ser Phe Met Ala 
1 5 10 

<210> 	176 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR1 

<400> 	176 

Lys Ala Ser Gln Asp Gly Asp Ser Tyr Leu Ala 
1 5 10 

<210> 	177 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR1 

<400> 	177 

Lys Ala Ser Ser Asp Gly Asp Ser Phe Met Asn 
1 5 10 

<210> 	178 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VI Sequences Derived from 3G8 VL* CDR1 

<400> 	178 

Arg Ala Ser Ser Asp Gly Asp Ser Phe Met Asn 
1 5 10 

<210> 	179 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VI Sequences Derived from 3G8 VL* CDR1 

<400> 	179 

Lys Ser Ser Ser Asp Gly Asp Ser Phe Met Asn 
1 5 10 

<210> 	180 
<211> 	11 
<212> 	PRT 
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<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* CDR1 

<400> 180 

Lys Ala Ser Ser Asp Gly Asp Ser Tyr Met Asn 
1 5 10 

<210> 181 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* CDR1 

<400> 181 

Lys Ala Ser Ser Asp Gly Asp Ser Phe Leu Asn 
1 5 10 

<210> 182 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VI, Sequences Derived from 3G8 VI* CDR1 

<400> 182 

Lys Ala Ser Ser Asp Gly Asp Ser Phe Met Ala 
1 5 10 

<210> 183 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* CDR1 

<400> 183 

Lys Ala Ser Ser Asp Gly Asp Ser Tyr Leu Ala 
1 5 10 

<210> 184 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* CDR1 

<400> 184 
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Lys Ala Ser Val Asp Gly Asp Ser Phe Met Asn 
1 	 5 10 

<210> 	185 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR1 

<400> 	185 

Arg Ala Ser Val Asp Gly Asp Ser Phe Met Asn 
1 	 5 10 

<210> 	186 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR1 

<400> 	186 

Lys Ser Ser Val Asp Gly Asp Ser Phe Met Asn 
1 	 5 10 

<210> 	187 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR1 

<400> 	187 

Lys Ala Ser Val Asp Gly Asp Ser Tyr Met Asn 
1 	 5 10 

<210> 	188 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR1 

<400> 	188 

Lys Ala Ser Val Asp Gly Asp Ser Phe Leu Asn 
1 	 5 10 

<210> 	189 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 
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<220> 
<223> VL Sequences Derived from 3G8 VL* 	CDR1 

<400> 189 

Lys Ala Ser Val Asp Gly Asp Ser Phe Met Ala 
1 5 10 

<210> 190 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VI* 	CDR1 

<400> 190 

Lys Ala Ser Val Asp Gly Asp Ser Tyr Leu Ala 
1 5 10 

<210> 191 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VI Sequences Derived from 3G8 VL* 	CDR1 

<400> 191 

Lys Ala Ser Asp Asp Gly Asp Ser Phe Met Asn 
1 5 10 

<210> 192 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* 	CDR1 

<400> 192 

Arg Ala Ser Asp Asp Gly Asp Ser Phe Met Asn 
1 5 10 

<210> 193 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VI* 	CDR1 

<400> 193 

Lys Ser Ser Asp Asp Gly Asp Ser Phe Met Asn 
1 5 10 
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<210> 194 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* CDR1 

<400> 194 

Lys Ala Ser Asp Asp Gly Asp Ser Tyr Met Asn 
1 5 10 

<210> 195 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* CDR1 

<400> 195 

Lye Ala Ser Asp Asp Gly Asp Ser Phe Leu Asn 
1 5 10 

<210> 196 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* CDR1 

<400> 196 

Lys Ala Ser Asp Asp Gly Asp Ser Phe Met Ala 
1 5 10 

<210> 197 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* CDR1 

<400> 197 

Lys Ala Ser Asp Asp Gly Asp Ser Tyr Leu Ala 
1 5 10 

<210> 198 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* CDR1 
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<400> 198 

Lys Ala Ser Phe Asp Gly Asp Ser Phe Met Asn 
1 5 10 

<210> 	199 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR1 

<400> 	199 

Arg Ala Ser Phe Asp Gly Asp Ser Phe Met Asn 
1 5 10 

<210> 	200 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR1 

<400> 	200 

Lys Ser Ser Phe Asp Gly Asp Ser Phe Met Asn 
1 5 10 

<210> 	201 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR1 

<400> 	201 

Lys Ala Ser Phe Asp Gly Asp Ser Tyr Met Asn 
1 5 10 

<210> 	202 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VI* CDR1 

<400> 	202 

Lys Ala Ser Phe Asp Gly Asp Ser Phe Leu Asn 
1 5 10 

<210> 	203 
<211> 	11 
<212> 	PRT 
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<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* 	CDR1 

<400> 	203 

Lys Ala Ser Phe Asp Gly Asp Ser Phe Met Ala 
1 	 5 10 

<210> 	204 
<211> 	11 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* 	CDR1 

<400> 	204 

Lys Ala Ser Phe Asp Gly Asp Ser Tyr Leu Ala 
1 	 5 10 

<210> 	205 
<211> 	16 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* 	FR2 

<400> 	205 

Trp Tyr Gln Gln Lys Ala Pro Gly Gln Pro Pro Lys Leu Leu Ile Tyr 
1 	 5 10 15 

<210> 	206 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* 	CDR2 

<400> 	206 

Thr Thr Ser Asn Leu Glu Ser 
1 	 5 

<210> 	207 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VI Sequences Derived from 3G8 VI* 	CDR2 

<400> 207 
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Asp Ala Ser Asn Leu Glu Ser 
1 	 5 

<210> 	208 
<211> 	7 
<212> 	PAT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR2 

<400> 	208 

Trp Ala Ser Asn Leu Glu Ser 
1 	 5 

<210> 	209 
<211> 	7 
<212> 	PAT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR2 

<400> 	209 

Thr Thr Ser Asn Leu Glu Thr 
1 	 5 

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

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR2 

<400> 	210 

Asp Ala Ser Asn Leu Glu Thr 
1 	 5 

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

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR2 

<400> 	211 

Asp Ala Ser Asn Leu Ala Thr 
1 	 5 

<210> 	212 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 
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<220> 
<223> 	VL Sequences Derived from 3G8 VI* CDR2 

<400> 	212 

Ser Ala Ser Asn Leu Gln Ser 
1 	 5 

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

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR2 

<400> 	213 

Ser Thr Ser Asn Leu Glu Ser 
1 	 5 

<210> 	214 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VI* CDR2 

<400> 	214 

Ser Thr Ser Asn Leu Gln Ser 
1 	 5 

<210> 	215 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VI Sequences Derived from 3G8 VI* CDR2 

<400> 	215 

Thr Thr Ser Asn Leu Gln Ser 
1 	 5 

<210> 	216 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VI Sequences Derived from 3G8 VI* CDR2 

<400> 	216 

Thr Thr Ser Ser Leu Gln Ser 
1 	 5 
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<210> 217 
<211> 32 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* FR3 

<400> 217 

Gly Ile Pro Ala Arg Phe Ser Ala Ser Gly Ser Gly Thr Asp Phe Thr 
1 5 10 15 

Leu Asn Ile His Pro Val Glu Glu Glu Asp Thr Ala Thr Tyr Tyr Cys 
20 25 30 

<210> 218 
<211> 32 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* FR3 

<400> 218 

Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr 
1 5 10 15 

Leu Thr Ile Ser Ser Leu Gln Ala Glu Asp Val Ala Val Tyr Tyr Cys 
20 25 30 

<210> 219 
<211> 9 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VL Sequences Derived from 3G8 VL* CDR3 

<400> 219 

Gln Gln Ser Asn Glu Asp Pro Tyr Thr 
1 5 

<210> 220 
<211> 9 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> VI Sequences Derived from 3G8 VI* CDR3 

<400> 220 

G1n.G1n Ser Tyr Ser Thr Pro Tyr Thr 
1 5 

<210> 221 
<211> 9 
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<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VI Sequences Derived from 3G8 VL* CDR3 

<400> 	221 

Gln Gln Ser Tyr Glu Asp Pro Tyr Thr 
1 	 5 

<210> 	222 
<211> 	9 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VI Sequences Derived from 3G8 VL* CDR3 

<400> 	222 

Gln Gln Ser Asn Ser Asp Pro Tyr Thr 
1 	 5 

<210> 	223 
<211> 	9 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* CDR3 

<400> 	223 

Gln Gln Ser Asn Glu Thr Pro Tyr Thr 
1 	 5 

<210> 	224 
<211> 	10 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VL Sequences Derived from 3G8 VL* FR4 

<400> 	224 

Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 
1 	 5 10 

<210> 	225 
<211> 	10 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	VI Sequences Derived from 3G8 VI* FR4 

<400> 225 
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Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys 
1 	 5 	 10 

<210> 226 
<211> 714 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> 	H3G8VI-C83.1VH 

<400> 	226 
gacatcgtga tgacccaatc tccagactct ttggctgtgt ctctagggga gagggccacc 60 

atcaactgca aggccagcca aagtgttgat tttgatggtg atagttttat gaactggtac 120 

caacagaaac caggacagcc acccaaactc ctcatctata ctacatccaa tctagaatct 180 

ggggtcccag acaggtttag tggcagtggg tctgggacag acttcaccct caccatcagc 240 

agcctgcagg ctgaggatgt ggcagtttat tactgtcagc aaagtaatga ggatccgtac 300 

acgttcggac aggggaccaa gcttgagatc aaaggaggcg gatccggagg cggaggccag 360 

gtccaactgc agcagcctgg ggctgagctg gtgaggcctg gggcttcagt gaagctgtcc 420 

tgcaaggctt ctggctacac cttcaccagc tactggatga actgggtgaa gcagaggcct 480 

ggacaaggcc ttgaatggat tggtatggtt gatccttcag acagtgaaac tcactacaat 540 

caaatgttca aggacaaggc cacattgact gttgacaaat cctccagcac agcctacatg 600 

cagctcagca gcctgacatc tgaggactct gcggtctatt actgtgcaag agctatgggc 660 

tactggggtc aaggaacctc agtcaccgtc 

<210> 	227 
<211> 	238 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	H3G8VI-C83.1VH 

<400> 	227 

Asp Ile Val Met Thr Gln Ser Pro 
1 	 5 

Glu Arg Ala Thr Ile Asn Cys Lys 
20 

Gly Asp Ser Phe Met Asn Trp Tyr 
35 	 40 

Lys Leu Leu Ile Tyr Thr Thr Ser 
50 	 55 

Arg Phe Ser Gly Ser Gly Ser Gly 
65 	 70 

tcctcagttg 

Asp Ser Leu 
10 

Ala Ser Gln 
25 

Gln Gln Lys 

Asn Leu Glu 

Thr Asp Phe 
75 

agcccaaatc ttgt 

Ala Val Ser Leu Gly 
15 

Ser Val Asp Phe Asp 
30 

Pro Gly Gln Pro Pro 
45 

Ser Gly Val Pro Asp 
60 

Thr Leu Thr Ile Ser 
80 

714 
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Ser Leu Gln Ala Glu Asp Val Ala Val Tyr Tyr 
85 	 90 

Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys 
100 	 105 

Gly Gly Ser Gly Gly Gly Gly Gln Val Gln Leu 
115 	 120 

Glu Leu Val Arg Pro Gly Ala Ser Val Lys Leu 
130 	 135 

Gly Tyr Thr Phe Thr Ser Tyr Trp Met Asn Trp 
145 	 150 	 155 

Gly Gln Gly Leu Glu Trp Ile Gly Met Val Asp 
165 	 170 

Thr His Tyr Asn Gln Met Phe Lys Asp Lys Ala 
180 	 185 

Lys Ser Ser Ser Thr Ala Tyr Met Gln Leu Ser 
195 	 200 

Asp Ser Ala Val Tyr Tyr Cys Ala Arg Ala Met 
210 	 215 

Gly Thr Ser Val Thr Val Ser Ser Val Glu Pro 
225 	 230 	 235 

<210> 	228 
<211> 	732 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	CB3.1VL-h3G8VB 

<400> 	228 
gatgttgtga tgacccagac tccactcact ttgtcggtta 

Cys Gln Gln 

Leu Glu Ile 
110 

Gln Gln Pro 
125 

Ser Cys Lys 
140 

Val Lys Gln 

Pro Ser Asp 

Thr Leu Thr 
190 

Ser Leu Thr 
205 

Gly Tyr Trp 
220 

Lys Ser Cys 

acattggaca 

Ser Asn 
95 

Lys Gly 

Gly Ala 

Ala Ser 

Arg Pro 
160 

Ser Glu 
175 

Val Asp 

Ser Glu 

Gly Gln 

accagcctcc 60 

atctcttgta agtcaagtca gagcctctta gatactgatg gaaagacata tttgaattgg 120 

ttgttacaga ggccaggcca gtctccaaac cgcctaatct atctggtgtc taaactggac 180 

tctggagtcc ctgacaggtt cactggcagt ggatcaggga cagatttcac actgaaaatc 240 

agcagagtgg aggctgagga tttgggaatt tattattgct ggcaaggtac acattttccg 300 

ctcacgttcg gtgctgggac caagctggag ctgaaaggag gcggatccgg aggcggaggc 360 

caggttaccc tgagagagtc tggccctgcg ctggtgaagc ccacacagac cctcacactg 420 

acttgtacct tctctgggtt ttcactgagc acttctggta tgggtgtagg ctggattcgt 480 

cagcctcccg ggaaggctct agagtggctg gcacacattt ggtgggatga tgacaagcgc 540 

tataatccag ccctgaagag ccgactgaca atctccaagg atacctccaa aaaccaggta 600 
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gtcctcacaa tgaccaacat ggaccctgtg gatactgcca catactactg tgctcaaata 660 

aaccccgcct ggtttgctta ctggggccaa 

aggggagagt gt 

gggactctgg tcactgtgag ctcattcaac 720 

732 

<210> 	229 
<211> 	244 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	033.1VL-h3G8VE 

<400> 	229 

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

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu Asp Thr 
20 25 30 

Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu Gln Arg Pro Gly Gln Ser 
35 40 45 

Pro Asn Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp Ser Gly Val Pro 
50 55 60 

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

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

Thr His Phe Pro Leu Thr Phe Gly Ala Gly Thr Lys Leu Glu Leu Lys 
100 105 110 

Gly Gly Gly Ser Gly Gly Gly Gly Gln Val Thr Leu Arg Glu Ser Gly 
115 120 125 

Pro Ala Leu Val Lys Pro Thr Gln Thr Leu Thr Leu Thr Cys Thr Phe 
130 135 140 

Ser Gly Phe Ser Leu Ser Thr Ser Gly Met Gly Val Gly Trp Ile Arg 
145 150 155 160 

Gln Pro Pro Gly Lys Ala Leu Glu Trp Leu Ala His Ile Trp Trp Asp 
165 170 175 

Asp Asp Lys Arg Tyr Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser 
180 185 190 

Lys Asp Thr Ser Lys Asn Gln Val Val Leu Thr Met Thr Asn Met Asp 
195 200 205 

Pro Val Asp Thr Ala Thr Tyr Tyr Cys Ala Gln Ile Asn Pro Ala Trp 
210 215 220 

Phe Ala Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Phe Asn 
225 230 235 240 
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Arg Gly Glu Cys 

<210> 	230 
<211> 	702 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	8135-033.1-VEPKSC 

<400> 	230 
gacattcaga tgacacagtc tccatcctcc ctacttgcgg cgctgggaga aagagtcagt 60 

ctcacttgtc gggcaagtca ggaaattagt ggttacttaa gctggcttca gcagaaacca 120 

gatggaacta ttaaacgcct gatctacgcc gcatccactt tagattctgg tgtcccaaaa 180 

aggttcagtg gcagtgagtc tgggtcagat tattctctca ccatcagcag tcttgagtct 240 

gaagattttg cagactatta ctgtctacaa tattttagtt atccgctcac gttcggtgct 300 

gggaccaagc tggagctgaa aggaggcgga tccggaggcg gaggccaggt ccaactgcag 360 

cagcctgggg ctgagctggt gaggcctggg gcttcagtga agctgtcctg caaggcttct 420 

ggctacacct tcaccagcta ctggatgaac tgggtgaagc agaggcctgg acaaggcctt 480 

gaatggattg gtatggttga tccttcagac agtgaaactc actacaatca aatgttcaag 540 

gacaaggcca cattgactgt tgacaaatcc tccagcacag cctacatgca gctcagcagc 600 

ctgacatctg aggactctgc ggtctattac tgtgcaagag ctatgggcta ctggggtcaa 660 

ggaacctcag tcaccgtctc ctcagttgag cccaaatctt gt 702 

<210> 	231 
<211> 	234 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	8B5-CB3.1-VEPKSC 

<400> 	231 

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

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

Leu Ser Trp Leu Gln Gln Lys Pro Asp Gly Thr Ile Lys Arg Leu Ile 
35 	 40 45 

Tyr Ala Ala Ser Thr Leu Asp Ser Gly Val Pro Lys Arg Phe Ser Gly 
50 	 55 60 
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Ser Glu Ser Gly Set Asp Tyr Ser Leu Thr Ile Ser Ser Leu Glu Ser 
65 	 70 75 80 

Glu Asp Phe Ala Asp Tyr Tyr Cys Leu Gln Tyr Phe Ser Tyr Pro Leu 
85 90 95 

Thr Phe Gly Ala Gly Thr Lys Leu Glu Leu Lys Gly Gly Gly Ser Gly 
100 105 110 

Gly Gly Gly Gln Val Gln Leu Gln Gln Pro Gly Ala Glu Leu Val Arg 
115 	 120 125 

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

Thr Ser Tyr Trp Met Asn Trp Val Lys Gln Arg Pro Gly Gln Gly Leu 
145 	 150 155 160 

Glu Trp Ile Gly Met Val Asp Pro Ser Asp Set Glu Thr His Tyr Asn 
165 170 175 

Gln Met Phe Lys Asp Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser 
180 185 190 

Thr Ala Tyr Met Gln Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val 
195 	 200 205 

Tyr Tyr Cys Ala Arg Ala Met Gly Tyr Trp Gly Gln Gly Thr Ser Val 
210 	 215 220 

Thr Val Set Ser Val Glu Pro Lys Ser Cys 
225 	 230 

<210> 	232 
<211> 	726 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	C133.1-8135-FNRGEC 

<400> 	232 
gatgttgtga tgacccagac tccactcact ttgtcggtta acattggaca accagcctcc 60 

atctcttgta agtcaagtca gagcctctta gatactgatg gaaagacata tttgaattgg 120 

ttgttacaga ggccaggcca gtctccaaac cgcctaatct atctggtgtc taaactggac 180 

tctggagtcc ctgacaggtt cactggcagt ggatcaggga cagatttcac actgaaaatc 240 

agcagagtgg aggctgagga tttgggaatt tattattgct ggcaaggtac acattttccg 300 

ctcacgttcg gtgctgggac caagctggag ctgaaaggag gcggatccgg aggcggaggc 360 

gaagtgaagc ttgaggagtc tggaggaggc ttggtgcaac ctggaggatc catgaaactc 420 

tcttgtgaag cctctggatt cacttttagt gacgcctgga tggactgggt ccgtcagtct 480 

ccagagaagg ggcttgagtg ggttgctgaa attagaaaca aagctaaaaa tcatgcaaca 540 
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tactatgctg agtctgtgat agggaggttc accatctcaa gagatgattc caaaagtagt 	600 

gtctacctgc aaatgaacag cttaagagct gaagacactg gcatttatta ctgtggggct 	660 

ctgggccttg actactgggg ccaaggcacc 

gagtgt 

actctcacag tctcctcgtt caacagggga 	720 

726 

<210> 	233 
<211> 	242 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	CB3.1-835-FURGEC 

<400> 	233 

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

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu Asp Thr 
20 25 30 

Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu Gln Arg Pro Gly Gln Ser 
35 40 45 

Pro Asn Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp Ser Gly Val Pro 
50 55 60 

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

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

Thr His Phe Pro Leu Thr Phe Gly Ala Gly Thr Lys Leu Glu Leu Lys 
100 105 110 

Gly Gly Gly Ser Gly Gly Gly Gly Glu Val Lys Leu Glu Glu Ser Gly 
115 120 125 

Gly Gly Leu Val Gln Pro Gly Gly Ser Met Lys Leu Ser Cys Glu Ala 
130 135 140 

Ser Gly Phe Thr Phe Ser Asp Ala Trp Met Asp Trp Val Arg Gln Ser 
145 150 155 160 

Pro Glu Lys Gly Leu Glu Trp Val Ala Glu Ile Arg Asn Lys Ala Lys 
165 170 175 

Asn His Ala Thr Tyr Tyr Ala Glu Ser Val Ile Gly Arg Phe Thr Ile 
180 185 190 

Ser Arg Asp Asp Ser Lys Ser Ser Val Tyr Leu Gln Met Asn Ser Leu 
195 200 205 

Arg Ala Glu Asp Thr Gly Ile Tyr Tyr Cys Gly Ala Leu Gly Leu Asp 
210 215 220 



Tyr Trp Gly Gln Gly Thr Thr Leu Thr Val Ser Ser Phe Asn Arg Gly 
225 	 230 235 240 

Glu Cys 

<210> 	234 
<211> 	696 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	8B5VI-C63.1VH-LGGC 

<400> 	234 
gacattcaga tgacacagtc tccatcctcc ctacttgcgg cgctgggaga aagagtcagt 60 

ctcacttgtc gggcaagtca ggaaattagt ggttacttaa gctggcttca gcagaaacca 120 

gatggaacta ttaaacgcct gatctacgcc gcatccactt tagattctgg tgtcccaaaa 180 

aggttcagtg gcagtgagtc tgggtcagat tattctctca ccatcagcag tcttgagtct 240 

gaagattttg cagactatta ctgtctacaa tattttagtt atccgctcac gttcggtgct 300 

gggaccaagc tggagctgaa aggaggcgga tccggaggcg gaggccaggt ccaactgcag 360 

cagcctgggg ctgagctggt gaggcctggg gcttcagtga agctgtcctg caaggcttct 420 

ggctacacct tcaccagcta ctggatgaac tgggtgaagc agaggcctgg acaaggcctt 480 

gaatggattg gtatggttga tccttcagac agtgaaactc actacaatca aatgttcaag 540 

gacaaggcca cattgactgt tgacaaatcc tccagcacag cctacatgca gctcagcagc 600 

ctgacatctg aggactctgc ggtctattac tgtgcaagag ctatgggcta ctggggtcaa 660 

ggaacctcag tcaccgtctc ctcactggga ggctgc 696 

<210> 	235 
<211> 	232 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	825VL-CB3.1VH-LGGC 

<400> 	235 

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

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

Leu Ser Trp Leu Gln Gln Lys Pro Asp Gly Thr Ile Lys Arg Leu Ile 
35 	 40 45 

Tyr Ala Ala Ser Thr Leu Asp Ser Gly Val Pro Lys Arg Phe Ser Gly 
50 	 55 60 
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Ser Glu Ser Gly Ser Asp Tyr Ser Leu Thr Ile Ser Ser Leu Glu Ser 
65 	 70 	 75 80 

Glu Asp Phe Ala Asp Tyr Tyr Cys Leu Gln Tyr Phe Ser Tyr Pro Leu 
85 	 90 95 

Thr Phe Gly Ala Gly Thr Lys Leu Glu Leu Lys Gly Gly Gly Ser Gly 
100 	 105 110 

Gly Gly Gly Gln Val Gln Leu Gln Gln Pro Gly Ala Glu Leu Val Arg 
115 	 120 125 

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

Thr Ser Tyr Trp Met Asn Trp Val Lys Gln Arg Pro Gly Gln Gly Leu 
145 	 150 	 155 160 

Glu Trp Ile Gly Met Val Asp Pro Ser Asp Ser Glu Thr His Tyr Asn 
165 	 170 175 

Gln Met Phe Lys Asp Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser 
180 	 185 190 

Thr Ala Tyr Met Gln Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val 
195 	 200 205 

Tyr Tyr Cys Ala Arg Ala Met Gly Tyr Trp Gly Gln Gly Thr Ser Val 
210 	 215 220 

Thr Val Ser Ser Leu Gly Gly Cys 
225 	 230 

<210> 	236 
<211> 	720 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	CB3.1-8135-LGGC 

<400> 	236 
gatgttgtga tgacccagac tccactcact ttgtcggtta acattggaca accagcctcc 60 

atctcttgta agtcaagtca gagcctctta gatactgatg gaaagacata tttgaattgg 120 

ttgttacaga ggccaggcca gtctccaaac cgcctaatct atctggtgtc taaactggac 180 

tctggagtcc ctgacaggtt cactggcagt ggatcaggga cagatttcac actgaaaatc 240 

agcagagtgg aggctgagga tttgggaatt tattattgct ggcaaggtac acattttccg 300 

ctcacgttcg gtgctgggac caagctggag ctgaaaggag gcggatccgg aggcggaggc 360 

gaagtgaagc ttgaggagtc tggaggaggc ttggtgcaac ctggaggatc catgaaactc 420 

tcttgtgaag cctctggatt cacttttagt gacgcctgga tggactgggt ccgtcagtct 480 

ccagagaagg ggcttgagtg ggttgctgaa attagaaaca aagctaaaaa tcatgcaaca 540 
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tactatgctg agtctgtgat agggaggttc accatctcaa gagatgattc caaaagtagt 600 

gtctacctgc aaatgaacag cttaagagct gaagacactg gcatttatta ctgtggggct 660 

ctgggccttg actactgggg ccaaggcacc actctcacag tctcctcgct gggaggctgc 720 

<210> 	237 
<211> 	240 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	C83.1-885-LGGC 

<400> 	237 

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

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu Asp Thr 
20 25 30 

Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu Gln Arg Pro Gly Gln Ser 
35 40 45 

Pro Asn Arg Leu Ile Tyr Leu Val Set Lys Leu Asp Ser Gly Val Pro 
50 55 60 

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

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

Thr His Phe Pro Leu Thr Phe Gly Ala Gly Thr Lys Leu Glu Leu Lys 
100 105 110 

Gly Gly Gly Ser Gly Gly Gly Gly Glu Val Lys Leu Glu Glu Ser Gly 
115 120 125 

Gly Gly Leu Val Gln Pro Gly Gly Ser Met Lys Leu Ser Cys Glu Ala 
130 135 140 

Ser Gly Phe Thr Phe Ser Asp Ala Trp Met Asp Trp Val Arg Gln Ser 
145 150 155 160 

Pro Glu Lys Gly Leu Glu Trp Val Ala Glu Ile Arg Asn Lys Ala Lys 
165 170 175 

Asn His Ala Thr Tyr Tyr Ala Glu Ser Val Ile Gly Arg Phe Thr Ile 
180 185 190 

Ser Arg Asp Asp Ser Lys Ser Ser Val Tyr Leu Gln Met Asn Ser Leu 
195 200 205 

Arg Ala Glu Asp Thr Gly Ile Tyr Tyr Cys Gly Ala Leu Gly Leu Asp 
210 215 220 
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Tyr Trp Gly Gln Gly Thr Thr Leu Thr Val Ser Ser Leu Gly Gly Cys 
225 	 230 235 240 

<210> 	238 
<211> 	47 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh628F Primer 

<400> 	238 
ggaggcggat ccggaggcgg aggccaggtc caactgcagc agcctgg 47 

<210> 	239 
<211> 	49 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh629R Primer 

<400> 	239 
tttgaattct aacaagattt gggctcaact gaggagacgg tgactgagg 49 

<210> 	240 
<211> 	45 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh63OR Primer 

<400> 	240 
gcctccgcct ccggatccgc ctcctttcag ctccagcttg gtccc 45 

<210> 	241 
<211> 	47 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh631F Primer 

<400> 	241 
ggaggcggat ccggaggcgg aggcgaagtg aagcttgagg agtctgg 47 

<210> 	242 
<211> 	49 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh64OR Primer 

<400> 	242 
tttgaattct aacactctcc cctgttgaac gaggagactg tgagagtgg 49 

<210> 	243 
<211> 	48 
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<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Lgh644R Primer 

<400> 	243 
tttgtcgtca tcatcgtctt tgtagtcgga gtggacacct gtggagag 48 

<210> 	244 
<211> 	42 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh646R Primer 

<400> 	244 
tttgaattct agcagcctcc cagtgaggag acggtgactg ag 42 

<210> 	245 
<211> 	45 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh647F Primer 

<400> 	245 
caaagacgat gatgacgaca aagacattca gatgacacag tctcc 45 

<210> 	246 	' 
<211> 	43 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh648R Primer 

<400> 	246 
tttgaattct agcagcctcc cagcgaggag actgtgagag tgg 43 

<210> 	247 
<211> 	1044 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	2.4G2-3G8-hKappa 

<400> 	247 
gatgtccaga tgacccagtc tccatctaat cttgctgcct ctcctggaga aagtgtttcc 60 

atcaattgca aggcaagtga gagcattagc aagtatttag cctggtatct acagaaacct 120 

gggaaagcaa ataagcttct tatgtacgat gggtcaactt tgcaatctgg aattccatcg 180 

aggttcagtg gcagtggatc tggtacagat ttcactctca ccatcagaag cctggagcct 240 

gaagattttg gactctatta ctgtcaacag cattatgaat atccagccac gttcggttct 300 
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gggaccaagc tggagatcaa aggaggcgga tccggaggcg gaggccaggt taccctgaaa 360 

gagtctggcc ctgggatatt gcagccctcc cagaccctca gtctgacttg ttctttctct 420 

gggttttcac tgaggacttc tggtatgggt gtaggctgga ttcgtcagcc ttcagggaag 480 

ggtctagagt ggctggcaca catttggtgg gatgatgaca agcgctataa tccagccctg 540 

aagagccgac tgacaatctc caaggatacc tccagcaacc aggtattcct caaaatcgcc 600 

agtgtggaca ctgcagatac tgccacatac tactgtgctc aaataaaccc cgcctggttt 660 

gcttactggg gccaagggac tctggtcact gtgagctcac tgggaggctg cggcggaggg 720 

agccgtacgg tggctgcacc atcggtcttc atcttcccgc catctgatga gcagttgaaa 780 

tctggaactg cctctgttgt gtgcctgctg aataacttct atcccagaga ggccaaagta 840 

cagtggaagg tggataacgc cctccaatcg ggtaactccc aggagagtgt cacagagcag 900 

gacagcaagg acagcaccta cagcctcagc agcaccctga cgctgagcaa agcagactac 960 

gagaaacaca aagtctacgc ctgcgaagtc acccatcagg gcctgagctc gcccgtcaca 1020 

aagagcttca acaggggaga gtgt 1044 

<210> 	248 
<211> 	348 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	2.4G2-3G8-hKappa 

<400> 	248 

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

Glu Ser Val Ser tie Asn Cys Lys Ala Ser Glu Ser Ile Ser Lys Tyr 
20 25 30 

Leu Ala Trp Tyr Leu Gln Lys Pro Gly Lys Ala Asn Lys Leu Leu Met 
35 	 40 45 

Tyr Asp Gly Ser Thr Leu Gln Ser Gly Ile Pro Ser Arg Phe Ser Gly 
50 	 55 60 

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

Glu Asp Phe Gly Leu Tyr Tyr Cys Gln Gln His Tyr Glu Tyr Pro Ala 
85 90 95 

Thr Phe Gly Ser Gly Thr Lys Leu Glu Ile Lys Gly Gly Gly Ser Gly 
100 105 110 

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



Pro Ser Gln Thr Leu Ser Leu Thr Cys Ser Phe Ser Gly Phe Ser Leu 
130 	 135 140 

Arg Thr Ser Gly Met Gly Val Gly Trp Ile Arg Gln Pro Ser Gly Lys 
145 	 150 	 155 160 

Gly Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp Asp. Lys Arg Tyr 
165 	 170 175 

Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Ser 
180 	 185 190 

Asn Gln Val Phe Leu Lys Ile Ala Ser Val Asp Thr Ala Asp Thr Ala 
195 	 200 205 

Thr Tyr Tyr Cys Ala Gin Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly 
210 	 215 220 

Gln Gly Thr Leu Val Thr Val Set Ser Leu Gly Gly Cys Gly Gly Gly 
225 	 230 	 235 240 

Ser Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp 
245 	 250 255 

Glu Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn 
260 	 265 270 

Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu 
275 	 280 285 

Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp 
290 	 295 300 

Ser Thr Tyr Set Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr 
305 	 310 	 315 320 

Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser 
325 	 330 335 

Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
340 	 345 

<210> 	249 
<211> 	1734 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	3G8-2.4G2-hG1 

<400> 	249 
gacactgtgc tgacccaatc tccagcttct ttggctgtgt ctctagggca gagggccacc 60 

atctcctgca aggccagcca aagtgttgat tttgatggtg atagttttat gaactggtac 120 

caacagaaac caggacagcc acccaaactc ctcatctata ctacatccaa tctagaatct 180 

gggatcccag ccaggtttag tgccagtggg tctgggacag acttcaccct caacatccat 240 

-91- 



- Z6 - 

OSZ <006> 

TO14-Z966 Z-89E 	<EZZ> 
<OZZ> 

esuenbeS TeT0T3T4111 	<ETZ> 
Ida 	<ZTZ> 
EILS 	<TTZ> 
OSZ 	<OTZ> 

PELT 	yen 666032o462 000lolooft 6926206oeo 2302032202 0E4o306626 

089T 	3eo63T16160 oqp63eo333 33360e9666 fleobeobble. 620626erme 6616speo3o 

oni 	Eseimbeoelo loolloqqao 1.066312633q pe5b3oerybo poloobovoo efteolnova 

099T 	0226266006 236661.9206 2626663626 616=6o3eo efoft000ls 10410668es 

ocost 	34b630ob30 oebqoofong 66200es6212 0ost306e61 2666o00390 333362333Ta 

opt' 	0e3b366eoe aoyebeb000 obeo66beee opfteepow leopeeeeft 503voopoo6 

NET 	9330333362 egoevoowl 6622061.6es 07216266vreo 66q2e64066 aoebbeoovo 

out 	610026paeo 3oo36o69o3 664646=e4 tov06epee0 72.46206062 66606006ee 

con 	eoebevoobl ee3eob3b6ra 6b3bo66oeb 1:36021.6610 evo336evo3 Bbeffl000eb 

oon 	eefee006e6 I5oe661664 6646063eoe a366e63o00 0266000101 e63e010009 

out 	ogobee000e 2993000001 30100140lb 901600x666 66610010129 6300906203 

0801 	ofilboosopo Erpneovolo evegoe6351 4042e23306 264462626e 72012661662e 

our 	povolmofto opfrevaeoly ef.160evo64 33eoflooe6 v333so6651. loemotmool 

096 	=3636=6.6 3663636e36 gowooqoln 333ebbe343 o4beon3003 630660oo33 

006 	ooeovoblbo 66o6200261 0oo6066120.3 oes663603b 3660213660 oveboopon 

068 	pewebbecto 1663=6106 6630oo66o6 we0166664 oqoaeofsefse viroowowoo 

08L 	20E6333033 43316b33e3 006661re00e 33333636s6 66126606606 4o66y6b53o 

OZL 	1204=40.461 ovolbeogqq 62661220466 664006.4e66 3v31.6.4.66eo a3oot3eeb6 

099 	bon3ebe6e oveob3b4oe 11.e33osoob 6390966961 0166261046 eoe663v9e0 

009 	6300rne300 6w0begewe0 642ine6ebe ao444e33e3 1126=666e 126.46pogoe6 

OtS 	eflognoeol oeoe636646 Egeblenbe alvoonobo 166616966.3 0.36660e6012 

On 	epogoftmob 6=46663oo 6bgeov33a3 ov646wa344 ovo33e6bea .2=69061.63 

OZt 	6310;32226 1000166926 6300620626 1244066ebb6 664o16e661 6940626616 

09E 	626066966o 6626600196 60661266m v3egg66136 rm00s66666 6966013602 

00E 	01216001e66 e619246eve 062046,43el 3213322061 0e3266e66,2 66e66.4633o 



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

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

Gly.Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 40 45 

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

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

Pro Val Glu Glu Glu Asp Thr Ala Thr Tyr Tyr Cys Gln Gln Ser Asn 
85 90 95 

Glu Asp Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys Gly 
100 105 110 

Gly Gly Ser Gly Gly Gly Gly Glu Val Glu Leu Val Glu Ser Gly Gly 
115 120 125 

Gly Leu Val Gln Pro Gly Arg Ser Leu Lys Leu Ser Cys Ala Ala Ser 
130 135 140 

Gly Phe Thr Phe Ser Asp Tyr Tyr Met Ala Trp Val Arg Gln Ala Pro 
145 150 155 160 

Thr Thr Gly Leu Glu Trp Val Ala Ser Ile Ser Tyr Asp Gly Gly Asp 
165 170 175 

Thr His Tyr Arg Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp 
180 185 190 

Asn Ala Lys Ser Ser Leu Tyr Leu Gln Met Asp Ser Leu Arg Ser Glu 
195 200 205 

Asp Thr Ala Thr Tyr Tyr Cys Ala Thr Glu Thr Thr Gly Ile Pro Thr 
210 215 220 

Gly Val Met Asp Ala Trp Gly Gln Gly Val Ser Val Thr Val Ser Ser 
225 230 235 240 

Leu Gly Gly Cys Gly Gly Gly Ser Ala Ser Thr Lys Gly Pro Ser Val 
245 250 255 

Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala 
260 265 270 

Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser 
275 280 285 

Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val 
290 295 300 

Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro 
305 310 315 320 
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Ser Ser Ser Lou Gly Thr Gln Thr Tyr Ile Cys Asn Val Asn His Lys 
325 330 335 

Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp 
340 345 350 

Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly 
355 360 365 

Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile 
370 375 380 

Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu 
385 390 395 400 

Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His 
405 410 415 

Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg 
420 425 430 

Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys 
435 440 445 

Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu 
450 455 460 

Lys Thr Ile Ser Lys Ala Lys Gly Gln Arg Glu Pro Gln Val Tyr Pro 
465 470 475 480 

Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser Leu 
485 490 495 

Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp 
500 505 510 

Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val 
515 520 525 

Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp 
530 535 540 

Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His 
545 550 555 560 

Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro 
565 570 575 

Gly Lys 

<210> 251 
<211> 720 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> CD79VI-CD32BVH 

<400> 251 



gatgttgtga tgactcagtc tccactctcc ctgcccgtca cccttggaca gccggcctcc 60 

atctcctgca agtcaagtca gagcctctta gatagtgatg gaaagacata tttgaattgg 120 

tttcagcaga ggccaggcca atctccaaac cgcctaattt atctggtgtc taaactggac 180 

tctggggtcc cagacagatt cagcggcagt gggtcaggca ctgatttcac actgaaaatc 240 

agcagggtgg aggctgagga tgttggggtt tattactgct ggcaaggtac acattttccg 300 

ctcacgttcg gcggagggac caagcttgag atcaaaggag gcggatccgg aggcggaggc 360 

gaagtgaagc ttgaggagtc tggaggaggc ttggtgcaac ctggaggatc catgaaactc 420 

tcttgtgaag cctctggatt cacttttagt gacgcctgga tggactgggt ccgtcagtct 480 

ccagagaagg ggcttgagtg ggttgctgaa attagaaaca aagctaaaaa tcatgcaaca 540 

tactatgctg agtctgtgat agggaggttc accatctcaa gagatgattc caaaagtagt 600 

gtctacctgc aaatgaacag cttaagagct gaagacactg gcatttatta ctgtggggct 660 

ctgggccttg actactgggg ccaaggcacc 

<210> 	252 
<211> 	240 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	CD79VL-CD32BVH 

<400> 	252 

Asp Val Val Met Thr Gln Ser Pro 
1 	 5 

Gln Pro Ala Ser Ile Ser Cys Lys 
20 

Asp Gly Lys Thr Tyr Leu Asn Trp 
35 	 40 

Pro Asn Arg Leu Ile Tyr Leu Val 
50 	 55 

Asp Arg Phe Ser Gly Ser Gly Ser 
65 	 70 

Ser Arg Val Glu Ala Glu Asp Val 
85 

Thr His Phe Pro Leu Thr Phe Gly 
100 

Gly Gly Gly Ser Gly Gly Gly Gly 
115 	 120 

Gly Gly Leu Val Gin Pro Gly Gly 
130 	 135 

actctcacag 

Leu Ser Leu 
10 

Ser Ser Gln 
25 

Phe Gln Gln 

Ser Lys Leu 

Gly Thr Asp 
75 

Gly Val Tyr 
90 

Gly Gly Thr 
105 

Glu Val Gln 

Ser Leu Arg 

tctcctcgct gggaggctgc 

Pro Val Thr Leu Gly 
15 

Ser Leu Leu Asp Ser 
30 

Arg Pro Gly Gln Ser 
45 

Asp Ser Gly Val Pxo 
60 

Phe Thr Leu Lys Ile 
80 

Tyr Cys Trp Gin Gly 
95 

Lys Leu Glu Ile Lys 
110 

Leu Val Glu Ser Gly 
125 

Leu Ser Cys Ala Ala 
140 

720 
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Ser Gly Phe Thr Phe Ser Asp Ala Trp Met Asp Trp Val Arg Gln Ala 
145 	 150 	 155 160 

Pro Gly Lys Gly Leu Glu Trp Val Ala Glu Ile Arg Asn Lys Ala Lys 
165 	 170 175 

Asn His Ala Thr Tyr Tyr Ala Glu Ser Val Ile Gly Arg Phe Thr Ile 
180 	 185 190 

Ser Arg Asp Asp Ala Lys Asn Ser Leu Tyr Leu Gln Met Asn Ser Leu 
195 	 200 205 

Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Gly Ala Leu Gly Leu Asp 
210 	 215 220 

Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Leu Gly Gly Cys 
225 	 230 	 235 240 

<210> 	253 
<211> 	696 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	CD32BVL-CD79VH-1 

<400> 	253 
gacatccaga tgacccagtc tccatcctcc ttatctgcct ctgtgggaga tagagtcacc 60 

atcacttgtc gggcaagtca ggaaattagt ggttacttaa gctggctgca gcagaaacca 120 

ggcaaggccc ctagacgcct gatctacgcc gcatccactt tagattctgg tgtcccatcc 180 

aggttcagtg gcagtgagtc tgggaccgag ttcaccctca ccatcagcag ccttcagcct 240 

gaagattttg caacctatta ctgtctacaa tattttagtt atccgctcac gttcggaggg 300 

gggaccaagg tggaaataaa aggaggcgga tccggaggcg gaggccaggt tcagctggtg 360 

cagtctggag ctgaggtgaa gaagcctggc gcctcagtga aggtctcctg caaggcttct 420 

ggttacacct ttaccagcta ctggatgaac tgggtgcgac aggcccctgg acaagggctt 480 

gagtggatcg gaatgattga tccttcagac agtgaaactc actacaatca aatgttcaag 540 

gacagagtca ccatgaccac agacacatcc acgagcacag cctacatgga gctgaggagc 600 

ctgagatctg acgacacggc cgtgtattac tgtgcgagag ctatgggcta ctgggggcaa 660 

gggaccacgg tcaccgtctc ctcactggga ggctgc 696 

<210> 	254 
<211> 	232 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	CD32BVL-CD79VH-1 



<400> 254 

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 Glu Ile Ser Gly Tyr 
20 	 25 30 

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

Tyr Ala Ala Ser Thr Leu Asp Ser Gly Val Pro Ser Arg Phe Set Gly 
50 	 55 60 

Ser Glu 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 Leu Gln Tyr Phe Ser Tyr Pro Leu 
85 	 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 	 105 110 

Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 
115 	 120 125 

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe 
130 	 135 140 

Thr Ser Tyr Trp Met Asn Trp Val Arg Gln Ala Pro Gly Gln Gly Leu 
145 	 150 	 155 160 

Glu Trp Ile Gly Met Ile Asp Pro Ser Asp Ser Glu Thr His Tyr Asn 
165 	 170 175 

Gin Met Phe Lys Asp Arg Val Thr Met Thr Thr Asp Thr Ser Thr Ser 
180 	 185 190 

Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Val 
195 	 200 205 

Tyr Tyr Cys Ala Arg Ala Met Gly Tyr Trp Gly Gln Gly Thr Thr Val 
210 	 215 220 

Thr Val Ser Ser Leu Gly Gly Cys 
225 	 230 

<210> 	255 
<211> 	696 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	CD32BVL-CD79VH-2 

<400> 	255 
gacatccaga tgacccagtc tccatcctcc ttatctgcct ctgtgggaga tagagtcacc 60 

atcacttgtc gggcaagtca ggaaattagt ggttacttaa gctggctgca gcagaaacca 120 
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ggcaaggccc ctagacgcct gatctacgcc gcatccactt tagattctgg tgtcccatcc 180 

aggttcagtg gcagtgagtc tgggaccgag ttcaccctca ccatcagcag ccttcagcct 240 

gaagattttg caacctatta ctgtctacaa tattttagtt atccgctcac gttcggaggg 300 

gggaccaagg tggaaataaa aggaggcgga tccggaggcg gaggccaggt tcagctggtg 360 

cagtctggag ctgaggtgaa gaagcctggc gcctcagtga aggtctcctg caaggcttct 420 

ggttacacct ttaccagcta ctggatgaac tgggtgcgac aggcccctgg acaagggctt 480 

gagtggatcg gaatgattga tccttcagac agtgaaactc actacaatca aaagttcaag 540 

gacagagtca ccatgaccac agacacatcc acgagcacag cctacatgga gctgaggagc 600 

ctgagatctg acgacacggc cgtgtattac tgtgcgagag ctatgggcta ctgggggcaa 660 

gggaccacgg tcaccgtctc ctcactggga ggctgc 696 

<210> 	256 
<211> 	232 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	CD328VL-CD79VH-2 

<400> 	256 

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

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

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

Tyr Ala Ala Sex Thr Leu Asp Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 	 55 60 

Ser Glu 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 Leu Gln Tyr Phe Ser Tyr Pro Leu 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 105 110 

Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 
115 	 120 125 

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe 
130 	 135 140 

Thr Ser Tyr Trp Met Asn Trp Val Arg Gln Ala Pro Gly Gln Gly Leu 
145 	 150 155 160 
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Glu Trp Ile Gly Met Ile Asp Pro Ser Asp Ser Glu Thr His Tyr Asn 
165 	 170 175 

Gln Lys Phe Lys Asp Arg Va1 Thr Met Thr Thr Asp Thr Ser Thr Ser 
180 	 185 190 

Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Val 
195 	 200 205 

Tyr Tyr Cys Ala Arg Ala Met Gly Tyr Trp Gly Gln Gly Thr Thr Val 
210 	 215 220 

Thr Val Ser Ser Leu Gly Gly Cys 
225 	 230 

<210> 	257 
<211> 	720 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	hHBCRCVL. R45N-h8B5VH-LGGC 

<400> 	257 
gatgttgtga tgactcagtc tccactctcc ctgcccgtca cccttggaca gccggcctcc 60 

atctcctgca agtcaagtca gagcctctta gatagtgatg gaaagacata tttgaattgg 120 

tttcagcaga ggccaggcca atctccaaac cgcctaattt atctggtgtc taaactggac 180 

tctggggtcc cagacagatt cagcggcagt gggtcaggca ctgatttcac actgaaaatc 240 

agcagggtgg aggctgagga tgttggggtt tattactgct ggcaaggtac acattttccg 300 

ctcacgttcg gcggagggac caagcttgag atcaaaggag gcggatccgg aggcggaggc 360 

gaagtgaagc ttgaggagtc tggaggaggc ttggtgcaac ctggaggatc catgaaactc 420 

tcttgtgaag cctctggatt cacttttagt gacgcctgga tggactgggt ccgtcagtct 480 

ccagagaagg ggcttgagtg ggttgctgaa attagaaaca aagctaaaaa tcatgcaaca 540 

tactatgctg agtctgtgat agggaggttc accatctcaa gagatgattc caaaagtagt 600 

gtctacctgc aaatgaacag cttaagagct gaagacactg gcatttatta ctgtggggct 660 

ctgggccttg actactgggg ccaaggcacc actctcacag tctcctcgct gggaggctgc 720 

<210> 	258 
<211> 	240 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	hHBCRCVL. R45N-h8B5VH-LGGC 

<400> 	258 

Asp Val Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Leu Gly 
1 	 5 	 10 15 
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Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu Asp Ser 
20 	 25 30 

Asp Gly Lys Thr Tyr Leu Asn Trp Phe Gln Gln Arg Pro Gly Gln Ser 
35 	 40 45 

Pro Asn Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp Ser Gly Val Pro 
50 	 55 60 

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

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Trp Gln Gly 
85 	 90 95 

Thr His Phe Pro Leu Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 
100 	 105 110 

Gly Gly Gly Ser Gly Gly Gly Gly Glu Val Gln Leu Val Glu Ser Gly 
115 	 120 125 

Gly Gly Leu Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala 
130 	 135 140 

Ser Gly Phe Thr Phe Ser Asp Ala Trp Met Asp Trp Val Arg Gln Ala 
145 	 150 	 155 160 

Pro Gly Lys Gly Leu Glu Trp Val Ala Glu Ile Arg Asn Lys Ala Lys 
165 	 170 175 

Asn His Ala Thr Tyr Tyr Ala Glu Ser Val Ile Gly Arg Phe Thr Ile 
180 	 185 190 

Ser Arg Asp Asp Ala Lys Asn Ser Leu Tyr Leu Gln Met Asn Ser Leu 
195 	 200 205 

Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Gly Ala Leu Gly Leu Asp 
210 	 215 220 

Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Leu Gly Gly Cys 
225 	 230 	 235 240 

<210> 	259 
<211> 	696 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	H8B5VL-hHBCRCVH M48I-LGGC 

<400> 	259 
gacatccaga tgacccagtc tccatcctcc ttatctgcct ctgtgggaga tagagtcacc 60 

atcacttgtc gggcaagtca ggaaattagt ggttacttaa gctggctgca gcagaaacca 120 

ggcaaggccc ctagacgcct gatctacgcc gcatccactt tagattctgg tgtcccatcc 180 

aggttcagtg gcagtgagtc tgggaccgag ttcaccctca ccatcagcag ccttcagcct 240 
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gaagattttg caacctatta ctgtctacaa tattttagtt atccgctcac gttcggaggg 300 

gggaccaagg tggaaataaa aggaggcgga tccggaggcg gaggccaggt tcagctggtg 360 

cagtctggag ctgaggtgaa gaagcctggc gcctcagtga aggtctcctg caaggcttct 420 

ggttacacct ttaccagcta ctggatgaac tgggtgcgac aggcccctgg acaagggctt 480 

gagtggatcg gaatgattga tccttcagac agtgaaactc actacaatca aatgttcaag 540 

gacagagtca ccatgaccac agacacatcc acgagcacag cctacatgga gctgaggagc 600 

ctgagatctg acgacacggc cgtgtattac tgtgcgagag ctatgggcta ctgggggcaa 660 

gggaccacgg tcaccgtctc ctcactggga ggctgc 696 

<210> 	260 
<211> 	232 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	H8B5VL-HBCRCVH M48I-LGGC 

<400> 	260 

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 Glu Ile Ser Gly Tyr 
20 	 25 30 

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

Tyr Ala Ala Ser Thr Leu Asp Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 	 55 60 

Ser Glu 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 Leu Gln Tyr Phe Ser Tyr Pro Leu 
85 	 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 	 105 110 

Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 
115 	 120 125 

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe 
130 	 135 140 

Thr Ser Tyr Trp Met Asn Trp Val Arg Gln Ala Pro Gly Gln Gly Leu 
145 	 150 	 155 160 

Glu Trp Ile Gly Met Ile Asp Pro Ser Asp Ser Glu Thr His Tyr Asn 
165 	 170 175 
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Gln Met Phe Lys Asp Arg Val Thr Met Thr Thr Asp Thr Ser Thr Ser 
180 	 185 190 

Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Val 
195 	 200 205 

Tyr Tyr Cys Ala Arg Ala Met Gly Tyr Trp Gly Gln Gly Thr Thr Val 
210 	 215 220 

Thr Val Ser Ser Leu Gly Gly Cys 
225 	 230 

<210> 	261 
<211> 	36 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh321F Primer 

<400> 	261 
cgagctagct ctagatgaga tcacagttct ctctac 36 

<210> 	262 
<211> 	45 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh386R Primer 

<400> 	262 
tttgaattct agcagcctcc cagtgaggag acggtgaccg tggtc 45 

<210> 	263 
<211> 	39 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh784F Primer 

<400> 	263 
ggcggatccg gaggcggagg ccaggttcag ctggtgcag 39 

<210> 	264 
<211> 	38 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh785R Primer 

<400> 	264 
cctccggatc cgcctccttt gatctcaagc ttggtccc 38 

<210> 	265 
<211> 	42 
<212> 	DNA 
<213> 	Artificial Sequence 
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<220> 
<223> 	Lgh786R Primer 

<400> 	265 
tttgaattct agcagcctcc caggctggag acggtcacca gg 42 

<210> 	266 
<211> 	44 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Lgh787F Primer 

<400> 	266 
ggaggcggat ccggaggcgg aggcgaagtg cagcttgtgg agtc 44 

<210> 	267 
<211> 	8 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	267 

Leu Gly Gly Cys Gly Gly Gly Ser 
1 	 5 

<210> 	268 
<211> 	4 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	268 

Leu Glu Ile Lys 
1 

<210> 	269 
<211> 	4 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	269 

Thr Val Ser Ser 
1 

<210> 	270 
<211> 	343 
<212> 	PRT 
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<213> 	Artificial Sequence 

<220> 
<223> 	H8B5VL-hBCRCVH M48I, M62K_LGGCG3S_hKappa 

<400> 	270 

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 Glu Ile Ser Gly Tyr 
20 25 30 

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

Tyr Ala Ala Ser Thr Leu Asp Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 60 

Ser Glu 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 Leu Gln Tyr Phe Ser Tyr Pro Leu 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 105 110 

Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 
115 120 125 

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe 
130 135 140 

Thr Ser Tyr Trp Met Asn Trp Val Arg Gln Ala Pro Gly Gln Gly Leu 
145 150 155 160 

Glu Trp Ile Gly Met Ile Asp Pro Ser Asp Ser Glu Thr His Tyr Asn 
165 170 175 

Gln Lys Phe Lys Asp Arg Val Thr Met Thr Thr Asp Thr Ser Thr Ser 
180 185 190 

Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Val 
195 200 205 

Tyr Tyr Cys Ala Arg Ala Met Gly Tyr Trp Gly Gln Gly Thr Thr Val 
210 215 220 

Thr Val Ser Ser Leu Gly Gly Cys Gly Gly Gly Ser Arg Thr Val Ala 
225 230 235 240 

Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys Ser 
245 250 255 

Gly Thr Ala Set Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu 
260 265 270 

Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser 
275 280 285 
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SEE OCE SZE 
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OZE 	 STE OTC gOE 
TeA vAq GTH ski ins ILL dsy sty ski zag nes! zu nem/ 141 zag zag 

001 g6Z 06Z 
neri zag aAl itly _Teo dsy ski zag dsy uT9 vID 241 TvA zag  (ITS TITO 



<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	HBCRCVL R45N-h8B5VH_LGGCGGGS-hG1 

<400> 	272 

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

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu Asp Ser 
20 25 30 

Asp Gly Lys Thr Tyr Leu Asn Trp Phe Gln Gln Arg Pro Gly Gln Ser 
35 40 45 

Pro Asn Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp Ser Gly Val Pro 
50 55 60 

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

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Trp Gln Gly 
85 90 95 

Thr His Phe Pro Leu Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 
100 105 110 

Gly Gly Gly Set Gly Gly Gly Gly Glu Val Gln Leu Val Glu Ser Gly 
115 120 125 

Gly Gly Leu Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala 
130 135 140 

Ser Gly Phe Thr Phe Ser Asp Ala Trp Met Asp Trp Val Arg Gln Ala 
145 150 155 160 

Pro Gly Lys Gly Leu Glu Trp Val Ala Glu Ile Arg Asn Lys Ala Lys 
165 170 175 

Asn His Ala Thr Tyr Tyr Ala Glu Ser Val Ile Gly Arg Phe Thr Ile 
180 185 190 

Ser Arg Asp Asp Ala Lys Asn Ser Leu Tyr Leu Gln Met Asn Ser Leu 
195 200 205 

Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Gly Ala Leu Gly Leu Asp 
210 215 220 

Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Leu Gly Gly Cys 
225 230 235 240 

Gly Gly Gly Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala 
245 250 255 

Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu 
260 265 270 
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Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly 
275 280 285 

Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser 
290 295 300 

Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu 
305 310 315 320 

Gly Thr Gln Thr Tyr Ile Cys Asn Val Asn His Lys Pro Ser Asn Thr 
325 330 335 

Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr 
340 345 350 

Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe 
355 360 365 

Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro 
370 375 380 

Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val 
385 390 395 400 

Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr 
405 410 415 

Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val 
420 425 430 

Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys 
435 440 445 

Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser 
450 455 460 

Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro 
465 470 475 480 

Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val 
485 490 495 

Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly 
500 505 510 

Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp 
515 520 525 

Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp 
530 535 540 

Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His 
545 550 555 560 

Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Set Pro Gly Lys 
565 570 

<210> 273 
<211> 1722 
<212> DNA 
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- 801 - 

OZ9T ovbeellooso 4obeepbeoe 1010031011  ooloMosto o3ov661062 B000loofte 

0891 oosImeono eeoeste66a obeobbbwe ofnite65646 26611=631 23e6069303 

00ST lelollobbe evo3663oo6 wois.bwobe pqagoogeb eeopy6w612 6126550003 

066T s0000pfewo ogovq64662 oppoimbebo 000beoabe xmoofteepo qoqtmovves 

08tT 6e603eoopo obeopowoo beeepegool oitbegoblb egoeq6e6512 eoftileeblo 

OZET b53oebbeop eoblooqboo eo3oo4b3be 046645463o inboeofigog eav3beo626 

08tT 6eb6boboo6 eeeoeBeeoo 61.27neofe3b Eaggabobbo 25515321.65 loyeaufte 

00ZT 0166126;o= ebeeboeoof,  stgboubbqb 546646064e av03b6040 000e660003 

06TT o3eb4120400 0202652200 02e2e00000 0310300330 46e33booeb 55ftb2oo3o 

0801 gabloovabla opoolboovo oofrflossovo 3owwire3e6.4 6.4131eeg3o 36v62262be 

OZOT 522026E465 eeaoeaeeab e000begoeo web1601mo 6101epe103 9623302356 

096 Ealobeobeo pl000blboo 2616&46o6e oftowoolo inagoeftmo loolftpalo 

006 31.61066opo qlopeoeobi fobbonepoe 5.43=6056e o3ove66453 45156012616 

o68 tooveb0000 240e3oeb6e epq6b3oo6q ob66qopobb oftovo6666 64o3ooeobe 

Oat 6e20030010 oteo6bwoo 3o-21336631 goop6662123 3e33333636 1.666e66366 

oti. ob3oe6e566 looftoowq bo3e6.3661.0 opso66egoo 66661pegoe 611oo66blo 

099 4066653533 eTwirlbqboo 63oimebee6 4obeftel3o 6201286quee o6wov36.43 

009 qbeolmetreo oboe6426125 evogoleooe oubbeftoe 30451016e Blobqeloeq 

opg voesofgeoq eeevelobee ea2eebe43e 2264064465 54.6e644056 ftegobegoo 

086 0356202*o 4a6bloebb3 ebblooboeb lbermoso 1126530300 6=616.4304 

OZ6 a1012612E1= 0-4266126b4o oveoblbbq1 obbefteftz ozbeb63644 obeoe3bee5 

09E obtivbbobbe fiboo4ebbo5 bratmeeole 6126.3.3o6seo pe66626bo6 60136ovo10 

00E 60031132ov oe45592055 40613e11vg 17,666633b1 126612.623662 6516bbe35e 

opt a3eeeeb2oe ovo343ebao eabbeo.466b 3biltobbobeo qqateoebeo po1b666qp1 

081 oebbqovein al6q66loqe 1.1qmo3bo peelmowle eoWiepobb eftr3bes3q4 

Ott 6613ee6111 eigovbeegb Bleblbeleb 91401005Pb eolbeeolem 106300101e 

09 oolooMpob 123266140= ima000fflo oploqopopq 3.459343253 2615116q26 
ELZ 	<006> 

TOR-SOOD0907—HAGE8W-NOH TADHOSH 	<EZZ> 
<OZZ> 

eauenbeS TeT0T3T1IY 	<ETZ> 



aagagcaggt ggcagcaggg gaacgtcttc tcatgctccg tgatgcatga ggctctgcac 1680 

aaccactaca cgcagaagag cctctccctg tctccgggta as 1722 

<210> 	274 
<211> 	335 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	H8B5VL-HBCRCVH M48I, M62K_(-4)LEIthKappa 

<400> 	274 

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 Glu Ile Ser Gly Tyr 
20 25 30 

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

Tyr Ala Ala Ser Thr Leu Asp Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 60 

Ser Glu 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 Leu Gln Tyr Phe Ser Tyr Pro Leu 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 105 110 

Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 
115 120 125 

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe 
130 135 140 

Thr Ser Tyr Trp Met Asn Trp Val Arg Gln Ala Pro Gly Gln Gly Leu 
145 150 155 160 

Glu Trp Ile Gly Met Ile Asp Pro Ser Asp Ser Glu Thr His Tyr Asn 
165 170 175 

Gln Lys Phe Lys Asp Arg Val Thr Met Thr Thr Asp Thr Ser Thr Ser 
180 185 190 

Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Val 
195 200 205 

Tyr Tyr Cys Ala Arg Ala Met Gly Tyr Trp Gly Gln Gly Thr Thr Val 
210 215 220 

Leu Glu Ile Lys Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro 
225 230 235 240 
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Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
245 	 250 255 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp 
260 	 265 270 

Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp 
275 	 280 285 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 
290 	 295 300 

Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln 
305 	 310 	 315 320 

Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
325 	 330 335 

<210> 	275 
<211> 	1005 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	H8135VI-HBCRCVH M481, M62K_(-4)LEIK_hKappa 

<400> 	275 
gacatccaga tgacccagtc tccatcctcc ttatctgcct ctgtgggaga tagagtcacc 60 

atcacttgtc gggcaagtca ggaaattagt ggttacttaa gctggctgca gcagaaacca 120 

ggcaaggccc ctagacgcct gatctacgcc gcatccactt tagattctgg tgtcccatcc 180 

aggttcagtg gcagtgagtc tgggaccgag ttcaccctca ccatcagcag ccttcagcct 240 

gaagattttg caacctatta ctgtctacaa tattttagtt atccgctcac gttcggaggg 300 

gggaccaagg tggaaataaa aggaggcgga tccggaggcg gaggccaggt tcagctggtg 360 

cagtctggag ctgaggtgaa gaagcctggc gcctcagtga aggtctcctg caaggcttct 420 

ggttacacct ttaccagcta ctggatgaac tgggtgcgac aggcccctgg acaagggctt 480 

gagtggatcg gaatgattga tccttcagac agtgaaactc actacaatca aaagttcaag 540 

gacagagtca ccatgaccac agacacatcc acgagcacag cctacatgga gctgaggagc 600 

ctgagatctg acgacacggc cgtgtattac tgtgcgagag ctatgggcta ctgggggcaa 660 

gggaccacgg tcctggagat caagcgaact gtggctgcac catcggtctt catcttcccg 720 

ccatctgatg agcagttgaa atctggaact gcctctgttg tgtgcctgct gaataacttc 780 

tatcccagag aggccaaagt acagtggaag gtggataacg ccctccaatc gggtaactcc 840 

caggagagtg tcacagagca ggacagcaag gacagcacct acagcctcag cagcaccctg 900 

acgctgagca aagcagacta cgagaaacac aaagtctacg cctgcgaagt cacccatcag 960 

ggcctgagct cgcccgtcac aaagagcttc aacaggggag agtgt 1005 
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<210> 	276 
<211> 	566 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	HBCRCVL R45N-h8B5VH_(-4)TVSS-hG1 - HBCRCVL R45N-h8B5VH_-hG1 

<400> 	276 

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

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu Asp Ser 
20 25 30 

Asp Gly Lys Thr Tyr Leu Asn Trp Phe Gln Gln Arg Pro Gly Gln Ser 
35 40 45 

Pro Asn Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp Ser Gly Val Pro 
50 55 60 

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

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Trp Gln Gly 
85 90 95 

Thr His Phe Pro Leu Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 
100 105 110 

Gly Gly Gly Ser Gly Gly Gly Gly Glu Val Gln Leu Val Glu Ser Gly 
115 120 125 

Gly Gly Leu Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala 
130 135 140 

Ser Gly Phe Thr Phe Ser Asp Ala Trp Met Asp Trp Val Arg Gln Ala 
145 150 155 160 

Pro Gly Lys Gly Leu Glu Trp Val Ala Glu Ile Arg Asn Lys Ala Lys 
165 170 175 

Asn His Ala Thr Tyr Tyr Ala Glu Ser Val Ile Gly Arg Phe Thr Ile 
180 185 190 

Ser Arg Asp Asp Ala Lys Asn Ser Leu Tyr Leu Gln Met Asn Ser Leu 
195 200 205 

Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Gly Ala Leu Gly Leu Asp 
210 215 220 

Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys 
225 230 235 240 

Gly Pro Ser Val Phe Pro Leu Ala Sex Ser Lys Ser Thr Ser Gly Pro 
245 250 255 
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Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro 
260 265 270 

Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr 
275 280 285 

Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val 
290 295 300 

Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn 
305 310 315 320 

Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro 
325 330 335 

Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu 
340 345 350 

Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp 
355 360 365 

Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp 
370 375 380 

Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly 
385 390 395 400 

Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn 
405 410 415 

Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp 
420 425 430 

Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro 
435 440 445 

Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu 
450 455 460 

Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn 
465 470 475 480 

Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile 
485 490 495 

Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr 
500 505 510 

Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys 
515 520 525 

Leu Thr Val Asp Lys Ser Arg Trp Gin Gln Gly Asn Val Phe Ser Cys 
530 535 540 

Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu 
545 550 555 560 

Ser Leu Ser Pro Gly Lys 
565 
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ogT oebooqoe66 444600020 oboeoostee 024022020 2660060246 6422428mb 

009T 664626646o 401202606 s3333s4043 45222046 434400264 042046620 

opt 3226280026 442618666 03o120000o 64=02024 466eoeooes 626=0062o 

ogn 6bbe223412 22.004flepo geire6e6o1ra 3333362333 lopofteeoe 200104662e 

nn 4362123236 2662206632 2613661326 61movo63oo 4603233334 642346616 

on 1630216023 623220246e 48662666o 604222026 223442222 44662664 

on 463266263 2466402.203 2622346626 4333262263 23426402 661664664 

on 3622323466 2613333266 333104264e 0133320266 2233322223 0000041010 

0901 0240462016 3326666662 332322640o 2362333626 33#3336323 2320332222 

not 02642404e evoop62644 6262622026 6466220023 2.206epooft 202022E626 

096 3223633123 egooeftoo3 236664242 3623313336 2630264664 642062343 

006 ooloegowe 662340042 023332644 6333413323 2446464 233264004 

ape 3662023226 616344663 26466powe6 3303443943 2652234664 34146643 

00L 34642023 6666633300 2362622334 3333332366 4333331434 6633233366 

ni, 6223323333 44233333 6332646643 032462233 665643t:40e 6113066640 

099 436666413 834244630 6232326226 34262244o 623226222e 3.613323643 

009 3620222223 432632626 2233332332 314662666e 4264643462 6106121024 

ops 2322361234 2222213622 202226214e 2264061366 642614066 6622066200 

op 0066204630 466432661 266104326 1623444020 4426640400 6006161401 

cm 0402626433 3126526610 0220645611 3652662661 341266443 4244226 

on 06626646e 6633126636 6256222342 626334202.0 026662664 6042602310 

00c 633331120e 3246682066 4061022381 146663164 26626446e 66466242 

on 332ey26402 3233.432633 206623456 4620663623 11262026es 0316666334 

08T 0266.402284 3363663332  444281343 322233431e 203662346 262420444 

OZT 6622226111 2123262226 6126162326 214343426 2346223162 2361031032 

09 3033366036 202664400o 23433440 3333332333 3462043264 864426114 
LLZ 	<006> 

TO11-SSAZ(6-)HAGS8M-Ng621 'JAMMU 	<EZZ> 
<OZZ> 

apuenbeS TeT0T3T11Y 	<VIZ> 
VW 	<ZTZ> 

869T 	<TTZ> 
LLZ 	<OTZ> 



ggctccttct tcctctacag caagctcacc gtggacaaga gcaggtggca gcaggggaac 	1620 

gtcttctcat gctccgtgat gcatgaggct 

tccctgtctc cgggtaaa 

ctgcacaacc actacacgca gaagagcctc 	1680 

1698 

<210> 	278 
<211> 	10 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	278 

Phe Asn Arg Gly Glu Cys Gly Gly Gly Ser 
1 	 5 10 

<210> 	279 
<211> 	13 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	279 

Phe Asn Arg Gly Glu Cys Leu Gln Val Tyr Tyr Arg Met 
1 	 5 10 

<210> 	280 
<211> 	6 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	280 

Leu Glu Gly Glu Glu Gly 
1 	 5 

<210> 	281 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	281 

Leu Glu Gly Glu Glu Gly Cys 
1 	 5 

<210> 282 
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<211> 	4 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	282 

Lou Glu Ile Lys 
1 

<210> 	283 
<211> 	5 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	283 

Leu Gly Glu Glu Gly 
1 	 5 

<210> 	284 
<211> 	6 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	284 

Leu Gly Glu Glu Gly Cys 
1 	 5 

<210> 	285 
<211> 	8 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	285 

Leu Gly Gly Cys Gly Gly Gly Ser 
1 	 5 

<210> 	286 
<211> 	5 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 286 
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Leu Gly Lys Lys Gly 
1 	 5 

<210> 	287 
<211> 	6 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	287 

Leu Gly Lys Lys Gly Cys 
1 	 5 

<210> 	288 
<211> 	6 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	288 

Leu Lys Gly Lys Lys Gly 
1 	 5 

<210> 	289 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	289 

Leu Lys Gly Lys Lys Gly Cya 
1 	 5 

<210> 	290 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	290 

Leu Gln Val Tyr Tyr Arg Met 
1 	 5 

<210> 	291 
<211> 	8 
<212> 	PRT 
<213> 	Artificial Sequence 
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<220> 
<223> 	Linker 

<400> 	291 

Leu Gln Val Tyr Tyr Arg Met Cys 
1 	 5 

<210> 	292 
<211> 	4 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	292 

Thr Val Ser Ser 
1 

<210> 	293 
<211> 	10 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	293 

Val Glu Pro Lys Ser Cys Gly Gly Gly Ser 
1 	 5 10 

<210> 	294 
<211> 	14 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	294 

Val Glu Pro Lys Ser Cys Tyr Leu Tyr Leu Arg Ala Arg Val 
1 	 5 10 

<210> 	295 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

(220> 
<223> 	Linker 

<400> 	295 

Val Gln Val His Tyr Arg Met 
1 	 5 
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<210> 	296 
<211> 	8 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	296 

Val Gln Val His Tyr Arg Met Cys 
1 	 5 

<210> 	297 
<211> 	8 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	297 

Tyr Leu Tyr Leu Arg Ala Arg Val . 
1 	 .5 

<210> 	298 
<211> 	9 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	298 

Tyr Leu Tyr Leu Arg Ala Arg Val Cys 
1 	 5 

<210> 	299 
<211> 	28 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	E-coil Linker 

<400> 	299 

Glu Val Ala Ala Leu Glu Lys Glu Val Ala Ala Leu Glu Lys Glu Val 
1 	 5 10 15 

Ala Ala Leu Glu Lys Glu Val Ala Ala Leu Glu Lys 
20 25 

<210> 	300 
<211> 	28 
<212> 	PRT 
<213> 	Artificial Sequence 
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<220> 
<223> 	K-coil Linker 

<400> 	300 

Lys Val Ala Ala Leu Lys Glu Lys Val Ala Ala Leu Lys Glu Lys Val 
1 	 5 10 15 

Ala Ala Leu Lys Glu Lys Val Ala Ala Leu Lys Glu 
20 25 

<210> 	301 
<211> 	5 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	301 

Gly Gly Gly Asn Ser 
1 	 5 

<210> 	302 
<211> 	107 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	YA2B6 light chain variable region 

<400> 	302 

Glu Ile Val Leu Thr Gln Ser Pro Asp Phe Gln Ser Val Thr Pro Lys 
1 	 5 10 15 

Glu Lys Val Thr Ile Thr Cys Arg Thr Ser Gln Ser Ile Gly Thr Aen 
20 25 30 

Ile His Trp Tyr Gln Gln Lys Pro Asp Gln Ser Pro Lys Leu Leu Ile 
35 40 45 

Lys Tyr Ala Ser Glu Ser Ile Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 	 55 60 

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

Glu Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe 
85 90 95 

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

<210> 	303 
<211> 	121 
<212> 	PRT 
<213> 	Artificial Sequence 
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<220> 
<223> YA2B6 hheavy chain variable region 

<400> 303 

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

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr 
20 25 30 

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

Gly Val Ile Asp Pro Ser Asp Thr Tyr Pro Asn Tyr Asn Lys Lys Phe 
50 55 60 

Lye Gly Arg Val Thr Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr 
65 70 75 80 

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

Ala Arg Mn Gly Asp Ser Asp Tyr Tyr Ser Gly Met Asp Tyr Trp Gly 
100 105 110 

Gln Gly Thr Thr Val Thr Val Ser Ser 
115 120 

<210> 304 
<211> 46 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Albumin Binding Domain 

<400> 304 

Leu Ala Glu Ala Lys Val Leu Ala Asn Arg Glu Leu Asp Lys Tyr Gly 
1 5 10 15 

Val Ser Asp Tyr Tyr Lys Asn Leu Ile Asn Asn Ala Lys Thr Val Glu 
20 25 30 

Gly Val Lys Ala Leu Ile Asp Glu Ile Leu Ala Ala Leu Pro 
35 40 45 

<210> 305 
<211> 279 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> h3G8VL1-G38G4-h286VH4-Ecoil-GGGNS 

<400> 305 
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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 Ala Ser Gln Ser Val Asp Phe Asp 
20 25 30 

Gly Asp Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro 
35 40 45 

Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly Val Pro Asp 
50 55 60 

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

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

Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Gly 
100 105 110 

Gly Gly Ser Gly Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala 
115 120 125 

Glu Vai Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser 
130 135 140 

Gly Tyr Thx Phe Thr Asn Tyr Trp Ile His Trp Val Arg Gln Ala Pro 
145 150 155 160 

Gly Gln Gly Leu Glu Trp Ile Gly Val Ile Asp Pro Ser Asp Thx Tyr 
165 170 175 

Pro Asn Tyr Asn Lys Lys Phe Lys Gly Arg Val Thr Met Thr Val Val 
180 185 190 

Val Ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp 
195 200 205 

Asp Thr Ala Val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr Tyr 
210 215 220 

Ser Gly Met Asp Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser 
225 230 235 240 

Gly Gly Cys Gly Gly Gly Lys Val Ala Ala Leu Lys Glu Lys Val Ala 
245 250 255 

Ala Leu Lys Glu Lys Val Ala Ala Leu Lys Glu Lys Val Ala Ala Leu 
260 265 270 

Lys Glu Gly Gly Gly Asn Ser 
275 

<210> 306 
<211> 837 
<212> DNA 
<213> Artificial Sequence 

<220> 
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<223> 	h3G8VL1-G3SG4-h2B6VH4-Kcoil-GGGNS 

<400> 	306 
gacatcgtga tgacccaatc tccagactct ttggctgtgt ctctagggga gagggccacc 60 

atcaactgca aggccagcca aagtgttgat tttgatggtg atagttttat gaactggtac 120 

caacagaaac caggacagcc acccaaactc ctcatctata ctacatccaa tctagaatct 180 

ggggtcccag acaggtttag tggcagtggg tctgggacag acttcaccct caccatcagc 240 

agcctgcagg ctgaggatgt ggcagtttat tactgtcagc aaagtaatga agatccgtac 300 

acgttcggac aggggaccaa gcttgagatc aaaggaggcg gatccggcgg cggaggccag 360 

gttcagctgg tgcagtctgg agctgaggtg aagaagcctg gggcctcagt gaaggtctcc 420 

tgcaaggctt ctggttacac ctttaccaac tactggatac actgggtgcg acaggcccct 480 

ggacaagggc ttgagtggat tggagtgatt gatccttctg atacttatcc aaattacaat 540 

aaaaagttca agggcagagt caccatgacc gtagtcgtat ccacgagcac agcctacatg 600 

gagctgagga gcctgagatc tgacgacacg gccgtgtatt actgtgcgag aaacggtgat 660 

tccgattatt actctggtat ggactactgg gggcaaggga ccacggtcac cgtctcctcc 720 

ggaggatgtg gcggtggaaa agtggccgca ctgaaggaga aagttgctgc tttgaaagag 780 

aaggtcgccg cacttaagga aaaggtcgca gccctgaaag agggcggcgg gaattct 

<210> 	307 
<211> 	318 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	h2B6VL5-G3SG4-h3G8VH5-Ecoil-GGGNS-ABD 

<400> 	307 

Glu Ile Val Leu Thr Gln Ser Pro Asp Phe Gln Ser Val Thr Pro Lys 
1 	 5 	 10 	 15 

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

Ile His Trp Tyr Gln Gln Lys Pro Asp Gln Ser Pro Lys Leu Leu Ile 
35 	 40 	 45 

Lys Glu Val Ser Glu Ser Ile Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 	 55 	 60 

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

Glu Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe 
85 	 90 	 95 

837 
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Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 	 105 110 

Gly Gly Gly Gln Val Thr Leu Arg Glu Ser Gly Pro Ala Leu Val Lys 
115 	 120 125 

Pro Thr Gln Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu 
130 	 135 140 

Ser Thr Ser Gly Met Gly Val Gly Trp Ile Arg Gln Pro Pro Gly Lys 
145 	 150 	 155 160 

Ala Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr 
165 	 170 175 

Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys 
180 	 185 190 

Asn Gln Val Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala 
195 	 200 205 

Thr Tyr Tyr Cys Ala Gln Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly 
210 	 215 220 

Gln Gly Thr Len Val Thr Val Ser Ser Gly Gly Cys Gly Gly Gly Glu 
225 	 230 	 235 240 

Val Ala Ala Leu Glu Lys Glu Val Ala Ala Leu Glu Lys Glu Val Ala 
245 	 250 255 

Ala Leu Glu Lys Glu Val Ala Ala Leu Glu Lys Gly Gly Gly Asn Ser 
260 	 265 270 

Leu Ala Glu Ala Lys Val Leu Ala Asn Arg Glu Leu Asp Lys Tyr Gly 
275 	 280 285 

Val Ser Asp Tyr Tyr Lys A.= Leu Ile Asn Asn Ala Lys Thr Val Glu 
290 	 295 300 

Gly Val Lys Ala Leu Ile Asp Glu Ile Leu Ala Ala Leu Pro 
305 	 310 	 315 

<210> 	308 
<211> 	954 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	h2B6VI5-G3SG4-h3G8VH5-Ecoil-GGGNS-ABD 

<400> 	308 
gaaattgtgc tgactcagtc tccagacttt cagtctgtga ctccaaagga gaaagtcacc 60 

ttcacctgca ggaccagtca gagcattggc acaaacatac actggtacca gcagaaacca 120 

gatcagtctc caaagctcct catcaaggag gtttctgagt ctatctctgg agtcccatcg 180 

aggttcagtg gcagtggatc tgggacagat ttcaccctca ccatcaatag cctggaagct 240 

gaagatgctg caacgtatta ctgtcaacaa agtaatacct ggccgttcac gttcggcgga 300 
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gggaccaagg tggagatcaa aggaggcgga tccggcggcg gaggccaggt taccctgaga 360 

gagtctggcc ctgcgctggt gaagcccaca cagaccctca cactgacttg taccttctct 420 

gggttttcac tgagcacttc tggtatgggt gtaggctgga ttcgtcagcc tcccgggaag 480 

gctctagagt ggctggcaca catttggtgg gatgatgaca agcgctataa tccagccctg 540 

aagagccgac tgacaatctc caaggatacc tccaaaaacc aggtagtcct cacaatgacc 600 

aacatggacc ctgtggatac tgccacatac tactgtgctc aaataaaccc cgcctggttt 660 

gcttactggg gccaagggac tctggtcact gtgagctccg gaggatgtgg cggtggagaa 720 

gtggccgcac tggagaaaga ggttgctgct ttggagaagg aggtcgctgc acttgaaaag 780 

gaggtcgcag ccctggagaa aggcggcggg aattctctgg ccgaagcaaa agtgctggcc 840 

aaccgcgaac tggataaata tggcgtgagc gattattata agaacctgat taacaacgca 900 

aagaccgtgg aaggcgtgaa agcactgatt 

<210> 	309 
<211> 	5 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	309 

Ala Pro Ser Ser Ser 
1 	 5 

<210> 	310 
<211> 	8 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	310 

Val Pro Ser Met Gly Ser Ser Ser 
1 	 5 

<210> 	311 
<211> 	383 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	311 

Met Gly Leu Gly Pro Val Phe Leu 
1 	 5 

gatgaaattc 

Leu Leu Ala 
10 

tggccgccct gcct 

Gly Ile Phe Pro Phe 
15 

954 
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Ala Pro Pro Gly Ala Ala Ala Glu Pro His Ser Leu Arg Tyr Asn Leu 
20 25 30 

Thr Val Leu Ser Trp Asp Gly Ser Val Gln Ser Gly Phe Leu Thr Glu 
35 40 45 

Val His Leu Asp Gly Gln Pro Phe Leu Arg Cys Asp Arg Gln Lys Cys 
50 55 60 

Arg Ala Lys Pro Gln Gly Gln Trp Ala Glu Asp Val Leu Gly Asn Lys 
65 70 75 80 

Thr Trp Asp Arg Glu Thr Arg Asp Leu Thr Gly Asn Gly Lys Asp Leu 
85 90 95 

Arg Met Thr Leu Ala His Ile Lys Asp Gln Lys Glu Gly Leu His Ser 
100 105 110 

Leu Gln Glu Ile Arg Val Cys Glu Ile His Glu Asp Asn Ser Thr Arg 
115 120 125 

Ser Ser Gln His Phe Tyr Tyr Asp Gly Glu Leu Phe Leu Ser Gln Asn 
130 135 140 

Leu Glu Thr Lys Glu Trp Thr Met Pro Gln Ser Ser Arg Ala Gln Thr 
145 150 155 160 

Leu Ala Met Asn Val Arg Asn Phe Leu Lys Glu Asp Ala Met Lys Thr 
165 170 175 

Lys Thr His Tyr His Ala Met His Ala Asp Cys Leu Gln Glu Leu Arg 
180 185 190 

Arg Tyr Leu Lys Ser Gly Val Val Leu Arg Arg Thr Val Pro Pro Met 
195 200 205 

Val Asn Val Thr Arg Ser Glu Ala Ser Glu Gly Asn Ile Thr Val Thr 
210 215 220 

Cys Arg Ala Ser Gly Phe Tyr Pro Trp Asn Ile Thr Leu Ser Trp Arg 
225 230 235 240 

Gln Asp Gly Val Ser Leu Ser His Asp Thr Gln Gln Trp Gly Asp Val 
245 250 255 

Leu Pro Asp Gly Asn Gly Thr Tyr Gln Thr Trp Val Ala Thr Arg Ile 
260 265 270 

Cys Gln Gly Glu Glu Gln Arg Phe Thr Cys Tyr Met Glu His Ser Gly 
275 280 285 

Asn His Ser Thr His Pro Val Pro Ser Gly Lys Val Leu Val Leu Gln 
290 295 300 

Ser His Trp Gln Thr Phe His Val Ser Ala Val Ala Ala Ala Ala Ile 
305 310 315 320 

Phe Val Ile Ile Ile Phe Tyr Val Arg Cys Cys Lys Lys Lys Thr Ser 
325 330 335 
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Ala Ala Glu Gly Pro Glu Leu Val Ser Leu Gln Val Leu Asp Gln His 
340 345 350 

Pro Val Gly Thr Ser Asp His Arg Asp Ala Thr Gln Leu Gly Phe Gln 
355 360 365 

Pro Leu Met Ser Asp Leu Gly Ser Thr Gly Ser Thr Glu Gly Ala 
370 375 380 

<210> 	312 
<211> 	305 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	312 

Pro His Ser Leu Arg Tyr Asn Leu Met Val Leu Ser Gln Asp Gly Ser 
1 5 10 15 

Val Gln Ser Gly Phe Leu Ala Glu Gly His Leu Asp Gly Gln Pro Phe 
20 25 30 

Leu Arg Tyr Asp Arg Gln Lys Arg Arg Ala Lys Pro Gln Gly Gln Trp 
35 40 45 

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

Leu Thr Glu Asn Gly Gln Asp Leu Arg Arg Thr Leu Thr His Ile Lys 
65 70 75 80 

Asp Gln Lys Gly Gly Leu His Ser Leu Gln Glu Ile Arg Val Cys Glu 
85 90 95 

Ile His Glu Asp Ser Ser Thr Arg Gly Ser Arg His Phe Tyr Tyr Asp 
100 105 110 

Gly Glu Leu Phe Leu Ser Gln Asn Leu Glu Thr Gln Glu Ser Thr Val 
115 120 125 

Pro Gln Ser Ser Arg Ala Gln Thr Leu Ala Met Asn Val Thr Asn Phe 
130 135 140 

Trp Lys Glu Asp Ala Met Lys Thr Lys Thr His Tyr Arg Ala Met Gln 
145 150 155 160 

Ala Asp Cys Leu Gln Lys Leu Gln Leu Pro Pro Met Val Asn Val Ile 
165 170 175 

Cys Ser Glu Val Ser Glu Gly Asn Ile Thr Val Thr Cys Arg Ala Ser 
180 185 190 

Ser Phe Tyr Pro Arg Asn Ile Thr Leu Thr Trp Arg Gln Asp Gly Val 
195 200 205 

Ser Leu Ser His Asn Thr Gln Gln Trp Gly Asp Val Leu Pro Asp Gly 
210 215 220 

Asn Gly Thr Tyr Gln Thr Trp Val Ala Thr Arg Ile Arg Gln Gly Glu 
225 230 235 240 
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Glu Gln Arg Phe Thr Cys Tyr Met Glu His Ser Gly Asn His Gly Thr 
245 250 255 

His Pro Val Pro Ser Gly Lys Ala Leu Val Leu Gln Ser Gln Arg Thr 
260 265 270 

Asp Phe Pro Tyr Val Ser Ala Ala Met Pro Cys Phe Val Ile Ile Ile 
275 280 285 

Ile Leu Cys Val Pro Cys Cys Lys Lys Lys Thr Ser Ala Ala Glu Gly 
290 	 295 300 

Pro 
305 

<210> 	313 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	313 

Gly Phe Asn Arg Gly Glu Cys 
1 	 5 

<210> 	314 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Linker 

<400> 	314 

Gly Val Glu Pro Lys Ser Cys 
1 	 5 

<210> 	315 
<211> 	241 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	TCRVL-HER2VB 

<400> 	315 

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

Glu Arg Ala Thr Leu Ser Cys Ser Ala Thr Ser Ser Val Ser Tyr Met 
20 25 30 

His Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Arg Trp Ile Tyr 
35 40 45 
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Asp Thr Ser Lys Leu Ala Ser Gly Val Pro Ser Arg Phe Ser Gly Ser 
50 	 55 60 

Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu 
65 	 70 	 75 80 

Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Trp Ser Ser Asn Pro Leu Thr 
85 	 90 95 

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

Gly Gly Gln Val Gln Leu Gln Gln Ser Gly Pro Glu Leu Val Lys Pro 
115 	 120 125 

Gly Ala Ser Leu Lys Leu Ser Cys Thr Ala Ser Gly Phe Asn Ile Lys 
130 	 135 140 

Asp Thr Tyr Ile His Trp Val Lys Gln Arg Pro Glu Gln Gly Leu Glu 
145 	 150 	 155 160 

Trp Ile Gly Arg Ile Tyr Pro Thr Asn Gly Tyr Thr Arg Tyr Asp Pro 
165 	 170 175 

Lys Phe Gln Asp Lys Ala Thr Ile Thr Ala Asp Thr Ser Ser Asn Thr 
180 	 185 190 

Ala Tyr Leu Gln Val Ser Arg Leu Thr Ser Glu Asp Thr Ala Val Tyr 
195 	 200 205 

Tyr Cys Ser Arg Trp Gly Gly Asp Gly Phe Tyr Ala Met Asp Tyr Trp 
210 	 215 	 . 220 

Gly Gln Gly Ala Ser Val Thr Val Ser Ser Gly Phe Asn Arg Gly Glu 
225 	 230 	 235 240 

Cys 

<210> 	316 
<211> 	723 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	TCRVL-HER2VH 

<400> 	316 
gaaattgtgt tgacacagtc tccagccacc ctgtctttgt ctccagggga aagagccacc 60 

ctctcctgca gtgccacctc aagtgtaagt tacatgcact ggtatcagca gaaaccaggg 120 

aaagccccta agcgctggat ctatgacaca tctaaactgg cttctggggt cccatcaagg 180 

ttcagcggca gtggatctgg gacagaattt actctcacaa tcagcagcct gcagcctgaa 240 

gattttgcaa cttattactg tcagcagtgg agtagtaacc cgctcacgtt tggccagggg 300 

accaagcttg agatcaaagg aggcggatcc ggcggcggag gccaggttca gctgcagcag 360 
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tctgggccag agcttgtgaa gccaggggcc tcactcaagt tgtcctgtac agcttctggc 420 

ttcaacatta aagacaccta tatacactgg gtgaaacaga ggcctgaaca gggcctggaa 480 

tggattggaa ggatttatcc tacgaatggt tatactagat atgacccgaa gttccaggac 540 

aaggccacta taacagcaga cacatcctcc aacacagcct acctgcaggt cagccgcctg 600 

acatctgagg acactgccgt ctattattgt tctagatggg gaggggacgg cttctatgct 660 

atggactact ggggtcaagg agcctcggtc accgtgagct ccggattcaa caggggagag 720 

tgt 723 

<210> 	317 
<211> 	242 
<212> 	PAT 
<213> 	Artificial Sequence 

<220> 
<223> 	HER2VI-TCAVH 

<400> 	317 

Asp Ile Val Met Thr Gln Ser His Lys Phe Met Ser Thr Ser Val Gly 
1 	 5 10 15 

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

Val Ala Trp Tyr Gln Gln Lys Pro Gly His Ser Pro Lys Leu Leu Ile 
15 	 40 45 

Tyr Ser Ala Ser Phe Arg Tyr Thr Gly Val Pro Asp Arg Phe Thr Gly 
50 	 55 60 

Ser Arg Ser Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Vai Gln Ala 
65 	 70 75 80 

Glu Asp Leu Ala Val Tyr Tyr Cys Gln Gln His Tyr Thr Thr Pro Pro 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 105 110 

Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 
115 	 120 125 

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Lys Phe 
130 	 135 140 

Thr Ser Tyr Val Met His Trp Val Arg Gln Ala Pro Gly Gln Gly Leu 
145 	 150 155 160 

Glu Trp Ile Gly Tyr Ile Asn Pro Tyr Asn Asp Val Thr Lys Tyr Asn 
165 170 175 

Glu Lys Phe Lys Gly Arg Val Thr Ile Thr Ala Asp Lys Ser Thr Ser 
180 185 190 
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Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 
195 	 200 205 

His Tyr Cys Ala Arg Gly Ser Tyr Tyr Asp Tyr Asp Gly Phe Val Tyr 
210 	 215 220 

Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Val Glu Pro Lys 
225 	 230 235 240 

Ser Cys 

<210> 	318 
<211> 	726 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	HER2VL-TCRVH 

<400> 	318 
gacatcgtga tgacccagtc ccacaagttc atgtccacct ctgtgggcga tagggtcagc 60 

atcacctgca aggccagcca ggatgtgaat actgctgtag cctggtatca gcagaaacca 120 

ggacattctc ccaaactgct gatttactcc gcatccttcc ggtacactgg agtccctgat 180 

cgcttcactg gcagcagatc tgggacagat ttcactttca ccatcagcag tgtgcaggct 240 

gaagacctgg cagtttatta ctgtcagcaa cattatacta cacctcccac cttcggaggg 300 

ggtaccaagg tggagatcaa aggaggcgga tccggcggcg gaggccaggt tcagctggtg 360 

cagtctggag ctgaggtgaa gaagcctggg gcctcagtga aggtctcctg caaggccagc 420 

ggttacaagt ttaccagcta cgtgatgcac tgggtgcgac aggcccctgg acaagggctt 480 

gagtggatcg gatatattaa tccttacaat gatgttacta agtacaatga gaagttcaaa 540 

ggcagagtca cgattaccgc ggacaaatcc acgagcacag cctacatgga gctgagcagc 600 

ctgagatccg aggacacggc cgtgcactac tgtgcgagag ggagctacta tgattacgac 660 

gggtttgttt actggggcca agggactctg gtcactgtga gctccggagt tgagcccaaa 720 

tcttgt 726 

<210> 	319 
<211> 	273 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	TCRVL-HER2VH-E coil 

<400> 	319 

Glu Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1 	 5 10 15 
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Glu Arg Ala Thr Leu Ser Cys Ser Ala Thr Ser Ser Val Ser Tyr Met 
20 25 30 

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

Asp Thr Ser Lys Leu Ala Ser Gly Val Pro Ser Arg Phe Ser Gly Ser 
50 55 60 

Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu 
65 70 75 80 

Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Trp Ser Ser Asn Pro Leu Thr 
85 90 95.  

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

Gly Gly Gln Val Gln Leu Gln Gln Ser Gly Pro Glu Leu Val Lys Pro 
115 120 125 

Gly Ala Ser Leu Lys Leu Ser Cys Thr Ala Ser Gly Phe Asn Ile Lys 
130 135 140 

Asp Thr Tyr Ile His Trp Val Lys Gln Arg Pro Glu Gln Gly Leu Glu 
145 150 155 160 

Trp Ile Gly Arg Ile Tyr Pro Thr Asn Gly Tyr Thr Arg Tyr Asp Pro 
165 170 175 

Lys Phe Gln Asp Lys Ala Thr Ile Thr Ala Asp Thr Ser Ser Asn Thr 
180 185 190 

Ala Tyr Leu Gln Val Ser Arg Leu Thr Ser Glu Asp Thr Ala Val Tyr 
195 200 205 

Tyr Cys Ser Arg Trp Gly Gly Asp Gly Phe Tyr Ala Met Asp Tyr Trp 
210 215 220 

Gly Gln Gly Ala Ser Val Thr Val Ser Ser Gly Gly Cys Gly Gly Gly 
225 230 235 240 

Glu Val Ala Ala Leu Glu Lys Glu Val Ala Ala Leu Glu Lys Glu Val 
245 250 255 

Ala Ala Leu Glu Lys Glu Val Ala Ala Leu Glu Lys Gly Gly Gly Asn 
260 265 270 

Ser 

<210> 320 
<211> 819 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> TCRVL-HER2VH-E coil 
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<400> 	320 

Gly Ala Ala Ala Thr Thr Gly Thr Gly Thr Thr Gly Ala Cys Ala Cys 
1 5 10 15 

Ala Gly Thr Cys Thr Cys Cys Ala Gly Cys Cys Ala Cys Cys Cys Thr 
20 25 30 

Gly Thr Cys Thr Thr Thr Gly Thr Cys Thr Cys Cys Ala Gly Gly Gly 
35 40 45 

Gly Ala Ala Ala Gly Ala Gly Cys Cys Ala Cys Cys Cys Thr Cys Thr 
50 55 60 

Cys Cys Thr Gly Cys Ala Gly Thr Gly Cys Cys Ala Cys Cys Thr Cys 
65 70 75 80 

Ala Ala Gly Thr Gly Thr Ala Ala Gly Thr Thr Ala Cys Ala Thr Gly 
85 90 95 

Cya Ala Cys Thr Gly Gly Thr Ala Thr Cys Ala Gly Cys Ala Gly Ala 
100 105 110 

Ala Ala Cya Cys Ala Gly Gly.  Gly Ala Ala Ala Gly Cys Cys Cys Cys 
115 120 125 

Thr Alo Ala Gly Cys Gly Cys Thr Gly Gly Ala Thr Cys Thr Ala Thr 
130 135 140 

Gly Ala Cys Ala Cys Ala Thr Cys Cys Ala Ala Ala Cys Thr Gly Gly 
145 150 155 160 

Cys Thr Thr Cys Thr Gly Gly Gly Gly Thr Cys Cys Cys Ala Thr Cys 
165 170 175 

Ala Ala Gly Gly Thr Thr Cys Ala Gly Cys Gly Gly Cys Ala Gly Thr 
180 185 190 

Gly Gly Ala Thr Cys Thr Gly Gly Gly Ala Cys Ala Gly Ala Ala Thr 
195 200 205 

Thr Thr Ala Cys Thr Cys Thr Cys Ala Cys Ala Ala Thr Cys Ala Gly 
210 215 220 

Cys Ala Gly Cys Cys Thr Gly Cys Ala Gly Cys Cys Thr Gly Ala Ala 
225 230 235 240 

Gly Ala Thr Thr Thr Thr Gly Cys Ala Ala Cys Thr Thr Ala Thr Thr 
245 250 255 

Ala Cys Thr Gly Thr Cys Ala Gly Cys Ala Gly Thr Gly Gly Ala Gly 
260 265 270 

Thr Ala Gly Thr Ala Ala Cys Cys Cys Gly Cys Thr Cys Ala Cys Gly 
275 280 285 

Thr Thr Thr Gly Gly Cys Cys Ala Gly Gly Gly Gly Ala Cys Cys Ala 
290 295 300 
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Ala Gly Cys Thr Thr Gly Ala Gly Ala Thr Cys Ala Ala Ala Gly Gly 
305 310 315 320 

Ala Gly Gly Cys Gly Gly Ala Thr Cys cys Gly Gly Cys Gly Gly Cys 
325 330 335 

Gly Gly Ala Gly Gly Cys Cys Ala Gly Gly Thr Thr Cys Ala Gly Cys 
340 345 350 

Thr Gly Cys Ala Gly Cys Ala Gly Thr Cys Thr Gly Gly Gly Cys Cys 
355 360 365 

Ala Gly Ala Gly Cys Thr Thr Gly Thr Gly Ala Ala Gly Cys Cys Ala 
370 375 380 

Gly Gly Gly Gly Cys Cys Thr Cys Ala Cys Thr Cys Ala Ala Gly Thr 
385 390 395 400 

Thr Gly Thr Cys Cys Thr Gly Thr Ala Cys Ala Gly Cys Thr Thr Cys 
405 410 415 

Thr Gly Gly Cys Thr Thr Cys Ala Ala Cys Ala Thr Thr Ala Ala Ala 
420 425 430 

Gly Ala Cys Ala Cys Cys Thr Ala Thr Ala Thr Ala Cys Ala Cys Thr 
435 440 445 

Gly Gly Gly Thr Gly Ala Ala Ala Cys Ala Gly Ala Gly Gly Cys Cys 
450 455 460 

Thr Gly Ala Ala Cys Ala Gly Gly Gly Cys Cys Thr Gly Gly Ala Ala 
465 470 475 480 

Thr Gly Gly Ala Thr Thr Gly Gly Ala Ala Gly Gly Ala Thr Thr Thr 
485 490 495 

Ala Thr Cys Cys Thr Ala Cys Gly Ala Ala Thr Gly Gly Thr Thr Ala 
500 505 510 

Thr Ala Cys Thr Ala Gly Ala Thr Ala Thr Gly Ala Cys Cys Cys Gly 
515 520 525 

Ala Ala Gly Thr Thr Cys Cys Ala Gly Gly Ala Cys Ala Ala Gly Gly 
530 535 540 

Cys Cys Ala Cys Thr Ala Thr Ala Ala Cys Ala Gly cys Ala Gly Ala 
545 550 555 560 

Cys Ala Cys Ala Thr Cys Cys Thr Cys Cys Ala Ala Cys Ala Cys Ala 
565 570 575 

Gly Cys Cys Thr Ala Cys Cys Thr Gly Cys Ala Gly Gly Thr Cys Ala 
580 585 590 

Gly Cys Cys Gly Cys Cys Thr Gly Ala Cys Ala Thr Cys Thr Gly Ala 
595 600 605 

Gly Gly Ala Cys Ala Cys Thr Gly Cys Cys Gly Thr Cys Thr Ala Thr 
610 615 620 
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Thr Ala Thr Thr Gly Thr Thr Cys Thr Ala Gly Ala Thr Gly Gly Gly 
625 630 635 640 

Gly Ala Gly Gly Gly Gly Ala Cys Gly Gly Cys Thr Thr Cys Thr Ala 
645 650 655 

Thr Gly Cys Thr Ala Thr Gly Gly Ala Cys Thr Ala Cys Thr Gly Gly 
660 665 670 

Gly Gly Thr Cys Ala Ala Gly Gly Ala Gly Cys Cys Thr Cys Gly Gly 
675 680 685 

Thr Cys Ala Cys Cys Gly Thr Gly Ala Gly Cys Thr Cys Cys Gly Gly 
690 695 700 

Ala Gly Gly Ala Thr Gly Thr Gly Gly Cys Gly Gly Thr Gly Gly Ala 
705 710 715 720 

Gly Ala Ala Gly Thr Gly Gly Cys Cys Sly Cys Ala Cys Thr Gly Gly 
725 730 735 

Ala Gly Ala Ala Ala Gly Ala Gly Gly Thr Thr Gly Cys Thr Gly Cys 
740 745 750 

Thr Thr Thr Gly Gly Ala Gly Ala Ala Gly Gly Ala Gly Gly Thr Cys 
755 760 765 

Gly Cys Thr Gly Cys Ala Cys Thr Thr Gly Ala Ala Ala Ala Gly Gly 
770 775 780 

Ala Gly Gly Thr Cys Gly Cys Ala Gly Cys Cys Cys Thr Gly Gly Ala 
785 790 795 800 

Gly Ala Ala Ala Gly Gly Cys Gly Gly Cys Gly Gly Gly Ala Ala Thr 
805 810 815 

Thr Cys Thr 

<210> 	321 
<211> 	274 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	HER2VL-TCRVH-K coil 

<400> 	321 

Asp Ile Val Met Thr Gln Ser His Lys Phe Met Ser Thr Ser Val Gly 
1 	 5 10 15 

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

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

Tyr Ser Ala Ser Phe Arg Tyr Thr Gly Val Pro Asp Arg Phe Thr Gly 
50 55 60 
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Ser Arg Ser Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Val Gln Ala 
65 	 70 	 75 	 80 

Glu Asp Leu Ala Val Tyr Tyr Cys Gln Gln His Tyr Thr Thr Pro Pro 
85 	 90 	 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Gly Gly Gly Ser Gly 
100 	 105 	 110 

Gly Gly Gly Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 
115 	 120 	 125 

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Lys Phe 
130 	 135 	 140 

Thr Ser Tyr Val Met His Trp Val Arg Gln Ala Pro Gly Gln Gly Leu 
145 	 150 	 155 	 160 

Glu Trp Ile Gly Tyr Ile Asn Pro Tyr Asn Asp Val Thr Lys Tyr Asn 
165 	 170 	 175 

Glu Lys Phe Lys Gly Arg Val Thr Ile Thr Ala Asp Lys Ser Thr Ser 
180 	 185 	 190 

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 
. 	 195 	 200 205 

His Tyr Cys Ala Arg Gly Ser Tyr Tyr Asp Tyr Asp Gly Phe Val Tyr 
210 	 215 220 

Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly Cys Gly Gly 
225 	 230 	 235 240 

Gly Lys Val Ala Ala Leu Lys Glu Lys Val Ala Ala Leu Lys Glu Lys 
245 	 250 255 

Val Ala Ala Leu Lys Glu Lys Val Ala Ala Leu Lys Glu Gly Gly Gly 
260 	 265 270 

Asn Ser 

<210> 	322 
<211> 	822 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	HER2VL-TCRVH-K coil 

<400> 	322 
gacatcgtga tgacccagtc ccacaagttc atgtccacct ctgtgggcga tagggtcagc 60 

atcacctgca aggccagcca ggatgtgaat actgctgtag cctggtatca gcagaaacca 120 

ggacattctc ccaaactgct gatttactcc gcatccttcc ggtacactgg agtccctgat 180 

cgcttcactg gcagcagatc tgggacagat ttcactttca ccatcagcag tgtgcaggct 240 
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gaagacctgg cagtttatta ctgtcagcaa cattatacta cacctcccac cttcggaggg 300 

ggtaccaagg tggagatcaa aggaggcgga tccggcggcg gaggccaggt tcagctggtg 360 

cagtctggag ctgaggtgaa gaagcctggg gcctcagtga aggtctcctg caaggccagc 420 

ggttacaagt ttaccagcta cgtgatgcac tgggtgcgac aggcccctgg acaagggctt 480 

gagtggatcg gatatattaa tccttacaat gatgttacta agtacaatga gaagttcaaa 540 

ggcagagtca cgattaccgc ggacaaatcc acgagcacag cctacatgga gctgagcagc 600 

ctgagatccg aggacacggc cgtgcactac tgtgcgagag ggagctacta tgattacgac 660 

gggtttgttt actggggcca agggactctg gtcactgtga gctccggagg atgtggcggt 720 

ggaaaagtgg ccgcactgaa ggagaaagtt gctgctttga aagagaaggt cgccgcactt 780 

aaggaaaagg tcgcagccct gaaagagggc 

<210> 	323 
<211> 	46 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Synthetic ABD Construct 

<400> 	323 

Leu Ala Glu Ala Lys Val Leu Ala 
1 	 5 

Val Ser Asp Tyr Tyr Lys Asn Ala 
20 

Gly Val Lys Ala Leu Ile Ala Glu 
35 	 40 

<210> 	324 
<211> 	46 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Synthetic ABD Construct 

<400> 	324 

Leu Ala Glu Ala Lys Val Leu Ala 
1 	 5 

Val Ser Asp Tyr Tyr Lys Asn Leu 
20 

Gly Val Lys Ala Leu Ile Ala Glu 
35 	 40 

ggcgggaatt 

Asn Arg Glu 
10 

Ala Asn Asn 
25 

Ile Leu Ala 

Asn Arg Glu 
10 

Ile Ser Asn 
25 

Ile Leu Ala 

ct 

Leu Asp Lys Tyr Gly 
15 

Ala Lys Thr Val Glu 
30 

Ala Leu Pro 
45 

Leu Asp Lys Tyr Gly 
15 

Ala Lys Ser Val Glu 
30 

Ala Leu Pro 
45 

822 

-136- 



<210> 325 
<211> 21 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Artificial ABD Construct 

<400> 325 

Tyr Tyr Lys Asn Leu Ile Asn Asn Ala Lys Thr Val Glu Gly Val Lys 
1 5 10 15 

Ala Leu Ile Asp Glu 
20 

<210> 326 
<211> 21 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Synthetic ABD Construct (ABD Y60 -E80 Variant N66D/T70S/V71A) 

<400> 326 

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

Ala Leu Ile Asp Glu 
20 

<210> 327 
<211> 21 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Synthetic ABD Construct (ABD Y60 -E80 Variant L64A/I65A/V71A) 

<400> 327 

Tyr Tyr Lys Asn Ala Ala Asn Asn Ala Lys Thr Ala Glu Gly Val Lys 
1 5 10 15 

Ala Leu Ile Asp Glu 
20 

<210> 328 
<211> 46 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Synthetic ABD Construct (L64A/165A/V71A ("ABD (ABM")) 
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<400> 328 

Leu Ala Glu Ala Lys Val Leu Ala Asn Arg Glu Leu Asp Lys Tyr Gly 
1 5 10 15 

Val Set Asp Tyr Tyr Lys Asn Ala Ala Asn Asn Ala Lys Thr Ala Glu 
20 25 30 

Gly Val Lys Ala Leu Ile Asp Glu Ile Leu Ala Ala Leu Pro 
35 40 45 

<210> 329 
<211> 46 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Synthetic ABD Construct (N66D/T70S/V71A ("AHD (DSA)")) 

<400> 329 

Leu Ala Glu Ala Lys Val Leu Ala Asn Arg Glu Leu Asp Lys Tyr Gly 
1 5 10 15 

Val Ser Asp Tyr Tyr Lys Asn Leu Ile Asp Asn Ala Lys Ser Ala Glu 
20 25 30 

Gly Val Lys Ala Leu Ile Asp Glu Ile Leu Ala Ala Leu Pro 
35 40 45 
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