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<170> PatentIn versiéon 3.5
<210> 1

<211> 214

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 kappa LC (aka. ILT4.1-kappa)

<400> 1

Glu lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ser Tyr
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu lle
35 40 45

Tyr Asp Ala Ser Asn Arg Ala Thr Gly lle Pro Ala Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu Pro
65 70 75 80

Glu Asp Phe Ala Gly Tyr Tyr Cys GIn GIn Arg Ser Tyr Trp Pro Trp
85 90 95

Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys Arg Thr Val Ala Ala
100 105 110



Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu Gin Leu Lys Ser Gly
115 120 125
Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser GIn

145 150 155 160
Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
165 170 175
Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 190
Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205
Phe Asn Arg Gly Glu Cys
210
<210> 2
<211> 446
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4-1gG1.1f HC (aka. ILT4.1-IgG1.1f)

<400> 2

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

Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser lle Ser Ser Tyr
20 25 30

Tyr Trp Asn Trp lle Arg GIn Pro Pro Gly Lys Gly Leu Glu Trp Leu

Gly Tyr lle Tyr Tyr Ser Gly Ser Thr Lys Tyr Asn Pro Ser Leu Lys
50 55 60

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

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

Ser Ser Gly Trp Tyr Tyr Phe Asp Tyr Trp Gly GIn Gly Thr Leu Val
100 105 110

Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala
115 120 125



Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu
130 135 140

Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly
145 150 155 160

Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Ser
165 170 175

Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu
180 185 190

Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr
195 200 205

Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr
210 215 220

Cys Pro Pro Cys Pro Ala Pro Glu Ala Glu Gly Ala Pro Ser Val Phe
225 230 235 240

Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro
245 250 255

Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val
260 265 270

Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr
275 280 285

Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val
290 295 300

Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys
305 310 315 320

Lys Val Ser Asn Lys Ala Leu Pro Ser Ser lle Glu Lys Thr lle Ser
325 330 335

Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro
340 345 350

Ser Arg Glu Glu Met Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val
355 360 365

Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly
370 375 380

GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp
385 390 395 400

Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp
405 410 415

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



420 425 430
Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
435 440 445
<210> 3
<211> 214
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9C8 kappa LC ILT4.2-kappa

<400> 3

Ala lle GIn Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Ala
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

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

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro
65 70 75 80

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

Thr Phe Gly Pro Gly Thr Lys Val Asp lle Lys Arg Thr Val Ala Ala
100 105 110

Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser Gly
115 120 125

Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser GIn
145 150 155 160

Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
165 170 175

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

Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205

Phe Asn Arg Gly Glu Cys
210



<210> 4

<211> 455

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9C8-IgG1.1f HC ILT4.2-1gG1.1f

<400> 4

GIn Val GIn Leu Val GIn 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 Ser Ser
20 25 30

Asp lle Asn Trp Val Arg GiIn Ala Thr Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Trp Met Asn Pro Asn Ser Gly His Thr Gly Tyr Ala GIn Lys Phe
50 55 60

GIn Asp Arg Val Thr Leu Thr Arg Asp Thr Ser lle Ser Thr Ala Tyr
65 70 75 80

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

Ala Arg Gly Gly Asn Ser lle Asp Trp Gly Phe Ser Tyr Tyr Gly Leu
100 105 110

Asp Val Trp Gly GIn Gly Thr Thr Val Thr Val Ser Ser Ala Ser Thr
115 120 125

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

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu
145 150 155 160

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

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

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys
195 200 205

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu
210 215 220

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro



225 230 235 240

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

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

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

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

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp
305 310 315 320

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu
325 330 335

Pro Ser Ser lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg
340 345 350

Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys
355 360 365

Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
370 375 380

lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys
385 390 395 400

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

Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser
420 425 430

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

Leu Ser Leu Ser Pro Gly Lys
450 455

<210> 5

<211> 214

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2H2 kappa LC ILT4.3-kappa

<400> 5



Glu lle Val Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ser Ser
20 25 30

Tyr Leu Ala Trp Tyr GIn Gin Lys Pro Gly GiIn Ala Pro Arg Leu Leu
35 40 45

lle Tyr Gly Ala Ser Ser Arg Ala Thr Gly lle Pro Asp Arg Phe Ser
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Arg Leu Glu
65 70 75 80

Pro Glu Asp Phe Ala Val Tyr Tyr Cys GIn GIn Tyr Gly Ser Ser Tyr
85 90 95

Thr Phe Gly GIn Gly Thr Lys Leu Glu lle Lys Arg Thr Val Ala Ala
100 105 110

Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser Gly
115 120 125

Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser Gin

145 150 155 160
Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
165 170 175
Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 190
Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205
Phe Asn Arg Gly Glu Cys
210
<210> 6
<211> 458
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2H2-1I9G1.1fHC ILT4.3-IgG1.1f

<400> 6

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



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

Ala lle Ser Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Gly lle lle Pro lle Leu Ala Thr Ala Asn Tyr Ala Pro Lys Phe
50 55 60

GIn Gly Arg Val Thr lle Thr Ala Asp Glu Phe Thr Ser Ser Ala Tyr
65 70 75 80

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

Ala Lys Ser Ser lle Thr Met lle Arg Gly Ala Tyr Leu Tyr Tyr Tyr
100 105 110

Asp Gly Met Asp Val Trp Gly GIn Gly Thr Thr Val Thr Val Ser Ser
115 120 125

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

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

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

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

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

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

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

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

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

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

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



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

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

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

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

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

Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn
385 390 395 400

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

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

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

GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
450 455

<210> 7

<211> 215

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2E5 kappa LC ILT4.4-kappa

<400> 7

Glu lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ser Tyr
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu lle
35 40 45

Tyr Asp Ala Ser Asn Arg Ala Thr Gly lle Pro Ala Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu Pro
65 70 75 80



10

Glu Asp Phe Ala Val Tyr Tyr Cys GIn GIn Arg Ser Asn Trp Pro Pro
85 90 95

Trp Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys Arg Thr Val Ala
100 105 110

Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser
115 120 125

Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu
130 135 140

Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser

145 150 155 160
GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu
165 170 175
Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val
180 185 190
Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys
195 200 205
Ser Phe Asn Arg Gly Glu Cys
210 215
<210> 8
<211> 451
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2E5-IgG1.1f HC ILT4.4-IgG1.1f

<400> 8

GIn Val GIn Leu Val Glu Ser Gly Gly Gly Val Val GIn Pro Gly Arg
1 5 10 15

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

Gly Met His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Val lle Trp Tyr Asp Gly Ser Asn Glu Tyr Tyr Ala Glu Ser Val
50 55 60

Lys Gly Arg Leu Thr lle Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80

Leu GIn Val Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys



11

85 90 95

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

GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser
115 120 125

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

Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val
145 150 155 160

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

Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val
180 185 190

Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His
195 200 205

Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys
210 215 220

Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala Glu Gly
225 230 235 240

Ala Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met
245 250 255

lle Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His
260 265 270

Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val
275 280 285

His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr
290 295 300

Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly
305 310 315 320

Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ser Ser lle
325 330 335

Glu Lys Thr lle Ser Lys Ala Lys Gly GiIn Pro Arg Glu Pro GIn Val
340 345 350

Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn GIn Val Ser
355 360 365

Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu
370 375 380
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Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro

385 390 395 400
Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val
405 410 415
Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met
420 425 430
His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser
435 440 445
Pro Gly Lys
450
<210> 9
<211> 214
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 24E5 kappa LC ILT4.5-kappa

<400> 9

Asp lle GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Trp
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Glu Lys Ala Pro Lys Ser Leu lle
35 40 45

Tyr Ala Ala Ser Ser Leu GIn Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Tyr Asn Ser Tyr Pro Leu
85 90 95

Thr Phe Gly Gly Gly Thr Lys Val Glu lle Lys Arg Thr Val Ala Ala
100 105 110

Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser Gly
115 120 125

Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser GIn
145 150 155 160



13

Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser

165 170 175
Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 190
Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205
Phe Asn Arg Gly Glu Cys
210
<210> 10
<211> 451
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 24E5-1gG1.1 HC ILT4.5-1gG1.1f

<400> 10

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

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

Val Met Ser Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ser Gly lle Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Lys Asp GIn Asp lle lle Ala Ala Tyr Tyr Phe Val Tyr Trp Gly
100 105 110

GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser
115 120 125

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

Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val
145 150 155 160

Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala
165 170 175
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Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val
180 185 190

Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His
195 200 205

Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys
210 215 220

Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala Glu Gly
225 230 235 240

Ala Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met
245 250 255

lle Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His
260 265 270

Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val
275 280 285

His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr
290 295 300

Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly
305 310 315 320

Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ser Ser lle
325 330 335

Glu Lys Thr lle Ser Lys Ala Lys Gly Gin Pro Arg Glu Pro Gin Val
340 345 350

Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn GIn Val Ser
355 360 365

Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu
370 375 380

Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro
385 390 395 400

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

Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met
420 425 430

His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser
435 440 445

Pro Gly Lys
450
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<210> 11

<211> 215

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sinteético: 21D9 kappa LC ILT4.6-kappa

<400> 11

Glu lle Val Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ser Ser
20 25 30

Tyr Leu Ala Trp Tyr GIn Gin Lys Pro Gly GIn Ala Pro Arg Leu Leu
35 40 45

lle Tyr Gly Ala Ser Ser Arg Ala Thr Gly lle Pro Asp Arg Phe Ser
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Arg Leu Glu
65 70 75 80

Pro Glu Asp Phe Ala Val Tyr Tyr Cys GIn GIn Tyr Gly Ser Ser Pro
85 90 95

Leu Thr Phe Gly Gly Gly Thr Lys Val Glu lle Lys Arg Thr Val Ala
100 105 110

Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser
115 120 125

Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu
130 135 140

Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser
145 150 155 160

GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu
165 170 175

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

Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys
195 200 205

Ser Phe Asn Arg Gly Glu Cys
210 215

<210> 12
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<211> 455
<212> PRT
<213> Secuencia Artificial

<220>
<223> Sintético: 21D9-1gG1.1f HC ILT4.6-19G1.1f

<400> 12

Glu Gly GIn Leu Leu Glu Ser Gly Gly Asp Leu Val GIn Pro Gly Gly
1 5 10 15

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

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp lle
35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110

Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr
115 120 125

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

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu
145 150 155 160

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

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

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys
195 200 205

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu
210 215 220

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
225 230 235 240

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

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

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

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

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp
305 310 315 320

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu
325 330 335

Pro Ser Ser lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg
340 345 350

Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys
355 360 365

Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
370 375 380

lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys

385 390 395 400
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
405 410 415
Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser
420 425 430
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GiIn Lys Ser
435 440 445
Leu Ser Leu Ser Pro Gly Lys
450 455
<210> 13
<211> 454
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.e.IgG1.3 HC ILT4.8.1gG1.3

<400> 13

Glu Val GIn Leu Leu Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly
1 5 10 15
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Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asn Tyr
20 25 30

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110

Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr
115 120 125

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

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu
145 150 155 160

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

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

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys
195 200 205

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu
210 215 220

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
225 230 235 240

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

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

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

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

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp
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305 310 315 320

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu
325 330 335

Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg
340 345 350

Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys
355 360 365

Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
370 375 380

lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys

385 390 395 400
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
405 410 415
Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser
420 425 430
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GiIn Lys Ser
435 440 445
Leu Ser Leu Ser Pro Gly
450
<210> 14
<211> 212
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5 kappa LC

<400> 14

Glu lle Ala Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ser Ser
20 25 30

Tyr Leu Ala Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu
35 40 45

lle Tyr Gly Ala Ser Ser Arg Ala Thr Gly lle Pro Asp Arg Phe Ser
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Arg Leu Glu
65 70 75 80

Pro Glu Asp Phe Ala Val Tyr Tyr Cys GIn GIn Tyr Gly Ser Thr Phe
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85 90 95

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

Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala
115 120 125

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

GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser GIn Glu Ser

145 150 155 160
Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr
165 170 175
Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys
180 185 190
Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn
195 200 205
Arg Gly Glu Cys
210
<210> 15
<211> 453
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5.19G1.3 HC

<400> 15

GIn Val GIn Leu Val GIn 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 Asp Tyr
20 25 30

Tyr Leu His Trp Val Arg GiIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly lle Phe His Pro Ser Gly Asp lle Thr Ser Ser Ala GIn Asn Phe
50 55 60

GIn Gly Arg Val Thr Met lle Arg Asp Thr Ser Thr Ser Thr Val Tyr
65 70 75 80

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



21

Ala Arg Gly Gly Val Leu Arg Tyr Leu Asp Trp Ser His Ala Phe Asp
100 105 110

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Ala Ser Thr Lys
115 120 125

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

Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro
145 150 155 160

Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr
165 170 175

Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val
180 185 190

Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn
195 200 205

Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro
210 215 220

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

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

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

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

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

Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp
305 310 315 320

Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro
325 330 335

Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu
340 345 350

Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
355 360 365

GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle
370 375 380

Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr



22

385 390 395 400
Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
405 410 415
Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys
420 425 430
Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu
435 440 445
Ser Leu Ser Pro Gly
450
<210> 16
<211> 212
<212> PRT
<213> Secuencia Artificial
<220>
<223> Sintético: 21A5.1 kappa LC (ILT4.9.1K)
<400> 16

Glu lle Val Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ser Ser
20 25 30

Tyr Leu Ala Trp Tyr GIn Gin Lys Pro Gly GiIn Ala Pro Arg Leu Leu
35 40 45

lle Tyr Gly Ala Ser Ser Arg Ala Thr Gly lle Pro Asp Arg Phe Ser
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Arg Leu Glu
65 70 75 80

Pro Glu Asp Phe Ala Val Tyr Tyr Cys GIn GIn Tyr Gly Ser Thr Phe
85 90 95

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

Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala
115 120 125

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

GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser GIn Glu Ser
145 150 155 160

Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr
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165 170 175
Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys
180 185 190
Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn
195 200 205
Arg Gly Glu Cys
210
<210> 17
<211> 453
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5.a.IgG1.3 HC (ILT4.9.19G1.3)

<400> 17

GIn Val GIn Leu Val GIn 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 Asp Tyr
20 25 30

Tyr Leu His Trp Val Arg GiIn Ala Pro Gly GiIn Gly Leu Glu Trp Met
35 40 45

Gly lle Phe His Pro Ser Gly Asp lle Thr Ser Ser Ala GIn Asn Phe
50 55 60

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

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

Ala Arg Gly Gly Val Leu Arg Tyr Leu Asp Trp Ser His Ala Phe Asp
100 105 110

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Ala Ser Thr Lys
115 120 125

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

Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro
145 150 155 160

Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr
165 170 175
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Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val
180 185 190

Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn
195 200 205

Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro
210 215 220

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

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

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

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

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

Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp

305 310 315 320

Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro
325 330 335

Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu
340 345 350

Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
355 360 365

GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle
370 375 380

Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr
385 390 395 400

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

Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys
420 425 430

Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu
435 440 445

Ser Leu Ser Pro Gly
450
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<210> 18

<211> 214

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10 kappa LC

<400> 18

Ala lle GIn Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Ala
20 25 30

Leu Ala Trp Phe GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

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

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Phe Asn Ser Tyr Pro lle
85 90 95

Thr Phe Gly GIn Gly Thr Arg Leu Glu lle Lys Arg Thr Val Ala Ala
100 105 110

Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu Gin Leu Lys Ser Gly
115 120 125

Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser GIn
145 150 155 160

Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
165 170 175

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

Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205

Phe Asn Arg Gly Glu Cys
210

<210> 19
<211> 445
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<212> PRT
<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.1l9gG1.3 HC ILT4.10.19G1.3

<400> 19

GIn Val GIn Leu Val Glu Ser Gly Gly Gly Val Val GIn Pro Gly Arg
1 5 10 15

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

Ala Met His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala lle lle Ser Tyr Asp Glu Tyr Asn Lys Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Arg Glu Trp Val Gly lle Arg Tyr Trp Gly GiIn Gly Thr Leu Val
100 105 110

Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala
115 120 125

Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu
130 135 140

Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly
145 150 155 160

Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Ser
165 170 175

Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu
180 185 190

Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr
195 200 205

Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr
210 215 220

Cys Pro Pro Cys Pro Ala Pro Glu Ala Glu Gly Ala Pro Ser Val Phe
225 230 235 240

Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro
245 250 255
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Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val
260 265 270

Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr
275 280 285

Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val
290 295 300

Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys
305 310 315 320

Lys Val Ser Asn Lys Ala Leu Pro Ala Pro lle Glu Lys Thr lle Ser
325 330 335

Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro
340 345 350

Ser Arg Glu Glu Met Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val
355 360 365

Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly
370 375 380

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

385 390 395 400

Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp
405 410 415

GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His
420 425 430

Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly
435 440 445

<210> 20

<211> 214

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.1 kappa LC

<400> 20

Ala lle GIn Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Ala
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45
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Tyr Asp Ala Ser Ser Leu Glu Ser Gly Val Pro Ser Arg Phe Thr Gly
50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Phe Asn Ser Tyr Pro lle
85 90 95

Thr Phe Gly GIn Gly Thr Arg Leu Glu lle Lys Arg Thr Val Ala Ala
100 105 110

Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser Gly
115 120 125

Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser GIn

145 150 155 160
Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
165 170 175
Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 190
Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205
Phe Asn Arg Gly Glu Cys
210
<210> 21
<211> 214
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.3 kappa LC

<400> 21

Ala lle GIn Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Ala
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

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

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Phe Asn Ser Tyr Pro lle
85 90 95

Thr Phe Gly GIn Gly Thr Arg Leu Glu lle Lys Arg Thr Val Ala Ala
100 105 110

Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu Gin Leu Lys Ser Gly
115 120 125

Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser Gin

145 150 155 160
Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
165 170 175
Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 190
Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205
Phe Asn Arg Gly Glu Cys
210
<210> 22
<211> 645
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 LC ADN ILT4.1-kappa ADN

<400> 22
gaaattgtgt tgacacagtc tccagccacc ctgtctttgt ctccagggga aagagccacc 60

ctctectgeca gggcecagtca gagtgttage agctacttag cctggtacca acagaaacct 120
ggccaggctc ccaggctect catctatgat gcgtccaaca gggcecactgg catcccagee 180
aggttcagtg gcagtgggtc tgggacagac ttcactctca ccatcagcag cctagagcct 240
gaagattttg caggttatta ctgtcagcag cgtagctact ggccgtggac gttcggccaa 300
gggaccaagg tggaaatcaa acgtacggtg gctgcaccat ctgtcttcat cttcccgcca 360

tctgatgagc agttgaaatc tggaactgcc tetgttgtgt gectgctgaa taacttctat 420
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cccagagagg ccaaagtaca gtggaaggtg gataacgccc tccaatcggg taactcccag 480
gagagtgtca cagagcagga cagcaaggac agcacctaca gcctcagcag caccctgacg 540
ctgagcaaag cagactacga gaaacacaaa gtctacgcct gcgaagtcac ccatcagggc 600
ctgagctcgce ccgtcacaaa gagcttcaac aggggagagt gttag 645

<210> 23

<211> 1341

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 1gG1.1f HC ADN ILT4.1-IgG1.1f ADN

<400> 23
caggtgcagc tgcaggagtc gggcccagga ctggtgaagc cttcggagac cctgtcecte 60

acctgcactg tctctggtgg ctccatcagt agttactact ggaactggat tcggcagcce 120
ccagggaagg gactggagtg gcttgggtac atctattaca gtgggagtac caagtacaac 180
cccteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctcectg 240
aagctgagct ctgtgaccgce tgcggacacg gecgtgtatt attgtgccag cagtggetgg 300
tactactttg actattgggg ccagggaacc ctggtcaccg tctcctcage tagcaccaag 360
ggcccatcegg tettceecect ggcaccctee tccaagagca cetetggggg cacageggee 420
ctgggctgcece tggtcaagga ctacttccee gaaccggtga cggtgtegtg gaactcagge 480
gccctgacca gecggcegtgea caccttceceg getgtectac agtcctcagg actctactcc 540
ctcagcagcg tggtgaccgt gececteccage agettgggea cccagaccta catctgcaac . 600
gtgaatcaca agcccagcaa caccaaggtg gacaagagag ttgagcccaa atcttgtgac 660
aaaactcaca catgcccacc gtgcccagca cctgaagccg aaggggeccce gtcagtcttc 720
ctcttcceee caaaacccaa ggacacccte atgatctcece ggaccectga ggtcacatge 780
gtggtggtgg acgtgagcca cgaagaccct gaggtcaagt tcaactggta cgtggacggec 840
gtggaggtgc ataatgccaa gacaaagccg cgggaggagce agtacaacag cacgtaccgt 900
gtggtcagcg tcctcaccgt cctgcaccag gactggcetga atggcaagga gtacaagtge 960
aaggtctcca acaaagccct cccaagcagc atcgagaaaa ccatctccaa agccaaaggg 1020

cagccccgag aaccacaggt gtacaccctg cccccatcce gggaggagat gaccaagaac 1080
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caggtcagcc tgacctgcct ggtcaaaggc tictatccca gcgacatcge cgtggagtgg 1140
gagagcaatg ggcagccgga gaacaactac aagaccacgc ctccegtget ggactccgac 1200
ggctccttct tcctctatag caagetcacc gtggacaaga gcaggtggca gcaggggaac 1260
gtcttctcat getcegtgat gcatgaggct ctgcacaacc actacacgca gaagagectc 1320
tcectgteee cgggtaaatg a 1341

<210> 24

<211> 645

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 9C8 kappa LC ADN ILT4.2-kappa ADN

<400> 24
gccatccagt tgacccagtc tccatcctee ctgtectgeat ctgtaggaga cagagtcacc 60

atcacttgcc gggcaagtca gggcattagc agtgctttag cctggtatca gcagaaacca 120
gggaaagctc ctaagctcct gatctatgat gectccagtt tggaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagat ttcactctca ccatcagcag cctgcagect 240
gaagattttg caacttatta ctgtcaacag tttaatagtt acccattcac tttcggccct 300
gggaccaaag tggatatcaa acgtacggtg gctgcaccat ctgtcttcat cttcccgcca 360
tctgatgagc agttgaaatc tggaactgcc tctgttgtgt gectgcetgaa taacttctat 420
cccagagagg ccaaagtaca gtggaaggtg gataacgccc tccaatcggg taactcccag 480
gagagtgtca cagagcagga cagcaaggac agcacctaca gcctcagcag caccctgacg 540
ctgagcaaag cagactacga gaaacacaaa gtctacgcct gcgaagtcac ccatcaggge 600
ctgagctcgc ccgtcacaaa gagcttcaac aggggagagt gttag 645

<210> 25

<211> 1368

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 9C8 IgG1.1f ADN ILT4.2-l9gG1.1f ADN

<400> 25
caggtgcaac tggtgcagtc tggggctgag gtaaagaagc ctggggcctc agtgaaggtc 60

tcctgcaagg ctictggata caccttcacc agctctgata tcaactgggt gcgacaggee 120
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actggacaag ggcttgagtg gatgggatgg atgaacccta acagtggtca cacaggctat 180
gcacagaagt tccaggacag agtcaccttg acccgggaca cctccataag cacagcctac 240
atggagctga gcagcctgag atctgaggac tcggcecgtgt attactgtgec gagaggtggg 300
aatagcattg actgggggtt ctcctactac ggtctggacg tctggggeca agggaccacg 360
gtcaccgtct cctcagetag caccaagggce ccatcggtcet tcceecetgge acectectce . 420
aagagcacct ctgggggcac agcggccctg ggctgcectgg tcaaggacta cttccccgaa 480
ccggtgacgg tgtcgtggaa ctcaggcegcece ctgaccageg gegtgcacac cttcccgget 540
gtcctacagt cctcaggact ctactcectc agcagcegtgg tgaccgtgec ctccagcage 600
ttgggcaccc agacctacat ctgcaacgtg aatcacaagc ccagcaacac caaggtggac 660
aagagagttg agcccaaatc ttgtgacaaa actcacacat gcccaccgtg cccagcacct 720
gaagccgaag gggccccgtc agtcttectce ttccccccaa aacccaagga caccctcatg 780
atctcccgga ceccctgaggt cacatgegtg gtggtggacg tgagccacga agaccctgag 840
gtcaagttca actggtacgt ggacggegtg gaggtgcata atgccaagac aaagccgegg 900
gaggagcagt acaacagcac gtaccgtgtg gtcagcgtcc tcaccgtcct gcaccaggac 960
tggctgaatg gcaaggagta caagtgcaag gtctccaaca aagccctcce aagcagcatc 1020
gagaaaacca tctccaaagc caaagggcag ccccgagaac cacaggtgta caccctgecece 1080
ccatcccggg aggagatgac caagaaccag gtcagectga cetgectggt caaaggcettc 1140
tatcccagcg acatcgcecgt ggagtgggag agcaatggge agccggagaa caactacaag 1200
accacgcctc ccgtgcetgga ctccgacggce tecttcttce tetatagcaa getcacegtg 1260
gacaagagca ggtggcagca ggggaacgtc ttctcatgct ccgtgatgca tgaggcetctg 1320
cacaaccact acacgcagaa gagcctctcc ctgtccccgg gtaaatga 1368
<210> 26

<211> 645

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 2H2 kappa LC ADN ILT4.3-kappa ADN

<400> 26
gaaattgtgt tgacgcagtc tccaggcacc ctgtctttgt ctccagggga aagagccacc 60
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ctctcctgca gggecagtca gagtgttage agcagcetact tagectggta ccagcagaaa 120
cctggccagg ctceccaggct cctcatctat ggtgcatcca gcagggccac tggcatceca 180
gacaggttca gtggcagtgg gtctgggaca gacttcactc tcaccatcag cagactggag 240
cctgaagatt ttgcagtgta ttactgtcag cagtatggta gctcgtacac ttttggccag 300
gggaccaagc tggagatcaa acgtacggtg gctgcaccat ctgtcttcat cttcccgecca 360
tctgatgagc agttgaaatc tggaactgcc tetgttgtgt gectgetgaa taacttctat 420
cccagagagg ccaaagtaca gtggaaggtg gataacgccc tccaatcggg taactcccag 480
gagagtgtca cagagcagga cagcaaggac agcacctaca gcctcagcag caccctgacg 540
ctgagcaaag cagactacga gaaacacaaa gtctacgcct gcgaagtcac ccatcaggge 600
ctgagctcgce ccgtcacaaa gagcttcaac aggggagagt gttag 645

<210> 27

<211> 1377

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 2H2 IgG1.1f HC ADN ILT4.3-IgG1.1f ADN

<400> 27
caggtccagt tggtgcagtc tggggctgag gtgaagaagc ctgggtcctc ggtggaggtc 60

tcctgcaagg cttctggggg caccttcage aactatgcta tcagetgggt gcgacaggee . 120
cctggacaag ggcttgagtg gatgggaggg atcatcccca tettggectac agcaaactac 180
gcaccgaagt tccagggcag agtcacgatt accgcggacg aattcacgag ctcagcttac 240
atggagctga gcagcctgag atctgaggac acggcecgtgt attactgtgc gaagtctagt 300
attactatga ttcggggagc ctatctttac tactacgacg gtatggacgt ctggggccaa 360
gggaccacgg tcaccgtctc ctcagctagc accaagggcec catcggtctt ccccctggca 420
ccctecteca agagcaccte tgggggceaca geggcecctgg getgectggt caaggactac 480
ttccccgaac cggtgacggt gtcgtggaac tcaggegcecc tgaccagegg cgtgcacace 540
ttcceggcetg tectacagte ctcaggactc tactcectca gcagegtggt gacegtgeece 600
tccagcagct tgggcaccca gacctacatc tgcaacgtga atcacaagcc cagcaacacc 660
aaggtggaca agagagttga gcccaaatct tgtgacaaaa ctcacacatg cccaccgtgc 720

ccagcacctg aagccgaagg ggccccgtca gtcttectet tccccccaaa acccaaggac 780
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accctcatga tctcccggac ccctgaggtc acatgegtgg tggtggacgt gagccacgaa 840
gaccctgagg tcaagttcaa ctggtacgtg gacggcegtgg aggtgcataa tgccaagaca 900
aagccgcggg aggagcagta caacagcacg taccgtgtgg tcagcegtect caccgtectg 960
caccaggact ggctgaatgg caaggagtac aagtgcaagg tctccaacaa agccctccca 1020
agcagcatcg agaaaaccat ctccaaagcc aaagggcagc cccgagaacc acaggtgtac 1080
accctgcccc catcccggga ggagatgacc aagaaccagg tcagcctgac ctgectggtc 1140
aaaggcttct atcccagcga catcgecgtg gagtgggaga gcaatgggca gccggagaac 1200
aactacaaga ccacgcctcc cgtgctggac tccgacggct ccttcttect ctatagcaag 1260
ctcaccgtgg acaagagcag gtggcagcag gggaacgtct tctcatgcetce cgtgatgcat 1320
gaggctctgc acaaccacta cacgcagaag agcctctccc tgtccccggg taaatga 1377
<210> 28

<211> 648

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 2E5 kappa LC ADN ILT4.4-kappa ADN

<400> 28
gaaattgtgt tgacacagtc tccagccacc ctgtctttgt ctccagggga aagagccacc 60

ctctectgeca gggcecagtca gagtgttage agctacttag cctggtacca acagaaacct 120
ggccaggctc ccaggctect catctatgat gcatccaaca gggccactgg catcccagec 180
aggttcagtg gcagtgggtc tgggacagac ttcactctca ccatcagcag cctagagect 240
gaagattttg cagtttatta ctgtcagcag cgtagcaact ggcctccgtg gacgttcgge 300
caagggacca aggtggaaat caaacgtacg gtggctgcac catctgtctt catcttcccg 360
ccatctgatg agcagttgaa atctggaact gcctctgttg tgtgcctget gaataacttc 420
tatcccagag aggccaaagt acagtggaag gtggataacg ccctccaatc gggtaactcc 480
caggagagtg tcacagagca ggacagcaag gacagcacct acagcctcag cagcaccctg 540
acgctgagca aagcagacta cgagaaacac aaagtctacg cctgcgaagt cacccatcag 600

ggcctgagct cgeccgtcac aaagagcttc aacaggggag agtgttag 648

<210> 29
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<211> 1356
<212> ADN
<213> Secuencia Artificial

<220>
<223> Sintético: 2E5 19G1.1f HC ADN ILT4.4-IgG1.1f ADN

<400> 29
caggtgcagc tggtggagtc tgggggaggc gtggtccagc ctgggaggtc cctgagactc 60

tcctgtacag cgtctggatt caccttcagt aactatggca tgcactgggt ccgecagget 120
ccaggcaagg gactggagtg ggtggcagtt atctggtatg atggaagtaa tgaatactat 180
gcagaatccg tgaagggccg actcaccatc tccagagaca attccaagaa cacgcetgtat 240
ctgcaagtga acagcctgag agccgaggac acggcetgtgt attattgtgc gagagatcct 300
ttctatggtt cggggaatta ctttgactac tggggccagg gaaccctggt caccgtctcc 360
tcagctagca ccaagggccc atcggtcttc cececectggeac ccetectccaa gageacctet 420
gggggcacag cggccctggg ctgectggtc aaggactact tccccgaacce ggtgacggtg 480
tcgtggaact caggcgcecct gaccageggce gtgcacacct tccecggcetgt cctacagtce . 540
tcaggactct actccctcag cagegtggtg accgtgecct ccagcagcett gggcacccag 600
acctacatct gcaacgtgaa tcacaagccc agcaacacca aggtggacaa gagagttgag 660
cccaaatctt gtgacaaaac tcacacatgc ccaccgtgce cagcacctga agccgaaggg 720
gccccegtcag tettectett ccccccaaaa cccaaggaca cectcatgat ctccecggace . 780
cctgaggtca catgcgtggt ggtggacgtg agccacgaag accctgaggt caagttcaac 840
tggtacgtgg acggcgtgga ggtgcataat gccaagacaa agccgcggga ggagcagtac 900
aacagcacgt accgtgtggt cagcgtcctc accgtcctge accaggactg gctgaatgge 960
aaggagtaca agtgcaaggt ctccaacaaa gccctcccaa gcagcatcga gaaaaccatc 1020
tccaaagcca aagggcagcc ccgagaacca caggtgtaca ccctgeccee atcccgggag 1080
gagatgacca agaaccaggt cagcctgacc tgcctggtca aaggcttcta tcccagcgac 1140
atcgccgtgg agtgggagag caatgggcag ccggagaaca actacaagac cacgectccc 1200
gtgctggact ccgacggctc cttcttccte tatagcaagce tcaccgtgga caagagcagg 1260
tggcagcagg ggaacgtctt ctcatgctece gtgatgcatg aggcetctgca caaccactac 1320

acgcagaaga gcctctccct gtcccegggt aaatga 1356
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<210> 30

<211> 645

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 24E5 kappa LC ADN ILT4.5-kappa ADN

<400> 30
gacatccaga tgacccagtc tccatcctca ctgtctgcat ctgtaggaga cagagtcacc 60

atcacttgtc gggcgagtca gggtattagc agctggttag cctggtatca gcagaaacca 120
gagaaagccc ctaagtccct gatctatgct gcatccagtt tgcaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagat ttcactctca ccatcagcag cctgcagect 240
gaagattttg caacttatta ctgccaacag tataatagtt accctctcac tttcggcgga 300
gggaccaagg tggagatcaa acgtacggtg gctgcaccat ctgtcttcat cttcccgcca 360
tctgatgagc agttgaaatc tggaactgcc tctgttgtgt gectgetgaa taactictat 420
cccagagagg ccaaagtaca gtggaaggtg gataacgccc tccaatcggg taactcccag 480
gagagtgtca cagagcagga cagcaaggac agcacctaca gcctcagcag caccctgacg 540
ctgagcaaag cagactacga gaaacacaaa gtctacgcct gcgaagtcac ccatcagggc 600
ctgagctcgc ccgtcacaaa gagcttcaac aggggagagt gttag 645

<210> 31

<211> 1356

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 24E5 IgG1.1f HC ADN ILT4.5-19G1.1f ADN

<400> 31
gaggtgcagc tgttggagtc tgggggaggc ttggtacagc ctggggggtc cctgagactc 60

tcetgtgeag cctetggatt cacctttage agctatgtca tgagetgggt ccgecagget 120
ccagggaagg ggctggagtg ggtctcaggt attagtggta gtggtggtag cacatactac 180
gcagactccg tgaagggcecg gttcaccatc tccagagaca attccaagaa cacgcetgtat 240
ctgcaaatga acagcctgag agccgaggac acggccgtat attactgtgc gaaagatcag 300
gatattatag cagcatacta ctttgtctac tggggccagg gaaccctggt caccgtctcc 360

tcagctagca ccaagggccc atcggtcttc ccectggceac cetectccaa gagcacctet 420
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gggggcacag cggccctggg ctgectggtc aaggactact tccccgaace ggtgacggtg 480
tcgtggaact caggcgcecct gaccageggce gtgcacacct tcceggcetgt cctacagtce . 540
tcaggactct actccctcag cagegtggtg accgtgecct ccagcagcett gggcacccag 600
acctacatct gcaacgtgaa tcacaagccc agcaacacca aggtggacaa gagagttgag 660
cccaaatctt gtgacaaaac tcacacatgc ccaccgtgcc cagcacctga agccgaaggg 720
gcccecgtcag tettectcett ccccccaaaa cccaaggaca cectecatgat ctcccggace 780
cctgaggtca catgcgtggt ggtggacgtg agccacgaag accctgaggt caagttcaac 840
tggtacgtgg acggcgtgga ggtgcataat gccaagacaa agccgcggga ggagcagtac 900
aacagcacgt accgtgtggt cagcgtcctc accgtcctge accaggactg getgaatgge 960
aaggagtaca agtgcaaggt ctccaacaaa gccctcccaa gcagcatcga gaaaaccatc 1020
tccaaagcca aagggcagcc ccgagaacca caggtgtaca ccetgeccce atcccgggag 1080
gagatgacca agaaccaggt cagcctgacc tgcctggtca aaggcttcta tcccagcgac 1140
atcgccgtgg agtgggagag caatgggcag ccggagaaca actacaagac cacgectccc 1200
gtgctggact ccgacggcte cttcttecte tatagcaagce tcaccgtgga caagagcagg 1260
tggcagcagg ggaacgtctt ctcatgctcc gtgatgcatg aggcetctgca caaccactac 1320
acgcagaaga gcctctccct gtccecegggt aaatga 1356

<210> 32

<211> 648

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9 kappa LC ADN ILT4.6-kappa ADN

<400> 32
gaaattgtgt tgacgcagtc tccaggcacc ctgtctttgt ctccagggga aagagccacc 60

ctctectgeca gggcecagtca gagtgttage agcagcetact tagectggta ccagcagaaa 120
cctggccagg ctceccaggct cctcatctat ggtgcatcca gcagggccac tggcatceca 180
gacaggttca gtggcagtgg gtctgggaca gacttcactc tcaccatcag cagactggag 240
cctgaagatt ttgcagtgta ttactgtcag cagtatggta gctcacctct cactttcgge 300

ggagggacca aggtggagat caaacgtacg gtggctgcac catctgtctt catcttcccg 360

ccatctgatg agcagttgaa atctggaact gcctetgttg tgtgcctgct gaataacttc 420



38

tatcccagag aggccaaagt acagtggaag gtggataacg ccctccaatc gggtaactcc 480
caggagagtg tcacagagca ggacagcaag gacagcacct acagcctcag cagcaccctg 540
acgctgagca aagcagacta cgagaaacac aaagtctacg cctgcgaagt cacccatcag 600
ggcctgagct cgeccgtcac aaagagctic aacaggggag agtgttag 648

<210> 33

<211> 1368

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9 IgG1.1f HC ADN ILT4.6-19G1.1f ADN

<400> 33
gagggacagc tgttggagtc tgggggagac ttggtacagc ctggggggtc cctgagactc 60

tcctgtgcaa cctetggatt cacctttage aactatgcca tgaactgggt ccgeccaggct 120
ccagggaagg ggctggagtg gatctcagtt attagtgtta gtggtggtag cacatactac 180
gcagactccg tgaagggccg gttcaccatc tccagagaca attccaagaa cacgcetgtat 240
ctgcaaatga atagcctgag agccgaggac acggcecgtat attactgtgc gaaagattat 300
tactatgatt cggggagtta ttatgactct ttctttgact actggggcca gggaaccctg 360
gtcaccgtct cctcagctag caccaagggc ccatcggtct tcceectgge accctectce . 420
aagagcacct ctgggggcac agcggcecctg ggetgectgg tcaaggacta cttccccgaa 480
ccggtgacgg tgtcgtggaa ctcaggcgcec ctgaccageg gegtgcacac cttccegget . 540
gtcctacagt cctcaggact ctactcectc agcagegtgg tgaccgtgec ctccagcage 600
ttgggcaccc agacctacat ctgcaacgtg aatcacaagc ccagcaacac caaggtggac 660
aagagagttg agcccaaatc ttgtgacaaa actcacacat gcccaccgtg cccagcacct 720
gaagccgaag gggcecccgtc agtcttecte ttccccccaa aacccaagga caccctcatg 780
atctcccgga cccctgaggt cacatgegtg gtggtggacg tgagccacga agaccctgag 840
gtcaagttca actggtacgt ggacggcegtg gaggtgcata atgccaagac aaagccgcgg 900
gaggagcagt acaacagcac gtaccgtgtg gtcagcgtcc tcaccgtcct gcaccaggac 960
tggctgaatg gcaaggagta caagtgcaag gtctccaaca aagccctccc aagcagcatc 1020

gagaaaacca tctccaaagc caaagggcag ccccgagaac cacaggtgta caccctgecece 1080
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ccatcccggg aggagatgac caagaaccag gtcagectga cectgectggt caaaggettc 1140
tatcccagceg acatcgecgt ggagtgggag agcaatgggce agccggagaa caactacaag 1200
accacgcctc ccgtgetgga ctccgacggc tecttcttce tctatagcaa getcacegtg 1260
gacaagagca ggtggcagca ggggaacgtc ttctcatgct ccgtgatgca tgaggcetctg 1320
cacaaccact acacgcagaa gagcctctcc ctgtccccgg gtaaatga 1368

<210> 34

<211> 1365

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.1gG1.3 HC ADN ILT4.6-IgG1.3 HC ADN

<400> 34
gagggacagc tgttggagtc tgggggagac ttggtacagc ctggggggtc cctgagactc 60

tcctgtgcaa cctetggatt cacctttage aactatgcca tgaactgggt ccgecagget 120
ccagggaagg ggctggagtg gatctcagtt attagtgtta gtggtggtag cacatactac 180
gcagactccg tgaagggcecg gttcaccatc tccagagaca attccaagaa cacgcetgtat 240
ctgcaaatga atagcctgag agccgaggac acggcecgtat attactgtgc gaaagattat 300
tactatgatt cggggagtta ttatgactct ttctttgact actggggcca gggaaccctg 360
gtcaccgtct cctcagctag caccaagggce ccatcggtct tcceeetgge acectectce 420
aagagcacct ctgggggcac agcggccctg ggetgectgg tcaaggacta cttccccgaa 480
ccggtgacgg tgtcgtggaa ctcaggcegcece ctgaccageg gegtgcacac cttcccgget 540
gtcctacagt cctcaggact ctactcectc agcagegtgg tgaccgtgec ctccagcage 600
ttgggcaccc agacctacat ctgcaacgtg aatcacaagc ccagcaacac caaggtggac 660
aagagagttg agcccaaatc ttgtgacaaa actcacacat gcccaccgtg cccagcacct 720
gaagccgaag gggccccgte agtcettecte ttccccccaa aacccaagga caccctcatg 780
atctcccgga cccctgaggt cacatgegtg gtggtggacg tgagccacga agaccctgag 840
gtcaagttca actggtacgt ggacggcgtg gaggtgcata atgccaagac aaagccgegg 900
gaggagcagt acaacagcac gtaccgtgtg gtcagcgtcc tcaccgtcct gcaccaggac 960
tggctgaatg gcaaggagta caagtgcaag gtctccaaca aagccctcce agcccccatc 1020

gagaaaacca tctccaaagc caaagggcag ccccgagaac cacaggtgta caccctgcce 1080
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ccatcccggg aggagatgac caagaaccag gtcagectga cctgectggt caaaggcettc 1140
tatcccagceg acatcgeegt ggagtgggag agcaatggge agccggagaa caactacaag 1200
accacgcctc ccgtgetgga ctccgacggc tecttcttce tctatagcaa getcacegtg 1260
gacaagagca ggtggcagca ggggaacgtc ttctcatgct ccgtgatgca tgaggcetctg 1320
cacaaccact acacgcagaa gagcctctcc ctgtcceegg gttga 1365

<210> 35

<211> 1365

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.b.IgG1.3 HC ADN

<400> 35
gaggtgcagc tgctggagtc tggaggagga ctggtgcagc caggaggcag cctgaggctg 60

tcctgegceca cetetggctt cacattttce aactatgcca tgaattgggt gcgecaggcea 120
cctggcaagg gactggagtg gatctctgtg atctctgtga gcggeggctce tacctactat 180
gccgacagceg tgaagggcecg gttcaccatc agcagagata actccaagaa tacactgtat 240
ctgcagatga acagcctgceg ggccgaggac acagecgtgt actattgtge caaggactac 300
tattacgatt ccggctctta ttacgactcc ttctttgatt actggggcca gggcacectg 360
gtgacagtga gctccgcetag caccaagggc ccatcggtcet tccecctgge acectectce . 420
aagagcacct ctgggggcac agcggccctg ggctgectgg tcaaggacta cttccccgaa 480
ccggtgacgg tgtcgtggaa ctcaggcegcece ctgaccageg gegtgcacac cttcccgget 540
gtcctacagt cctcaggact ctactcectc agcagcegtgg tgaccgtgec ctccagcage 600
ttgggcaccc agacctacat ctgcaacgtg aatcacaagc ccagcaacac caaggtggac 660
aagagagttg agcccaaatc ttgtgacaaa actcacacat gcccaccgtg cccagcacct 720
gaagccgaag gggccccgtc agtcttecte ttccccccaa aacccaagga caccctcatg 780
atctcccgga ceccctgaggt cacatgegtg gtggtggacg tgagccacga agaccctgag 840
gtcaagttca actggtacgt ggacggegtg gaggtgcata atgccaagac aaagccgecgg 900
gaggagcagt acaacagcac gtaccgtgtg gtcagcgtcc tcaccgtcct gcaccaggac 960

tggctgaatg gcaaggagta caagtgcaag gtctccaaca aagccctcce agcccccatc 1020
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gagaaaacca tctccaaagc caaagggcag ccccgagaac cacaggtgta caccctgeece 1080
ccatcccggg aggagatgac caagaaccag gtcagectga cetgectggt caaaggcttc 1140
tatcccagcg acatcgcecgt ggagtgggag agcaatggge agccggagaa caactacaag 1200
accacgcctc ccgtgetgga ctccgacggce tecttcttce tetatagcaa getcacegtg 1260
gacaagagca ggtggcagca ggggaacgtc ttctcatgct ccgtgatgeca tgaggcetctg 1320
cacaaccact acacgcagaa gagcctctcc ctgtcccegg gttga 1365

<210> 36

<211> 454

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.b.1IgG1.3 HC

<400> 36

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

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

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp lle
35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110

Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr
115 120 125

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

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu
145 150 155 160

Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His
165 170 175
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Thr Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser
180 185 190

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys
195 200 205

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu
210 215 220

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
225 230 235 240

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

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

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

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

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp
305 310 315 320

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu
325 330 335

Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly Gin Pro Arg
340 345 350

Glu Pro Gin Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys
355 360 365

Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
370 375 380

lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys

385 390 395 400

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

Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser
420 425 430

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

Leu Ser Leu Ser Pro Gly
450
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<210> 37

<211> 1365

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.c.lgG1.3 HC ADN

<400> 37
gaggtgcagc tgctggagtc tggaggagac ctggtgcagce caggaggcag cctgaggctg 60

tcctgegeceg ccetetggctt cacattttce aactatgeca tgaattgggt gcgccaggeca 120
cctggcaagg gactggagtg gatctctgtg atctctgtga gcggeggcetc tacctactat 180
gccgacagcg tgaagggcecg gttcaccatc agcagagata actccaagaa tacactgtat 240
ctgcagatga acagcctgeg ggccgaggac acagecgtgt actattgtge caaggactac 300
tattacgatt ccggctctta ttacgactcc ttctttgatt actggggcca gggcacectg 360
gtgacagtga gctccgcetag caccaagggc ccatcggtct tccceetgge accetectce 420
aagagcacct ctgggggcac agcggcecctg ggcetgectgg tcaaggacta cttccccgaa 480
ccggtgacgg tgtcgtggaa ctcaggcgcec ctgaccageg gegtgcacac cttccegget 540
gtcctacagt cctcaggact ctactcectc agcagegtgg tgaccgtgec ctccagcage 600
ttgggcaccc agacctacat ctgcaacgtg aatcacaagc ccagcaacac caaggtggac 660
aagagagttg agcccaaatc ttgtgacaaa actcacacat gcccaccgtg cccagcacct 720
gaagccgaag gggcecccgtc agtcttecte ttccccccaa aacccaagga caccctcatg 780
atctcccgga cccctgaggt cacatgegtg gtggtggacg tgagccacga agaccctgag 840
gtcaagttca actggtacgt ggacggcegtg gaggtgcata atgccaagac aaagccgcgg 900
gaggagcagt acaacagcac gtaccgtgtg gtcagcgtcc tcaccgtcct gcaccaggac 960
tggctgaatg gcaaggagta caagtgcaag gtctccaaca aagccctcce ageccccatc 1020
gagaaaacca tctccaaagc caaagggcag ccccgagaac cacaggtgta caccctgecece 1080
ccatcccggg aggagatgac caagaaccag gtcagectga cctgectggt caaaggcettc 1140
tatcccagcg acatcgecgt ggagtgggag agcaatgggce agccggagaa caactacaag 1200
accacgcctc ccgtgetgga ctccgacggc tecttcttce tctatagcaa getcacegtg 1260
gacaagagca ggtggcagca ggggaacgtc ttctcatgct ccgtgatgca tgaggcetctg 1320

cacaaccact acacgcagaa gagcctctcc ctgtcccegg gttga 1365
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<210> 38

<211> 454

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.c.IgG1.3 HC

<400> 38

Glu Val GIn Leu Leu Glu Ser Gly Gly Asp Leu Val GIn Pro Gly Gly
1 5 10 15

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

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp lle
35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110

Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr
115 120 125

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

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu
145 150 155 160

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

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

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys
195 200 205

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu
210 215 220

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
225 230 235 240
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Glu Ala Glu Gly Ala Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys
245 250 255

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

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

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

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp
305 310 315 320

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu
325 330 335

Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly Gin Pro Arg
340 345 350

Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys
355 360 365

Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
370 375 380

lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys

385 390 395 400
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
405 410 415
Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser
420 425 430
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gin Lys Ser
435 440 445
Leu Ser Leu Ser Pro Gly
450
<210> 39
<211> 1365
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.d.1IgG1.3 HC ADN

<400> 39
gaggtgcagc tgctggagtc tggaggagac ctggtgcagc caggaggcag cctgaggctg 60
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tcectgegeca cetetggctt cacattttce aactatgeca tgaattgggt gcgccaggeca 120
cctggcaagg gactggagtg ggtgtctgtg atctctgtga gcggeggcetce tacctactat 180
gccgacagcg tgaagggcecg gttcaccatc agcagagata actccaagaa tacactgtat 240
ctgcagatga acagcctgeg ggccgaggac acagecgtgt actattgtge caaggactac 300
tattacgatt ccggctctta ttacgactcc tictttgatt actggggceca gggcaccctg 360
gtgacagtga gctccgcetag caccaagggc ccatcggtcet tcceectgge acectectce . 420
aagagcacct ctgggggcac agcggcecctg ggctgectgg tcaaggacta cttccccgaa 480
ccggtgacgg tgtcgtggaa ctcaggcgcec ctgaccageg gegtgcacac cttccegget 540
gtcctacagt cctcaggact ctactcectc agcagegtgg tgaccgtgec ctccagcage 600
ttgggcaccc agacctacat ctgcaacgtg aatcacaagc ccagcaacac caaggtggac 660
aagagagttg agcccaaatc ttgtgacaaa actcacacat gcccaccgtg cccagcacct 720
gaagccgaag gggccccgtc agtcttectce ttccccccaa aacccaagga caccctcatg 780
atctcccgga cccctgaggt cacatgegtg gtggtggacg tgagccacga agaccctgag 840
gtcaagttca actggtacgt ggacggcegtg gaggtgcata atgccaagac aaagccgcgg 900
gaggagcagt acaacagcac gtaccgtgtg gtcagcgtcc tcaccgtcct gcaccaggac 960
tggctgaatg gcaaggagta caagtgcaag gtctccaaca aagccctcee agecccccatc . 1020
gagaaaacca tctccaaagc caaagggcag ccccgagaac cacaggtgta caccctgecce 1080
ccatcccggg aggagatgac caagaaccag gtcagectga cectgectggt caaaggettc 1140
tatcccagceg acatcgecgt ggagtgggag agcaatgggce agccggagaa caactacaag 1200
accacgcctc ccgtgcetgga ctccgacggce tecttcttce tetatagcaa getcacegtg 1260
gacaagagca ggtggcagca ggggaacgtc ttctcatgct ccgtgatgca tgaggcetctg 1320
cacaaccact acacgcagaa gagcctctcc ctgtcceegg gttga 1365

<210> 40

<211> 454

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D09.d.1gG1.3 HC

<400> 40
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Glu Val GIn Leu Leu Glu Ser Gly Gly Asp Leu Val Gin Pro Gly Gly
1 5 10 15

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

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110

Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr
115 120 125

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

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu
145 150 155 160

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

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

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys
195 200 205

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu
210 215 220

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
225 230 235 240

Glu Ala Glu Gly Ala Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys
245 250 255
Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val Val Val
260 265 270

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

Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr
290 295 300
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Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp
305 310 315 320

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu
325 330 335

Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly Gin Pro Arg
340 345 350

Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys
355 360 365

Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
370 375 380

lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys
385 390 395 400

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

Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser
420 425 430

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

Leu Ser Leu Ser Pro Gly
450

<210> 41

<211> 1413

<212> ADN

<213> Secuencia Atrtificial

<220>

<223> Sintético: 21D9.e.1lgG1.3 HC ADN ILT4.8.1gG1.3 HC ADN con sefal
de péptido

<400> 41
atgagggctt ggatcttctt tctgctctge ctggeccggga gagegcetcge agaggtgeag 60

ctgttggagt ctgggggagg cttggtacag cctggggggt ccctgagact ctectgtgca 120
gcctctggat tcacctttag caactatgcc atgaactggg tccgccaggce tccagggaag 180
gggctggagt gggtctcagt tattagtgtt agtggtggta gcacatacta cgcagactcc 240
gtgaagggcc ggttcaccat ctccagagac aattccaaga acacgctgta tctgcaaatg 300
aatagcctga gagccgagga cacggccgta tattactgtg cgaaagatta ttactatgat 360

tcggggagtt attatgactc tttctttgac tactggggcc agggaaccct ggtcaccgtc 420
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tcctcagcta gcaccaaggg cccatcggtce ttcceectgg caccctectc caagagcace 480
tctgggggca cagcggcecct gggcetgectg gtcaaggact acttccccga accggtgacg 540
gtgtcgtgga actcaggcgce cctgaccage ggcgtgcaca ccttccegge tgtcctacag 600
tcctcaggac tctactcect cagcagegtg gtgacegtge cctccageag cttgggcace 660
cagacctaca tctgcaacgt gaatcacaag cccagcaaca ccaaggtgga caagagagtt 720
gagcccaaat cttgtgacaa aactcacaca tgcccaccgt gcccagcacc tgaagccgaa 780
ggggcccecgt cagtcttect cttccceccca aaacccaagg acaccctcat gatctceccgg 840
acccctgagg tcacatgcegt ggtggtggac gtgagccacg aagaccctga ggtcaagttc 900
aactggtacg tggacggcgt ggaggtgcat aatgccaaga caaagccgeg ggaggagcag 960
tacaacagca cgtaccgtgt ggtcagcgtc ctcaccgtcc tgcaccagga ctggctgaat 1020
ggcaaggagt acaagtgcaa ggtctccaac aaagccctcc cagcccccat cgagaaaacc 1080
atctccaaag ccaaagggca gcceccgagaa ccacaggtgt acaccctgee cccatceccgg 1140
gaggagatga ccaagaacca ggtcagcctg acctgcctgg tcaaaggctt ctatcccage 1200
gacatcgccg tggagtggga gagcaatggg cagccggaga acaactacaa gaccacgect 1260
cccgtgetgg actccgacgg ctecttctte ctetatagca agcetcacegt ggacaagage 1320
aggtggcagc aggggaacgt cttctcatge tcegtgatge atgaggctct gcacaaccac 1380
tacacgcaga agagcctctc cctgtcceeg ggt 1413

<210> 42

<211> 1020

<212> ADN

<213> Secuencia Atrtificial

<220>
<223> Sintético: 21A5 LC ADN

<400> 42
gagatcgtgc tgacccagag cccaggcaca ctgtctctga gcccaggaga gagggccacc 60

ctgtcctgea gagcectecca gtctgtgagc tectettace tggectggta tcagcagaag 120
ccaggacagg cacctaggct gctgatctac ggagccagct ccagggcaac cggcatccct 180
gaccgcttca gcggcetecegg ctetggecaca gacttcacce tgacaatcetc taggetggag 240

cccgaggact tcgeegtgta ctattgtcag cagtatggcet ccacctitgg cggeggcaca 300
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aaggtggaga tcaaggaatt cgccaccatg agggcttgga tcttctttct getctgectg 360
gccgggegeg cectegecaga gatcgtgetg acccagagcec caggcacact gtetctgage 420
ccaggagaga gggccaccct gtcctgcaga gectcccagt ctgtgagcte ctettacctg 480
gcctggtatc agcagaagcc aggacaggca cctaggcetge tgatctacgg agccagetce 540
agggcaaccg gcatccctga ccgcttcage ggctececggct ctggcacaga cttcaccctg 600
acaatctcta ggctggagcec cgaggacttc gecgtgtact attgtcagca gtatggctcc 660
acctttggcg gcggcacaaa ggtggagatc aagcgtacgg tggccgceccce gteegtgttt 720
atcttccctc catcggacga gcagctcaag tccggtaccg cgagegtggt ctgectgetg 780
aacaatttct acccgegcega agctaaagtg caatggaagg tcgataacge acttcagtcc 840
gggaacagcc aggaatctgt gaccgagcag gactccaagg attcgaccta ttccctgtcc . 900
tcgactctca ccctgtcaaa ggccgactac gagaagcaca aggtctacge ctgcgaagtg 960
acccatcagg gcttgtcctc acccgtgact aagagcttca accggggaga gtgttagtga 1020
<210> 43

<211> 1362

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5.19G1.3 HC ADN

<400> 43
caggtgcagc tggtgcagtc cggagcagag gtgaagaagc caggagcctc tgtgaaggtg 60

agctgcaagg cctccggcta caccttcaca gattactatc tgcactgggt gcggcaggcea 120
ccaggacagg gactggagtg gatgggcatc ttccaccctt ctggcgacat cacaagctcc 180
gcccagaact ttcagggecg ggtgaccatg acaagagata ccagcacatc caccgtgtac 240
atggagctgt ctagcctgag gtctgaggac accgecgtgt actattgtgc aaggggagge 300
gtgctgaggt atctggactg gagccacgcec tttgatatct ggggccaggg cacaatggtg 360
accgtgtcct ctgctagcac caaaggacct tcagtgttce cgctcgegec gtcatccaag 420
tccacctccg gecggaaccgc tgcectggga tgecttgtga aggactactt ccctgagect 480
gtgactgtgt cctggaactc cggagccctg acctccggceg tgcatacctt cectgetgtg 540
ctgcaatcaa gcggcctcta ctcattgagc tccgtegtga ccgtgecgag ctccagectc . 600

ggtactcaaa cctacatctg caatgtcaac cacaagccca gcaacaccaa ggtcgataag 660
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agagtggagc ccaagtcgtg cgacaagact cacacttgtc ccccatgcce ggccceccgag 720
gccgaggggg ccccgagegt ctttetgtic ccgectaage ccaaggatac cetgatgatt 780
tcgcggactc ccgaagtgac ctgtgtcgtg gtggacgtgt cccacgaaga tcccgaagtc 840
aagttcaact ggtacgtgga cggagtcgag gtgcacaacg caaagaccaa gcctcgcgag 900
gaacagtaca actcgaccta tcgggtggtg tccgtgctga cagtgcetgea tcaggactgg 960
ctcaacggaa aggagtacaa gtgcaaagtg tccaacaagg ccctgccagce geccattgaa 1020
aagactatca gcaaggccaa ggggcagcca agggaacccc aagtgtacac cctgectccg 1080
tcccgecgaag aaatgaccaa gaaccaggtg tccetgacgt gettggtcaa gggcttttac 1140
ccttccgaca tegeegtgga gtgggagtcg aacgggcage cggaaaacaa ctacaagacc 1200
actccaccgg tgctcgactc ggatggcetceg ttcttcctgt attcgaagcet gactgtcgac 1260
aaaagccggt ggcagcaggg caatgtgttc tcctgeteeg tgatgcatga ggecctccac 1320
aaccactaca cccagaagtc tctgagcctt tccccgggat ga 1362
<210> 44
<211> 687
<212> ADN
<213> Secuencia Artificial
<220>
<223> Sintético: 21A5.1 kappa LC ADN (ILT4.9.1K) ADN con senal

de péptido

<400> 44
atgagggctt ggatcttctt tctgctctge ctggecgggce gegecttgge cgaaattgtg 60

ttgacgcagt ctccaggcac cctgtctttg tctccagggg aaagagcecac cctetectge . 120
agggccagtc agagtgttag cagcagctac ttagcctggt accagcagaa acctggccag 180
gctcccaggce tectecatcta tggtgcatce agcagggceca ctggcatcce agacaggtic . 240
agtggcagtg ggtctgggac agacttcact ctcaccatca gcagactgga gectgaagat 300
tttgcagtgt attactgtca gcagtatggt agcactttcg gcggagggac caaggtggag 360
atcaaacgta cggtggctgc accatctgtc ttcatcttcc cgccatctga tgagcagttg 420
aaatctggaa ctgcctetgt tgtgtgectg ctgaataact tctatcccag agaggccaaa 480
gtacagtgga aggtggataa cgccctccaa tcgggtaact cccaggagag tgtcacagag 540

caggacagca aggacagcac ctacagcctc agcagcaccc tgacgctgag caaagcagac 600
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tacgagaaac acaaagtcta cgcctgcgaa gtcacccatc agggcctgag ctcgecegtc 660
acaaagagct tcaacagggg agagtgt 687
<210> 45
<211> 1410
<212> ADN
<213> Secuencia Artificial
<220>
<223> Sintético: 21A5.a.1gG1.3 HC ADN (ILT4.9.1gG1.3) ADN con sefal
de péptido

<400> 45
atgagggctt ggatcttctt tctgctctge ctggeccggga gagegcetcge acaggtgeag 60

ctggtgcagt ctggggctga ggtgaagaag cctggggcct cagtgaaggt ttcctgcaag 120
gcatctggat acaccttcac cgactactat ttgcactggg tgcgacaggc ccctggacaa 180
gggcttgagt ggatgggaat attccaccct agtggtgata tcacaagctc cgcacagaac 240
ttccagggca gagtcaccat gaccagggac acgtccacga gcacagtcta catggagetg 300
agcagcctga gatctgagga cacggccgtg tattactgtg cgagaggagg cgtgctgagg 360
tatctggact ggagccatgc ttttgatatc tggggccaag ggacaatggt caccgtctct 420
tcagctagca ccaagggccc atcggtcttc cececectggeac ccetectccaa gageacctet 480
gggggcacag cggccctggg ctgectggtc aaggactact tccccgaacce ggtgacggtg 540
tcgtggaact caggcgcecct gaccageggce gtgcacacct tccecggcetgt cctacagtcc 600
tcaggactct actccctcag cagegtggtg accgtgecct ccagcagcett gggcacccag 660
acctacatct gcaacgtgaa tcacaagccc agcaacacca aggtggacaa gagagttgag 720
cccaaatctt gtgacaaaac tcacacatgc ccaccgtgce cagcacctga agccgaaggg 780
gccccegtcag tettectett ccccccaaaa cccaaggaca cectcatgat ctcccggace . 840
cctgaggtca catgcgtggt ggtggacgtg agccacgaag accctgaggt caagttcaac 900
tggtacgtgg acggcgtgga ggtgcataat gccaagacaa agccgcggga ggagcagtac 960
aacagcacgt accgtgtggt cagcgtcctc accgtcctge accaggactg gectgaatgge 1020
aaggagtaca agtgcaaggt ctccaacaaa gccctccecag cccccatcga gaaaaccatc 1080
tccaaagcca aagggcagcc ccgagaacca caggtgtaca ccctgeccce atcccgggag 1140

gagatgacca agaaccaggt cagcctgacc tgcctggtca aaggcttcta tcccagcgac 1200
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atcgccgtgg agtgggagag caatgggcag ccggagaaca actacaagac cacgcctccc 1260
gtgctggact ccgacggcte cttcttecte tatagcaagce tcaccgtgga caagagcagg 1320
tggcagcagg ggaacgtctt ctcatgctcc gtgatgcatg aggctctgca caaccactac 1380
acgcagaaga gcctctccct gtcccegggt 1410

<210> 46

<211> 693

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10 kappa LC ADN ILT4.10K ADN con sefial de péptido

<400> 46
atgagggctt ggatcttctt tctgctctge ctggecggge gegecctecge agecatccag 60

ctgacccagt ctcctagcte cetgtetgec agegtgggeg acagggtgac catcacatge 120
agagcctccc agggaatctc tagcgecctg gectggttce agcagaagec aggcaaggec . 180
cctaagctgc tgatctacga tgcctectet ctggagagcg gagtgccatc caggttcacc 240
ggctceggcet ctggcacaga ctttacccetg acaatcagct cecectgcagee agaggatttt 300
gccacatact attgtcagca gttcaacagc tatcccatca cctttggcca gggcacacgg 360
ctggagatca agcgtacggt ggccgccccg teegtgttta tettcectce atcggacgag 420
cagctcaagt ccggtaccgc gagegtggtc tgcctgetga acaatttcta cccgegecgaa 480
gctaaagtgc aatggaaggt cgataacgca cttcagtccg ggaacagcca ggaatctgtg 540
accgagcagg actccaagga ttcgacctat tcectgtect cgactctcac cetgtcaaag 600
gccgactacg agaagcacaa ggtctacgcc tgcgaagtga cccatcaggg cttgtcctca 660
cccgtgacta agagcttcaa ccggggagag tgt 693
<210> 47
<211> 1386
<212> ADN
<213> Secuencia Artificial
<220>
<223> Sintético: 10F10.1gG1.3 HC ADN ILT4.10.lgG1.3 ADN con sefial

de péptido

<400> 47
atgagggctt ggatcttctt tctgetctge ctggeecggge gegecctecge acaggtgeag 60
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ctgatggagt ctggaggagg agtggtgcag ccaggccggt ccctgagact gtettgecgee . 120
gccagceggct tcacctttag ctcctacgea atgcactggg tgaggcaggce acctggcaag 180
ggactggagt gggtggccat catcagctac gacgagtata acaagtacta tgccgattcc 240
gtgaagggca ggttcaccat ctcccgcgac aactctaaga atacactgta cctgcagatg 300
aatagcctga gagccgagga tacagecgtg tactattgtg cccgggagtg ggtgggecatc 360
agatattggg gccagggcac cctggtgaca gtgtctageg ctagcaccaa aggacctica 420
gtgttccege tegegecegte atccaagtee acctccggeg gaaccgetge cetgggatge . 480
cttgtgaagg actacttccc tgagcectgtg actgtgtcct ggaactccgg ageccctgace 540
tccggegtge atacctteec tgetgtgetg caatcaagceg gectcetacte attgagetce . 600
gtcgtgaccg tgccgagcetc cagecteggt actcaaacct acatctgcaa tgtcaaccac 660
aagcccagca acaccaaggt cgataagaga gtggagccca agtcgtgcga caagactcac 720
acttgtccec catgceegge cccecgaggec gagggggcecce cgagegtctt tetgttcceg . 780
cctaagccca aggataccct gatgatttcg cggactcccg aagtgacctg tgtcgtggtg 840
gacgtgtccc acgaagatcc cgaagtcaag ttcaactggt acgtggacgg agtcgaggtg 900
cacaacgcaa agaccaagcc tcgcgaggaa cagtacaact cgacctatcg ggtggtgtcc 960
gtgctgacag tgctgcatca ggactggctc aacggaaagg agtacaagtg caaagtgtcc 1020
aacaaggccc tgccagcgcec cattgaaaag actatcagca aggccaaggg gcagccaagg 1080
gaaccccaag tgtacaccct gcctcecgtcc cgcgaagaaa tgaccaagaa ccaggtgtce 1140
ctgacgtgct tggtcaaggg cttttaccct tccgacatcg ccgtggagtg ggagtcgaac 1200
gggcagccgg aaaacaacta caagaccact ccaccggtgce tcgactcgga tggctegttc 1260
ttcctgtatt cgaagctgac tgtcgacaaa agccggtggc agcagggcaa tgtgttctcc 1320
tgctcegtga tgcatgaggce cctccacaac cactacacce agaagtcetct gagectttcc 1380
ccggga 1386

<210> 48

<211> 642

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.1 kappa LC ADN
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<400> 48
gccatccagc tgacccagtc tcctagcetcece ctgtctgecca gegtgggega cagggtgacc 60

atcacatgca gagcctccca gggaatctct agcgecctgg cctggtacca gcagaagcca 120
ggcaaggccc ctaagcetgct gatctatgat gectectete tggagagegg agtgccatce 180
aggttcaccg gctccggcete tggcacagac tttaccctga caatcagcte cctgcagcca 240
gaggatttcg ccacatacta ttgtcagcag ttcaacagct accccatcac ctttggccag 300
ggcacacggc tggagatcaa gcgtacggtg gccgeccegt cegtgtttat cttccctcca 360
tcggacgagc agctcaagtc cggtaccgeg agcgtggtct gectgectgaa caatttctac 420
ccgcgcegaag ctaaagtgca atggaaggtc gataacgcac ttcagtccgg gaacagccag 480
gaatctgtga ccgagcagga ctccaaggat tcgacctatt ccctgtectec gactctcacc 540
ctgtcaaagg ccgactacga gaagcacaag gtctacgcct gcgaagtgac ccatcaggge 600
ttgtcctcac ccgtgactaa gagcttcaac cggggagagt gt 642

<210> 49

<211> 693

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.3 kappa LC ADN ILT4.11K ADN con sefial de péptido

<400> 49
atgagggctt ggatcttctt tctgetctge ctggececggge gegecctege agecatccag 60

ctgacccagt ctectagcte cetgtetgee agegtgggeg acagggtgac catcacatge 120
agagcctccc agggaatctc tagcgecectg gectggtace agcagaagcec aggcaaggee 180
cctaagctgc tgatctatga tgcctectcet ctggagageg gagtgecate caggttcage 240
ggctccggct ctggcacaga ctttaccetg acaatcagct ccctgcagec agaggatttc . 300
gccacatact attgtcagca gttcaacagc taccccatca cetttggcca gggcacacgg 360
ctggagatca agcgtacggt ggccgccccg teegtgttta tettcectee atcggacgag 420
cagctcaagt ccggtaccgc gagegtggtc tgectgctga acaatttcta cccgcgecgaa 480
gctaaagtgc aatggaaggt cgataacgca cttcagtccg ggaacagcca ggaatctgtg 540
accgagcagg actccaagga ttcgacctat tccetgtect cgactctcac cetgtcaaag 600

gccgactacg agaagcacaa ggtctacgcc tgcgaagtga cccatcaggg cttgtcctca 660
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cccgtgacta agagcttcaa ccggggagag tgt 693

<210> 50

<211> 125

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 VL ILT4.1K VL (incluyendo la secuencia de sefal, residuos
1-18)

<400> 50
Ala Pro Ala GIn Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro Asp Thr
1 5 10 15
Thr Gly Glu lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser
20 25 30
Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser
35 40 45
Ser Tyr Leu Ala Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Arg Leu
50 55 60
Leu lle Tyr Asp Ala Ser Asn Arg Ala Thr Gly lle Pro Ala Arg Phe
65 70 75 80
Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu
85 90 95
Glu Pro Glu Asp Phe Ala Gly Tyr Tyr Cys GIn GIn Arg Ser Tyr Trp
100 105 110
Pro Trp Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys
115 120 125
<210> 51
<211> 135
<212> PRT

<213> Secuencia Artificial

<220>

<223> Sintético: 9G4.1gG1.1 VH ILT4.1.1gG1.1 VH (incluyendo la secuencia de sefial, residuos
1-19)

<400> 51

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp
1 5 10 15

Val Leu Ser GIn Val GIn Leu GIn Glu Ser Gly Pro Gly Leu Val Lys
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20 25 30
Pro Ser Glu Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser lle
35 40 45

Ser Ser Tyr Tyr Trp Asn Trp lle Arg GIn Pro Pro Gly Lys Gly Leu
50 55 60

Glu Trp Leu Gly Tyr lle Tyr Tyr Ser Gly Ser Thr Lys Tyr Asn Pro

65 70 75 80
Ser Leu Lys Ser Arg Val Thr lle Ser Val Asp Thr Ser Lys Asn GIn
85 90 95

Phe Ser Leu Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr
100 105 110

Tyr Cys Ala Ser Ser Gly Trp Tyr Tyr Phe Asp Tyr Trp Gly GIn Gly

115 120 125
Thr Leu Val Thr Val Ser Ser
130 135

<210> 52

<211> 375

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 VL ADN ILT4.1K VL ADN

<400> 52
gccccagcte agcttctctt cctectgeta ctetggetce cagataccac cggagaaatt 60

gtgttgacac agtctccagc caccctgtct ttgtctccag gggaaagagce caccctctece . 120
tgcagggcca gtcagagtgt tagcagctac ttagcctggt accaacagaa acctggccag 180
gctcccaggce tectcatcta tgatgegtce aacagggceca ctggcatcce agecaggttc 240
agtggcagtg ggtctgggac agacttcact ctcaccatca gcagcctaga gectgaagat 300
tttgcaggtt attactgtca gcagcgtagce tactggccgt ggacgttcgg ccaagggacc 360
aaggtggaaa tcaaa 375

<210> 53

<211> 405

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4.19gG1.1 VH ADN ILT4.1.1gG1.1 VH ADN
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<400> 53
atgaaacatc tgtggttctt ccttctcctg gtggcagcetc ccagatgggt cctgtcccag 60

gtgcagctgce aggagtcggg cccaggactg gtgaagcctt cggagaccct gtcectcace . 120
tgcactgtct ctggtggctc catcagtagt tactactgga actggatccg gcagcecccca 180
gggaagggac tggagtggct tgggtacatc tattacagtg ggagtaccaa gtacaacccc 240
tccctcaaga gtcgagtcac catatcagta gacacgtcca agaaccagtt ctccctgaag 300
ctgagctctg tgaccgcetge ggacacggcc gtgtattatt gtgccagcag tggetggtac 360
tactttgact attggggcca gggaaccctg gtcaccgtct cctca 405

<210> 54

<211> 107

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9C8 kappa VL ILT4.2K VL

<400> 54

Ala lle GIn Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Ala
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

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

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro

65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Phe Asn Ser Tyr Pro Phe
85 90 95
Thr Phe Gly Pro Gly Thr Lys Val Asp lle Lys
100 105
<210> 55
<211> 125
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9C8.1gG1.1 VH ILT4.2.1gG1.1 VH
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<400> 55

GIn Val GIn Leu Val GIn 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 Ser Ser
20 25 30

Asp lle Asn Trp Val Arg GIn Ala Thr Gly Gin Gly Leu Glu Trp Met
35 40 45

Gly Trp Met Asn Pro Asn Ser Gly His Thr Gly Tyr Ala GIn Lys Phe
50 55 60

GIn Asp Arg Val Thr Leu Thr Arg Asp Thr Ser lle Ser Thr Ala Tyr

65 70 75 80
Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Ser Ala Val Tyr Tyr Cys
85 90 95
Ala Arg Gly Gly Asn Ser lle Asp Trp Gly Phe Ser Tyr Tyr Gly Leu
100 105 110
Asp Val Trp Gly GIn Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 56
<211> 321
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 9C8 kappa VL ADN ILT4.2K VL ADN

<400> 56
gccatccagt tgacccagtc tccatcctce ctgtctgcat ctgtaggaga cagagtcacc 60

atcacttgcc gggcaagtca gggcattagc agtgctttag cctggtatca gcagaaacca 120
gggaaagctc ctaagctcct gatctatgat gcctccagtt tggaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagat ttcactctca ccatcagcag cctgcagect 240
gaagattttg caacttatta ctgtcaacag tttaatagtt acccattcac tttcggccct 300
gggaccaaag tggatatcaa a 321

<210> 57

<211> 375

<212> ADN
<213> Secuencia Artificial
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<220>
<223> Sintético: 9C8.1gG1.1 VH ADN ILT4.2.19G1.1 VH ADN

<400> 57
caggtgcaac tggtgcagtc tggggctgag gtaaagaagc ctggggcctc agtgaaggtc 60

tcctgcaagg ctictggata caccttcace agctctgata tcaactgggt gcgacaggee 120
actggacaag ggcttgagtg gatgggatgg atgaacccta acagtggtca cacaggctat 180
gcacagaagt tccaggacag agtcaccttg acccgggaca cctccataag cacagcctac 240
atggagctga gcagcctgag atctgaggac tcggcecegtgt attactgtge gagaggtggg 300
aatagcattg actgggggtt ctcctactac ggtctggacg tctggggcca agggaccacg 360
gtcaccgtct cctca 375

<210> 58

<211> 128

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2H2.19G1.1 VH ILT4.3.19G1.1 VH

<400> 58

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

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

Ala lle Ser Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Gly lle lle Pro lle Leu Ala Thr Ala Asn Tyr Ala Pro Lys Phe
50 55 60

GIn Gly Arg Val Thr lle Thr Ala Asp Glu Phe Thr Ser Ser Ala Tyr
65 70 75 80

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

Ala Lys Ser Ser lle Thr Met lle Arg Gly Ala Tyr Leu Tyr Tyr Tyr
100 105 110

Asp Gly Met Asp Val Trp Gly GIn Gly Thr Thr Val Thr Val Ser Ser
115 120 125

<210> 59
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<211> 107
<212> PRT
<213> Secuencia Artificial

<220>
<223> Sintético: 2H2 kappa VL ILT4.3K VL

<400> 59

Glu lle Val Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ser Ser
20 25 30

Tyr Leu Ala Trp Tyr GIn GIn Lys Pro Gly GiIn Ala Pro Arg Leu Leu
35 40 45

lle Tyr Gly Ala Ser Ser Arg Ala Thr Gly lle Pro Asp Arg Phe Ser
50 55 60

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

65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys GIn GIn Tyr Gly Ser Ser Tyr
85 90 95
Thr Phe Gly GIn Gly Thr Lys Leu Glu lle Lys
100 105
<210> 60
<211> 384
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 2H2.lgG1.1 VH ADN ILT4.3.19G1.1 VH ADN

<400> 60
caggtccagt tggtgcagtc tggggctgag gtgaagaagc ctgggtcctc ggtggaggtc 60

tcctgcaagg cttctggggg caccttcage aactatgcta tcagetgggt gcgacaggee . 120
cctggacaag ggcttgagtg gatgggaggg atcatcccca tettggetac agcaaactac 180
gcaccgaagt tccagggcag agtcacgatt accgcggacg aattcacgag ctcagcttac 240
atggagctga gcagcctgag atctgaggac acggcecgtgt attactgtge gaagtctagt 300
attactatga ttcggggagc ctatctttac tactacgacg gtatggacgt ctggggccaa 360

gggaccacgg tcaccgtctc ctca 384
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<210> 61

<211> 321

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 2H2 kappa VL ADN ILT4.3K VL ADN

<400> 61
gaaattgtgt tgacgcagtc tccaggcacc ctgtctttgt ctccagggga aagagccacc

ctctcetgca gggecagtca gagtgttage agcagctact tagectggta ccagcagaaa
cctggccagg ctcccaggct cctcatctat ggtgcatcca gcagggcecac tggcatccca

gacaggttca gtggcagtgg gtctgggaca gacttcactc tcaccatcag cagactggag

cctgaagatt ttgcagtgta ttactgtcag cagtatggta gctcgtacac ttttggccag 300

gggaccaagc tggagatcaa a 321

<210> 62

<211> 108

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2E5 kappa VL ILT4.4K VL

<400> 62

Glu lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ser Tyr
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly Gin Ala Pro Arg Leu Leu lle
35 40 45

Tyr Asp Ala Ser Asn Arg Ala Thr Gly lle Pro Ala Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu Pro
65 70 75 80

Glu Asp Phe Ala Val Tyr Tyr Cys GIn GIn Arg Ser Asn Trp Pro Pro
85 90 95

Trp Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys
100 105

<210> 63

60

120

180

240
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<211> 121
<212> PRT
<213> Secuencia Artificial

<220>
<223> Sintético: 2E5.19G1.1 VH ILT4.4.19G1.1 VH

<400> 63

GIn Val GIn Leu Val Glu Ser Gly Gly Gly Val Val GIn Pro Gly Arg
1 5 10 15

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

Gly Met His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Val lle Trp Tyr Asp Gly Ser Asn Glu Tyr Tyr Ala Glu Ser Val
50 55 60

Lys Gly Arg Leu Thr lle Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr

65 70 75 80
Leu GIn Val Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Arg Asp Pro Phe Tyr Gly Ser Gly Asn Tyr Phe Asp Tyr Trp Gly
100 105 110
GIn Gly Thr Leu Val Thr Val Ser Ser
115 120
<210> 64
<211> 324
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 2E5 kappa VL ADN ILT4.4K VL

<400> 64
gaaattgtgt tgacacagtc tccagccacc ctgtctttgt ctccagggga aagagccacc 60

ctctcectgca gggcecagtca gagtgttage agctacttag cectggtacca acagaaacct 120
ggccaggctc ccaggctect catctatgat gcatccaaca gggccactgg catcccagee . 180
aggttcagtg gcagtgggtc tgggacagac ttcactctca ccatcagcag cctagagect 240
gaagattttg cagtttatta ctgtcagcag cgtagcaact ggcctcegtg gacgttcgge 300

caagggacca aggtggaaat caaa 324
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<210> 65

<211> 363

<212> ADN

<213> Secuencia Artificial

<220>

<223> Sintético: 2E5.19G1.1 VH ADN ILT4.4.1gG1.1 VH
<400> 65

caggtgcagc tggtggagtc tgggggaggc gtggtccagc ctgggaggtc cctgagactc 60
tcctgtacag cgtetggatt caccttcagt aactatggca tgcactgggt ccgeccagget 120
ccaggcaagg gactggagtg ggtggcagtt atctggtatg atggaagtaa tgaatactat 180
gcagaatccg tgaagggccg actcaccatc tccagagaca attccaagaa cacgcetgtat 240
ctgcaagtga acagcctgag agccgaggac acggctgtgt attattgtge gagagatcct 300
ttctatggtt cggggaatta ctttgactac tggggccagg gaaccctggt caccgtctcc 360

tca 363

<210> 66

<211> 107

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 24E5 kappa VL ILT4.5K VL

<400> 66

Asp lle GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Trp
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Glu Lys Ala Pro Lys Ser Leu lle
35 40 45

Tyr Ala Ala Ser Ser Leu GIn Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Tyr Asn Ser Tyr Pro Leu
85 90 95

Thr Phe Gly Gly Gly Thr Lys Val Glu lle Lys
100 105
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<210> 67

<211> 121

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 24E5.19G1.1 VH ILT4.5.1gG1.1 VH

<400> 67

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

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

Val Met Ser Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ser Gly lle Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

65 70 75 80
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Lys Asp GIn Asp lle lle Ala Ala Tyr Tyr Phe Val Tyr Trp Gly
100 105 110
GIn Gly Thr Leu Val Thr Val Ser Ser
115 120
<210> 68
<211> 321
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 24E5 kappa VL ADN ILT4.5K VL

<400> 68
gacatccaga tgacccagtc tccatcctca ctgtctgcat ctgtaggaga cagagtcacc

atcacttgtc gggcgagtca gggtattagc agctggttag cctggtatca gcagaaacca
gagaaagccc ctaagtccct gatctatgct gcatccagtt tgcaaagtgg ggtcccatca
aggttcagcg gcagtggatc tgggacagat ttcactctca ccatcagcag cctgcagcect

gaagattttg caacttatta ctgccaacag tataatagtt accctctcac tttcggcgga

60

120

180

240

300
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gggaccaagg tggagatcaa a 321

<210> 69

<211> 363

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 24E5.19G1.1 VH ADN ILT4.5.19G1.1 VH

<400> 69
gaggtgcagc tgttggagtc tgggggaggc ttggtacagc ctggggggtc cctgagactc 60

tcectgtgecag cctetggatt cacctttage agctatgtca tgagcetgggt ccgccagget 120
ccagggaagg ggctggagtg ggtctcaggt attagtggta gtggtggtag cacatactac 180
gcagactccg tgaagggccg gttcaccatc tccagagaca attccaagaa cacgcetgtat 240
ctgcaaatga acagcctgag agccgaggac acggccgtat attactgtgc gaaagatcag 300
gatattatag cagcatacta ctttgtctac tggggccagg gaacccetggt caccgtctcc 360

tca 363

<210> 70

<211> 108

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9K kappa VL ILT4.6K VL

<400> 70

Glu lle Val Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ser Ser
20 25 30

Tyr Leu Ala Trp Tyr GIn Gin Lys Pro Gly GIn Ala Pro Arg Leu Leu
35 40 45

lle Tyr Gly Ala Ser Ser Arg Ala Thr Gly lle Pro Asp Arg Phe Ser
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Arg Leu Glu
65 70 75 80

Pro Glu Asp Phe Ala Val Tyr Tyr Cys GIn GIn Tyr Gly Ser Ser Pro
85 90 95
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Leu Thr Phe Gly Gly Gly Thr Lys Val Glu lle Lys
100 105

<210> 71

<211> 125

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.1gG1.1 VH ILT4.6.19G1.1 VH
<400> 71

Glu Gly GIn Leu Leu Glu Ser Gly Gly Asp Leu Val GIn Pro Gly Gly
1 5 10 15

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

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp lle
35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

65 70 75 80
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110
Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser
115 120 125
<210> 72
<211> 324
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9K kappa VL ADN ILT4.6K VL ADN

<400> 72
gaaattgtgt tgacgcagtc tccaggcacc ctgtctttgt ctccagggga aagagccacc

ctctcetgca gggecagtca gagtgttagec agcagctact tagectggta ccagcagaaa
cctggccagg ctcccaggct cctcatctat ggtgcatcca gcagggcecac tggcatccca

gacaggttca gtggcagtgg gtctgggaca gacttcactc tcaccatcag cagactggag

60

120

180

240
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cctgaagatt ttgcagtgta ttactgtcag cagtatggta gctcacctcet cactttcgge 300
ggagggacca aggtggagat caaa 324

<210> 73

<211> 375

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.IgG1.1 VH ADN ILT4.6.l9G1.1 VH ADN

<400> 73
gagggacagc tgttggagtc tgggggagac ttggtacagc ctggggggtc cctgagactc 60

tcctgtgcaa cctetggatt cacctttage aactatgeca tgaactgggt ccgeccagget 120
ccagggaagg ggctggagtg gatctcagtt attagtgtta gtggtggtag cacatactac 180
gcagactccg tgaagggcecg gttcaccatc tccagagaca attccaagaa cacgcetgtat 240
ctgcaaatga atagcctgag agccgaggac acggcecgtat attactgtgc gaaagattat 300
tactatgatt cggggagtta ttatgactct ttctttgact actggggcca gggaaccctg 360
gtcaccgtct cctca 375

<210> 74

<211> 125

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.b.1IgG1.3 VH

<400> 74

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

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

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp lle
35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe

100 105 110
Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser

115 120 125

<210> 75
<211> 125
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.¢.1lgG1.3 VH

<400> 75

Glu Val GIn Leu Leu Glu Ser Gly Gly Asp Leu Val GIn Pro Gly Gly
1 5 10 15

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

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp lle
35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

65 70 75 80
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110
Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser
115 120 125
<210> 76
<211> 375
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.b.IgG1.3 VH ADN

<400> 76
gaggtgcagc tgctggagtc tggaggagga ctggtgcagc caggaggcag cctgaggctg 60
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tcectgegeca cetetggctt cacattttce aactatgeca tgaattgggt gcgccaggeca 120
cctggcaagg gactggagtg gatctctgtg atctctgtga gecggeggctc tacctactat 180
gccgacagcg tgaagggcecg gttcaccatc agcagagata actccaagaa tacactgtat 240
ctgcagatga acagcctgeg ggccgaggac acagecgtgt actattgtge caaggactac 300
tattacgatt ccggctctta ttacgactcc tictttgatt actggggceca gggcaccctg 360
gtgacagtga gctcc 375

<210> 77

<211> 375

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.c.IgG1.3 VH ADN

<400> 77
gaggtgcagc tgctggagtc tggaggagac ctggtgcagc caggaggcag cctgaggctg 60

tcectgegeceg cctetggctt cacattttce aactatgeca tgaattgggt gcgccaggeca 120
cctggcaagg gactggagtg gatctctgtg atctctgtga gcggeggctc tacctactat 180
gccgacagceg tgaagggcecg gttcaccatc agcagagata actccaagaa tacactgtat 240
ctgcagatga acagcctgeg ggccgaggac acagecgtgt actattgtge caaggactac 300
tattacgatt ccggctctta ttacgactcc tictttgatt actggggcca gggcaccctg 360
gtgacagtga gctcc 375

<210> 78

<211> 125

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.d.IgG1.3 VH

<400> 78

Glu Val GIn Leu Leu Glu Ser Gly Gly Asp Leu Val Gin Pro Gly Gly
1 5 10 15

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

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
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Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

65 70 75 80
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110
Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser
115 120 125
<210> 79
<211> 375
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.d.1IgG1.3 VH ADN

<400> 79
gaggtgcagc tgctggagtc tggaggagac ctggtgcagc caggaggcag cctgaggctg 60

tcctgegceca cetetggctt cacattttce aactatgcca tgaattgggt gcgecaggcea 120
cctggcaagg gactggagtg ggtgtctgtg atctctgtga gcggeggcetce tacctactat 180
gccgacagceg tgaagggcecg gttcaccatc agcagagata actccaagaa tacactgtat 240
ctgcagatga acagcctgcg ggccgaggac acagcecgtgt actattgtge caaggactac 300
tattacgatt ccggctctta ttacgactcc ttctttgatt actggggcca gggcacectg 360
gtgacagtga gctcc 375

<210> 80

<211> 125

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.e.1I9G1.3 VH ILT4.8.1gG1.3 VH

<400> 80

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

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asn Tyr
20 25 30
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Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

65 70 75 80
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110
Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser
115 120 125
<210> 81
<211> 375
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.e.1gG1.3 VH ADN ILT4.8.19G1.3 VH ADN

<400> 81
gaggtgcagc tgctggagtc tggaggagga ctggtgcagc caggaggcag cctgaggctg 60

tcectgegeceg cetetggctt cacattttce aactatgeca tgaattgggt gcgeccaggeca 120
cctggcaagg gactggagtg ggtgtctgtg atctctgtga gcggeggcete tacctactat 180
gccgacagceg tgaagggcecg gttcaccatc agcagagata actccaagaa tacactgtat 240
ctgcagatga acagcctgeg ggccgaggac acagecgtgt actattgtge caaggactac 300
tattacgatt ccggctctta ttacgactcc ttctttgatt actggggcca gggcaccctg 360
gtgacagtga gctcc 375

<210> 82

<211> 105

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5 kappa VL

<400> 82

Glu lle Ala Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
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Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ser Ser
20 25 30

Tyr Leu Ala Trp Tyr GIn GIn Lys Pro Gly GiIn Ala Pro Arg Leu Leu
35 40 45

lle Tyr Gly Ala Ser Ser Arg Ala Thr Gly lle Pro Asp Arg Phe Ser
50 55 60

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

65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys GIn GIn Tyr Gly Ser Thr Phe
85 90 95
Gly Gly Gly Thr Lys Val Glu lle Lys
100 105
<210> 83
<211> 124
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5.1gG1.3 VH

<400> 83

GIn Val GIn Leu Val GIn 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 Asp Tyr
20 25 30

Tyr Leu His Trp Val Arg GiIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly lle Phe His Pro Ser Gly Asp lle Thr Ser Ser Ala GIn Asn Phe
50 55 60

GIn Gly Arg Val Thr Met lle Arg Asp Thr Ser Thr Ser Thr Val Tyr
65 70 75 80

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

Ala Arg Gly Gly Val Leu Arg Tyr Leu Asp Trp Ser His Ala Phe Asp
100 105 110

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser
115 120
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<210> 84

<211> 315

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5 kappa VL ADN

<400> 84
gaaattgcgt tgacgcagtc tccaggcacc ctgtctttgt ctccagggga aagagccacc 60

ctctcetgca gggecagtca gagtgttage agcagctact tagectggta ccagcagaaa 120
cctggeccagg ctecccaggct cetecatctat ggtgcatcca gcagggcecac tggcatccca 180
gacaggttca gtggcagtgg gtctgggaca gacttcactc tcaccatcag cagactggag 240
cctgaagatt ttgcagtgta ttactgtcag cagtatggta gcactttcgg cggagggacc 300
aaggtggaga tcaaa 315

<210> 85

<211> 372

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5.19G1.3 VH ADN

<400> 85
caggtgcagc tggtgcagtc tggggctgag gtgaagaagc ctggggcectc agtgaaggtt 60

tcctgcaagg catctggata caccttcacc gactactatt tacactgggt gcgacaggee 120
cctggacaag ggcttgagtg gatgggaata ttccacccta gtggtgatat cacaagcagec 180
gcacagaact tccagggcag agtcaccatg atcagggaca cgtccacgag caccgtctac 240
atggaactga gcagcctgag atctgaagac acggccgtgt attactgtgc gagagggggt 300
gtattacgat atcttgactg gtcccatgct tttgatatct ggggccaagg gacaatggtc 360
accgtctctt ca 372

<210> 86

<211> 105

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5.a kappa VL 21A5.1K ILT4.9K VL

<400> 86
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Glu lle Val Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ser Ser
20 25 30

Tyr Leu Ala Trp Tyr GIn Gin Lys Pro Gly GIn Ala Pro Arg Leu Leu
35 40 45

lle Tyr Gly Ala Ser Ser Arg Ala Thr Gly lle Pro Asp Arg Phe Ser
50 55 60

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

65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys GIn GIn Tyr Gly Ser Thr Phe
85 90 95
Gly Gly Gly Thr Lys Val Glu lle Lys
100 105
<210> 87
<211> 124
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5.a.19G1.3 VH ILT4.9.19G1.3 VH

<400> 87

GIn Val GIn Leu Val GIn 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 Asp Tyr
20 25 30

Tyr Leu His Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly lle Phe His Pro Ser Gly Asp lle Thr Ser Ser Ala GIn Asn Phe
50 55 60

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

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

Ala Arg Gly Gly Val Leu Arg Tyr Leu Asp Trp Ser His Ala Phe Asp
100 105 110

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser
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115 120

<210> 88

<211> 315

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5.a kappa VL ADN 21A5.1K ILT4.9K VL

<400> 88
gagatcgtgc tgacccagag cccaggcaca ctgtctctga gcccaggaga gagggecacc 60

ctgtcectgeca gagcctccca gtetgtgagc tectettace tggectggta tcagcagaag 120
ccaggacagg cacctaggct gctgatctac ggagccagct ccagggcaac cggcatccet 180
gaccgcttca gecggcteecgg ctetggecaca gacttcaccce tgacaatcte taggetggag 240
cccgaggact tcgecgtgta ctattgtcag cagtatggct ccacctttgg cggeggcaca 300
aaggtggaga tcaag 315

<210> 89

<211> 372

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5.a.19G1.3 VH ADN ILT4.9.lgG1.3 VH

<400> 89
caggtgcagc tggtgcagtc cggagcagag gtgaagaagc caggagcctc tgtgaaggtg 60

agctgcaagg cctccggcta caccttcaca gattactatc tgcactgggt gcggcaggcea 120
ccaggacagg gactggagtg gatgggcatc ttccaccctt ctggcgacat cacaagctcc 180
gcccagaact ttcagggecg ggtgaccatg acaagagata ccagcacatc caccgtgtac 240
atggagctgt ctagcctgag gtctgaggac accgecgtgt actattgtgc aaggggagge 300
gtgctgaggt atctggactg gagccacgcec tttgatatct ggggccaggg cacaatggtg 360
accgtgtcct ct 372

<210> 90

<211> 107

<212> PRT

<213> Secuencia Artificial

<220>
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<223> Sintético: 10F10 kappa VL ILT4.10K VL
<400> 90

Ala lle GIn Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Ala
20 25 30

Leu Ala Trp Phe GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

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

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro

65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Phe Asn Ser Tyr Pro lle
85 90 95
Thr Phe Gly GIn Gly Thr Arg Leu Glu lle Lys
100 105
<210> 9N
<211> 116
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.19G1.3 VH ILT4.10.1gG1.3 VH

<400> 91

GIn Val GIn Leu Val Glu Ser Gly Gly Gly Val Val GIn Pro Gly Arg
1 5 10 15

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

Ala Met His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala lle lle Ser Tyr Asp Glu Tyr Asn Lys Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Arg Glu Trp Val Gly lle Arg Tyr Trp Gly GIn Gly Thr Leu Val
100 105 110
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Thr Val Ser Ser
115

<210> 92

<211> 321

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10 kappa VL ADN ILT4.10K VL

<400> 92
gccatccagt tgacccagtc tccatcctcc ctgtctgcat ctgtaggaga cagagtcacc 60

atcacttgcc gggcaagtca gggcattagc agtgctttag cctggtttca gcagaaacca 120
gggaaagctc ctaagctcct gatctatgat gcctccagtt tggaaagtgg ggtcccatca 180
aggttcaccg gcagtggatc tgggacagat ttcactctca ccatcagcag cctgcagect 240
gaagattttg caacttatta ctgtcaacag tttaatagtt acccgatcac cttcggccaa 300
gggacacgac tggagattaa a 321

<210> 93

<211> 348

<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.19G1.3 VH ADN ILT4.10.1gG1.3 VH

<400> 93
caggtgcagc tggtggagtc tgggggaggc gtggtccagc ctgggaggtc cctgagactc 60

tcctgtgcag cctetggatt caccttcagt agetatgeta tgcactgggt ccgeccagget 120
ccaggcaagg ggctggagtg ggtggcaatt atatcatatg atgaatacaa taaatactac 180
gcagactccg tgaagggccg attcaccatc tccagagaca attccaagaa cacgcetgtat 240
ctgcaaatga acagcctgag agctgaggac acggcetgtgt attactgtge gagagagtgg 300
gtggggatac gttactgggg ccagggaacc ctggtcaccg tctcctca 348
<210> 94

<211> 107

<212> PRT

<213> Secuencia Artificial

<220>
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<223> Sintético: 10F10.1 kappa VL
<400> 94

Ala lle GIn Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Ala
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

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

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro

65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Phe Asn Ser Tyr Pro lle
85 90 95
Thr Phe Gly GIn Gly Thr Arg Leu Glu lle Lys
100 105
<210> 95
<211> 321
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.1 kappa VL ADN

<400> 95
gccatccagc tgacccagtc tcctagctece ctgtctgecca gegtgggega cagggtgace 60

atcacatgca gagcctccca gggaatctct agcgecctgg cctggtacca gcagaagcca 120
ggcaaggccc ctaagctgct gatctatgat gectectetec tggagagecgg agtgeccatcc . 180
aggttcaccg gctceggcete tggcacagac tttaccctga caatcagcete cctgcagcca 240
gaggatttcg ccacatacta ttgtcagcag ttcaacagct accccatcac ctttggccag 300
ggcacacggc tggagatcaa g 321

<210> 96

<211> 107

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.3 kappa VL ILT4.11K VL
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<400> 96

Ala lle GIn Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Ala
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

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

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro

65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Phe Asn Ser Tyr Pro lle
85 90 95
Thr Phe Gly GIn Gly Thr Arg Leu Glu lle Lys
100 105
<210> 97
<211> 321
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.3 kappa VL ADN ILT4.11K VL ADN

<400> 97
gccatccagc tgacccagtc tcctagcetcece ctgtctgecca gegtgggega cagggtgacc 60

atcacatgca gagcctccca gggaatctct agcgecctgg cctggtacca gcagaagcca 120
ggcaaggccc ctaagcetgct gatctatgat gectectetc tggagagegg agtgccatce 180
aggttcagcg gctccggctce tggcacagac tttaccctga caatcagcetc cctgcagecca 240
gaggatttcg ccacatacta ttgtcagcag ttcaacagct accccatcac ctttggccag 300
ggcacacggc tggagatcaa g 321

<210> 98

<211> 330

<212> PRT
<213> Homo sapiens

<220>
<221> caracteristicas_diversas
<222> (1)..(330)
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<223> Regién Constante Humano IgG1f
<400> 98

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

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
20 25 30

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
35 40 45

Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser
50 55 60

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr
65 70 75 80

Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 90 95

Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys
100 105 110

Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro
115 120 125

Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys
130 135 140

Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
145 150 155 160

Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
165 170 175

Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
180 185 190

His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
195 200 205

Lys Ala Leu Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly
210 215 220

GIn Pro Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu
225 230 235 240

Met Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
245 250 255

Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn
260 265 270
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Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
275 280 285

Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn
290 295 300

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

305 310 315 320
GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
325 330
<210> 99
<211> 993
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: IgG1f Regién Constante ADN

<400> 99
gctagcacca agggcccatc ggtcttcccc ctggcaccct cctccaagag cacctetggg 60

ggcacagcgg ccctgggcetg cctggtcaag gactacticc ccgaaccggt gacggtgtcg 120
tggaactcag gcgccctgac cagcggcegtg cacaccttcc cggcetgtect acagtcctca 180
ggactctact ccctcagcag cgtggtgacc gtgccctcca gcagettggg cacccagace 240
tacatctgca acgtgaatca caagcccage aacaccaagg tggacaagag agttgagccc 300
aaatcttgtg acaaaactca cacatgccca ccgtgeccag cacctgaact cctgggggga 360
ccgtcagtct tectettcee cccaaaacce aaggacaccce tcatgatctc ccggaccect 420
gaggtcacat gcgtggtggt ggacgtgagc cacgaagacc ctgaggtcaa gttcaactgg 480
tacgtggacg gcgtggaggt gcataatgcc aagacaaagc cgcgggagga gcagtacaac 540
agcacgtacc gtgtggtcag cgtcctcacc gtcctgcace aggactggcet gaatggcaag 600
gagtacaagt gcaaggtctc caacaaagcc ctcccagccc ccatcgagaa aaccatctcc 660
aaagccaaag ggcagccccg agaaccacag gtgtacacce tgccceccate ccgggaggag 720
atgaccaaga accaggtcag cctgacctgce ctggtcaaag gcettctatcc cagcgacatc 780
gccgtggagt gggagagcaa tgggcagecg gagaacaact acaagaccac gectceegtg 840
ctggactccg acggctcectt cttcctctat agcaagcetca ccgtggacaa gagcaggtgg 900
cagcagggga acgtcttctc atgctccgtg atgcatgagg ctctgcacaa ccactacacg 960

cagaagagcec tctcectgtc cccgggtaaa tga 993
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<210> 100
<211> 329
<212> PRT
<213> Secuencia Artificial

<220>
<223> Sintético: 1IgG1.3 (o IgG1.3f) cadena pesada de una region constante
(L234A, L235E, G237A)

<400> 100

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

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
20 25 30

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
35 40 45

Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser
50 55 60

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

65 70 75 80

Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 90 95

Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys
100 105 110

Pro Ala Pro Glu Ala Glu Gly Ala Pro Ser Val Phe Leu Phe Pro Pro
115 120 125

Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys
130 135 140

Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
145 150 155 160

Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
165 170 175

Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
180 185 190

His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
195 200 205

Lys Ala Leu Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly
210 215 220

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



84

225 230 235 240

Met Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
245 250 255

Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn
260 265 270

Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
275 280 285

Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn
290 295 300

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

305 310 315 320
GIn Lys Ser Leu Ser Leu Ser Pro Gly
325
<210> 101
<211> 107
<212> PRT

<213> Secuencia Artificial

<220>

<223> Sintético: Cadena ligera ejemplar de una region constante
<400> 101

Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu
1 5 10 15

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

Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn
35 40 45

Ser Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser
50 55 60

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

65 70 75 80
Lys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser
85 90 95
Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
100 105
<210> 102
<211> 329

<212> PRT
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<213> Homo sapiens

<220>

<221> caracteristicas_diversas

<222> (1)..(329)

<223> IgG1f (alotipo f de tipo silvestre) cadena pesada de region constante

<400> 102

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

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
20 25 30

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
35 40 45

Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser
50 55 60

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gin Thr
65 70 75 80

Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 90 95

Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys
100 105 110

Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro
115 120 125

Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys
130 135 140

Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
145 150 155 160

Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
165 170 175

Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
180 185 190

His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
195 200 205

Lys Ala Leu Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly
210 215 220

GIn Pro Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu
225 230 235 240
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Met Thr Lys Asn Gin Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
245 250 255

Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn
260 265 270

Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
275 280 285

Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn
290 295 300

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

305 310 315 320
GIn Lys Ser Leu Ser Leu Ser Pro Gly
325
<210> 103
<211> 329
<212> PRT

<213> Secuencia Artificial

<220>

<223> Sintético: IgG1.1f Cadena pesada de una region constante (L234A, L235E,
G237A, A330S, P331S)

<400> 103

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

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
20 25 30

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
35 40 45

Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser
50 55 60

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr
65 70 75 80

Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 90 95

Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys
100 105 110

Pro Ala Pro Glu Ala Glu Gly Ala Pro Ser Val Phe Leu Phe Pro Pro
115 120 125

Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys
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130 135 140

Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
145 150 155 160

Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
165 170 175

Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
180 185 190

His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
195 200 205

Lys Ala Leu Pro Ser Ser lle Glu Lys Thr lle Ser Lys Ala Lys Gly
210 215 220

GIn Pro Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu
225 230 235 240

Met Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
245 250 255

Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn
260 265 270

Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
275 280 285

Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn
290 295 300

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

305 310 315 320

GIn Lys Ser Leu Ser Leu Ser Pro Gly
325

<210> 104
<211> 329
<212> PRT
<213> Secuencia Artificial

<220>
<223> Sintético: IgG1fa.P238K (o 1IgG1.P238K) cadena pesada de una region constante

<400> 104

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

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
20 25 30

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
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35 40 45

Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser
50 55 60

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr
65 70 75 80

Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 90 95

Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys
100 105 110

Pro Ala Pro Glu Leu Leu Gly Gly Lys Ser Val Phe Leu Phe Pro Pro
115 120 125

Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys
130 135 140

Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
145 150 155 160

Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
165 170 175

Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
180 185 190

His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
195 200 205

Lys Ala Leu Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly
210 215 220

GIn Pro Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu
225 230 235 240

Leu Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
245 250 255

Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn
260 265 270

Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
275 280 285

Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn
290 295 300

Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
305 310 315 320

GIn Lys Ser Leu Ser Leu Ser Pro Gly
325
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<210> 105
<211> 990
<212> ADN
<213> Secuencia Artificial

<220>
<223> Sintético: IgG1.3 cadena pesada de una region constante ADN

<400> 105
gcgtcgacca agggcccatc ggtcettcececce ctggcaccct cctccaagag cacctectggg 60

ggcacagcgg ccctgggctg cctggtcaag gactacttcc ccgaaccggt gacggtgteg 120
tggaactcag gcgccctgac cagcggcegtg cacaccttce cggctgtcct acagtcctca 180
ggactctact ccctcagcag cgtggtgacc gtgccctcca gecagettggg cacccagace 240
tacatctgca acgtgaatca caagcccagc aacaccaagg tggacaagag agttgagccc 300
aaatcttgtg acaaaactca cacatgccca ccgtgcccag cacctgaage cgaaggggec 360
ccgtcagtct tectcettcee cccaaaacce aaggacaccce tcatgatctc ccggaccect 420
gaggtcacat gcgtggtggt ggacgtgagc cacgaagacc ctgaggtcaa gttcaactgg 480
tacgtggacg gcgtggaggt gcataatgcc aagacaaagc cgcgggagga gcagtacaac 540
agcacgtacc gtgtggtcag cgtcctcacc gtcctgcace aggactggcet gaatggcaag 600
gagtacaagt gcaaggtctc caacaaagcc ctcccagecc ccatcgagaa aaccatctcc 660
aaagccaaag ggcagccccg agaaccacag gtgtacaccce tgccceccate ccgggaggag 720
atgaccaaga accaggtcag cctgacctgc ctggtcaaag gcttctatcc cagcgacatc 780
gccgtggagt gggagagcaa tgggcageccg gagaacaact acaagaccac gectceegtg 840
ctggactccg acggctcctt cttcctctat agcaagctca ccgtggacaa gagcaggtgg 900
cagcagggga acgtcttctc atgctcegtg atgcatgagg ctctgcacaa ccactacacg 960
cagaagagcc tctcectgtc cccgggttga 990

<210> 106

<211> 324

<212> ADN

<213> Secuencia Atrtificial

<220>
<223> Sintético: Cadena ejemplar ligera de una regién constante de ADN

<400> 106
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cgtacggtgg ctgcaccatc tgtcttcatc ttcccgccat ctgatgagca gttgaaatct 60
ggaactgcct ctgttgtgtg cctgctgaat aacttctatc ccagagaggc caaagtacag 120
tggaaggtgg ataacgccct ccaatcgggt aactcccagg agagtgtcac agagcaggac 180
agcaaggaca gcacctacag cctcagcagc accctgacgce tgagcaaagce agactacgag 240
aaacacaaag tctacgcctg cgaagtcacc catcagggcc tgagctcgec cgtcacaaag 300

agcttcaaca ggggagagtg ttag 324

<210> 107
<211> 598
<212> PRT
<213> Homo sapiens

<220>

<221> caracteristicas_diversas

<222> (1)..(598)

<223> Precurso humano ILT4, con senal de péptido

<400> 107

Met Thr Pro lle Val Thr Val Leu lle Cys Leu Gly Leu Ser Leu Gly
1 5 10 15

Pro Arg Thr His Val GIn Thr Gly Thr lle Pro Lys Pro Thr Leu Trp
20 25 30

Ala Glu Pro Asp Ser Val lle Thr GIn Gly Ser Pro Val Thr Leu Ser
35 40 45
Cys GIn Gly Ser Leu Glu Ala GIn Glu Tyr Arg Leu Tyr Arg Glu Lys
50 55 60

Lys Ser Ala Ser Trp lle Thr Arg lle Arg Pro Glu Leu Val Lys Asn
65 70 75 80

Gly GIn Phe His lle Pro Ser lle Thr Trp Glu His Thr Gly Arg Tyr
85 90 95

Gly Cys GIn Tyr Tyr Ser Arg Ala Arg Trp Ser Glu Leu Ser Asp Pro
100 105 110

Leu Val Leu Val Met Thr Gly Ala Tyr Pro Lys Pro Thr Leu Ser Ala
115 120 125

GIn Pro Ser Pro Val Val Thr Ser Gly Gly Arg Val Thr Leu GIn Cys
130 135 140

Glu Ser GIn Val Ala Phe Gly Gly Phe lle Leu Cys Lys Glu Gly Glu
145 150 155 160
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Glu Glu His Pro GIn Cys Leu Asn Ser GIn Pro His Ala Arg Gly Ser
165 170 175

Ser Arg Ala lle Phe Ser Val Gly Pro Val Ser Pro Asn Arg Arg Trp
180 185 190

Ser His Arg Cys Tyr Gly Tyr Asp Leu Asn Ser Pro Tyr Val Trp Ser
195 200 205

Ser Pro Ser Asp Leu Leu Glu Leu Leu Val Pro Gly Val Ser Lys Lys
210 215 220

Pro Ser Leu Ser Val GIn Pro Gly Pro Val Val Ala Pro Gly Glu Ser
225 230 235 240

Leu Thr Leu GIn Cys Val Ser Asp Val Gly Tyr Asp Arg Phe Val Leu
245 250 255

Tyr Lys Glu Gly Glu Arg Asp Leu Arg GIn Leu Pro Gly Arg GIn Pro
260 265 270

GIn Ala Gly Leu Ser GIn Ala Asn Phe Thr Leu Gly Pro Val Ser Arg
275 280 285

Ser Tyr Gly Gly GIn Tyr Arg Cys Tyr Gly Ala His Asn Leu Ser Ser
290 295 300

Glu Cys Ser Ala Pro Ser Asp Pro Leu Asp lle Leu lle Thr Gly GIn
305 310 315 320

lle Arg Gly Thr Pro Phe lle Ser Val GIn Pro Gly Pro Thr Val Ala
325 330 335

Ser Gly Glu Asn Val Thr Leu Leu Cys GIn Ser Trp Arg GIn Phe His
340 345 350
Thr Phe Leu Leu Thr Lys Ala Gly Ala Ala Asp Ala Pro Leu Arg Leu
355 360 365

Arg Ser lle His Glu Tyr Pro Lys Tyr GIn Ala Glu Phe Pro Met Ser
370 375 380

Pro Val Thr Ser Ala His Ala Gly Thr Tyr Arg Cys Tyr Gly Ser Leu
385 390 395 400

Asn Ser Asp Pro Tyr Leu Leu Ser His Pro Ser Glu Pro Leu Glu Leu
405 410 415

Val Val Ser Gly Pro Ser Met Gly Ser Ser Pro Pro Pro Thr Gly Pro
420 425 430

lle Ser Thr Pro Ala Gly Pro Glu Asp GIn Pro Leu Thr Pro Thr Gly
435 440 445

Ser Asp Pro GIn Ser Gly Leu Gly Arg His Leu Gly Val Val lle Gly
450 455 460
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lle Leu Val Ala Val Val Leu Leu Leu Leu Leu Leu Leu Leu Leu Phe
465 470 475 480

Leu lle Leu Arg His Arg Arg GIn Gly Lys His Trp Thr Ser Thr GIn
485 490 495

Arg Lys Ala Asp Phe Gin His Pro Ala Gly Ala Val Gly Pro Glu Pro
500 505 510

Thr Asp Arg Gly Leu GIn Trp Arg Ser Ser Pro Ala Ala Asp Ala Gin
515 520 525

Glu Glu Asn Leu Tyr Ala Ala Val Lys Asp Thr GIn Pro Glu Asp Gly
530 535 540

Val Glu Met Asp Thr Arg Ala Ala Ala Ser Glu Ala Pro GIn Asp Val

545 550 555 560
Thr Tyr Ala GIn Leu His Ser Leu Thr Leu Arg Arg Lys Ala Thr Glu
565 570 575
Pro Pro Pro Ser GIn Glu Arg Glu Pro Pro Ala Glu Pro Ser lle Tyr
580 585 590
Ala Thr Leu Ala lle His
595
<210> 108
<211> 577
<212> PRT

<213> Homo sapiens

<220>

<221> caracteristicas_diversas

<222> (1)..(577)

<223> Desarrollo humano ILT4, sin sefial de péptido

<400> 108

GIn Thr Gly Thr lle Pro Lys Pro Thr Leu Trp Ala Glu Pro Asp Ser
1 5 10 15

Val lle Thr GIn Gly Ser Pro Val Thr Leu Ser Cys GIn Gly Ser Leu
20 25 30

Glu Ala GIn Glu Tyr Arg Leu Tyr Arg Glu Lys Lys Ser Ala Ser Trp
35 40 45

lle Thr Arg lle Arg Pro Glu Leu Val Lys Asn Gly GIn Phe His lle
50 55 60

Pro Ser lle Thr Trp Glu His Thr Gly Arg Tyr Gly Cys GIn Tyr Tyr



93

65 70 75 80

Ser Arg Ala Arg Trp Ser Glu Leu Ser Asp Pro Leu Val Leu Val Met
85 90 95

Thr Gly Ala Tyr Pro Lys Pro Thr Leu Ser Ala GIn Pro Ser Pro Val
100 105 110

Val Thr Ser Gly Gly Arg Val Thr Leu GIn Cys Glu Ser GIn Val Ala
115 120 125

Phe Gly Gly Phe lle Leu Cys Lys Glu Gly Glu Glu Glu His Pro GIn
130 135 140

Cys Leu Asn Ser GIn Pro His Ala Arg Gly Ser Ser Arg Ala lle Phe
145 150 155 160

Ser Val Gly Pro Val Ser Pro Asn Arg Arg Trp Ser His Arg Cys Tyr
165 170 175

Gly Tyr Asp Leu Asn Ser Pro Tyr Val Trp Ser Ser Pro Ser Asp Leu
180 185 190

Leu Glu Leu Leu Val Pro Gly Val Ser Lys Lys Pro Ser Leu Ser Val
195 200 205

GIn Pro Gly Pro Val Val Ala Pro Gly Glu Ser Leu Thr Leu GIn Cys
210 215 220

Val Ser Asp Val Gly Tyr Asp Arg Phe Val Leu Tyr Lys Glu Gly Glu
225 230 235 240

Arg Asp Leu Arg GIn Leu Pro Gly Arg GIn Pro GIn Ala Gly Leu Ser
245 250 255

GIn Ala Asn Phe Thr Leu Gly Pro Val Ser Arg Ser Tyr Gly Gly GIn
260 265 270
Tyr Arg Cys Tyr Gly Ala His Asn Leu Ser Ser Glu Cys Ser Ala Pro
275 280 285

Ser Asp Pro Leu Asp lle Leu lle Thr Gly GIn lle Arg Gly Thr Pro
290 295 300

Phe lle Ser Val GIn Pro Gly Pro Thr Val Ala Ser Gly Glu Asn Val
305 310 315 320

Thr Leu Leu Cys GIn Ser Trp Arg GIn Phe His Thr Phe Leu Leu Thr
325 330 335

Lys Ala Gly Ala Ala Asp Ala Pro Leu Arg Leu Arg Ser lle His Glu
340 345 350

Tyr Pro Lys Tyr GIn Ala Glu Phe Pro Met Ser Pro Val Thr Ser Ala
355 360 365
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His Ala Gly Thr Tyr Arg Cys Tyr Gly Ser Leu Asn Ser Asp Pro Tyr
370 375 380

Leu Leu Ser His Pro Ser Glu Pro Leu Glu Leu Val Val Ser Gly Pro
385 390 395 400

Ser Met Gly Ser Ser Pro Pro Pro Thr Gly Pro lle Ser Thr Pro Ala
405 410 415

Gly Pro Glu Asp GIn Pro Leu Thr Pro Thr Gly Ser Asp Pro Gin Ser
420 425 430

Gly Leu Gly Arg His Leu Gly Val Val lle Gly lle Leu Val Ala Val
435 440 445

Val Leu Leu Leu Leu Leu Leu Leu Leu Leu Phe Leu lle Leu Arg His
450 455 460

Arg Arg GIn Gly Lys His Trp Thr Ser Thr GIn Arg Lys Ala Asp Phe

465 470 475 480

GIn His Pro Ala Gly Ala Val Gly Pro Glu Pro Thr Asp Arg Gly Leu
485 490 495

GIn Trp Arg Ser Ser Pro Ala Ala Asp Ala GIn Glu Glu Asn Leu Tyr

500 505 510
Ala Ala Val Lys Asp Thr GIn Pro Glu Asp Gly Val Glu Met Asp Thr
515 520 525
Arg Ala Ala Ala Ser Glu Ala Pro GIn Asp Val Thr Tyr Ala GIn Leu
530 535 540

His Ser Leu Thr Leu Arg Arg Lys Ala Thr Glu Pro Pro Pro Ser GIn

545 550 555 560

Glu Arg Glu Pro Pro Ala Glu Pro Ser lle Tyr Ala Thr Leu Ala lle
565 570 575

His

<210> 109

<211> 438

<212> PRT

<213> Homo sapiens

<220>

<221> caracteristicas_diversas
<222> (1)..(438)

<223> Regién ILT4 ECD humano

<400> 109

Gly Thr lle Pro Lys Pro Thr Leu Trp Ala Glu Pro Asp Ser Val lle
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1 5 10 15

Thr GIn Gly Ser Pro Val Thr Leu Ser Cys GIn Gly Ser Leu Glu Ala
20 25 30

GIn Glu Tyr Arg Leu Tyr Arg Glu Lys Lys Ser Ala Ser Trp lle Thr
35 40 45

Arg lle Arg Pro Glu Leu Val Lys Asn Gly GIn Phe His lle Pro Ser
50 55 60

lle Thr Trp Glu His Thr Gly Arg Tyr Gly Cys GIn Tyr Tyr Ser Arg
65 70 75 80

Ala Arg Trp Ser Glu Leu Ser Asp Pro Leu Val Leu Val Met Thr Gly
85 90 95

Ala Tyr Pro Lys Pro Thr Leu Ser Ala GIn Pro Ser Pro Val Val Thr
100 105 110

Ser Gly Gly Arg Val Thr Leu GIn Cys Glu Ser GIn Val Ala Phe Gly
115 120 125

Gly Phe lle Leu Cys Lys Glu Gly Glu Glu Glu His Pro GIn Cys Leu
130 135 140

Asn Ser GIn Pro His Ala Arg Gly Ser Ser Arg Ala lle Phe Ser Val
145 150 155 160

Gly Pro Val Ser Pro Asn Arg Arg Trp Ser His Arg Cys Tyr Gly Tyr
165 170 175

Asp Leu Asn Ser Pro Tyr Val Trp Ser Ser Pro Ser Asp Leu Leu Glu
180 185 190

Leu Leu Val Pro Gly Val Ser Lys Lys Pro Ser Leu Ser Val GIn Pro
195 200 205

Gly Pro Val Val Ala Pro Gly Glu Ser Leu Thr Leu GIn Cys Val Ser
210 215 220

Asp Val Gly Tyr Asp Arg Phe Val Leu Tyr Lys Glu Gly Glu Arg Asp
225 230 235 240

Leu Arg GIn Leu Pro Gly Arg GIn Pro GIn Ala Gly Leu Ser Gin Ala
245 250 255

Asn Phe Thr Leu Gly Pro Val Ser Arg Ser Tyr Gly Gly GIn Tyr Arg
260 265 270

Cys Tyr Gly Ala His Asn Leu Ser Ser Glu Cys Ser Ala Pro Ser Asp
275 280 285

Pro Leu Asp lle Leu lle Thr Gly GIn lle Arg Gly Thr Pro Phe lle
290 295 300
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Ser Val GIn Pro Gly Pro Thr Val Ala Ser Gly Glu Asn Val Thr Leu
305 310 315 320

Leu Cys GIn Ser Trp Arg GIn Phe His Thr Phe Leu Leu Thr Lys Ala
325 330 335

Gly Ala Ala Asp Ala Pro Leu Arg Leu Arg Ser lle His Glu Tyr Pro
340 345 350

Lys Tyr GiIn Ala Glu Phe Pro Met Ser Pro Val Thr Ser Ala His Ala
355 360 365

Gly Thr Tyr Arg Cys Tyr Gly Ser Leu Asn Ser Asp Pro Tyr Leu Leu
370 375 380

Ser His Pro Ser Glu Pro Leu Glu Leu Val Val Ser Gly Pro Ser Met

385 390 395 400
Gly Ser Ser Pro Pro Pro Thr Gly Pro lle Ser Thr Pro Ala Gly Pro
405 410 415
Glu Asp GIn Pro Leu Thr Pro Thr Gly Ser Asp Pro GIn Ser Gly Leu
420 425 430
Gly Arg His Leu Gly Val
435
<210> 110
<211> 597
<212> PRT

<213> Homo sapiens

<220>

<221> caracteristicas_diversas

<222> (1)..(597)

<223> Precurso Humano ILT4, con sefal de péptido, isdeoma 2

<400> 110

Met Thr Pro lle Val Thr Val Leu lle Cys Leu Gly Leu Ser Leu Gly
1 5 10 15

Pro Arg Thr His Val GIn Thr Gly Thr lle Pro Lys Pro Thr Leu Trp
20 25 30

Ala Glu Pro Asp Ser Val lle Thr GIn Gly Ser Pro Val Thr Leu Ser
35 40 45

Cys GIn Gly Ser Leu Glu Ala GIn Glu Tyr Arg Leu Tyr Arg Glu Lys
50 55 60

Lys Ser Ala Ser Trp lle Thr Arg lle Arg Pro Glu Leu Val Lys Asn
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65 70 75 80

Gly GIn Phe His lle Pro Ser lle Thr Trp Glu His Thr Gly Arg Tyr
85 90 95

Gly Cys GIn Tyr Tyr Ser Arg Ala Arg Trp Ser Glu Leu Ser Asp Pro
100 105 110

Leu Val Leu Val Met Thr Gly Ala Tyr Pro Lys Pro Thr Leu Ser Ala
115 120 125

GIn Pro Ser Pro Val Val Thr Ser Gly Gly Arg Val Thr Leu GIn Cys
130 135 140

Glu Ser GIn Val Ala Phe Gly Gly Phe lle Leu Cys Lys Glu Gly Glu
145 150 155 160

Glu Glu His Pro GIn Cys Leu Asn Ser GIn Pro His Ala Arg Gly Ser
165 170 175

Ser Arg Ala lle Phe Ser Val Gly Pro Val Ser Pro Asn Arg Arg Trp
180 185 190

Ser His Arg Cys Tyr Gly Tyr Asp Leu Asn Ser Pro Tyr Val Trp Ser
195 200 205

Ser Pro Ser Asp Leu Leu Glu Leu Leu Val Pro Gly Val Ser Lys Lys
210 215 220

Pro Ser Leu Ser Val GIn Pro Gly Pro Val Val Ala Pro Gly Glu Ser
225 230 235 240

Leu Thr Leu GIn Cys Val Ser Asp Val Gly Tyr Asp Arg Phe Val Leu
245 250 255

Tyr Lys Glu Gly Glu Arg Asp Leu Arg GIn Leu Pro Gly Arg GIn Pro
260 265 270

GIn Ala Gly Leu Ser GIn Ala Asn Phe Thr Leu Gly Pro Val Ser Arg
275 280 285

Ser Tyr Gly Gly GIn Tyr Arg Cys Tyr Gly Ala His Asn Leu Ser Ser
290 295 300

Glu Cys Ser Ala Pro Ser Asp Pro Leu Asp lle Leu lle Thr Gly Gin
305 310 315 320

lle Arg Gly Thr Pro Phe lle Ser Val GIn Pro Gly Pro Thr Val Ala
325 330 335

Ser Gly Glu Asn Val Thr Leu Leu Cys GIn Ser Trp Arg GIn Phe His
340 345 350

Thr Phe Leu Leu Thr Lys Ala Gly Ala Ala Asp Ala Pro Leu Arg Leu
355 360 365
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Arg Ser lle His Glu Tyr Pro Lys Tyr GIn Ala Glu Phe Pro Met Ser
370 375 380

Pro Val Thr Ser Ala His Ala Gly Thr Tyr Arg Cys Tyr Gly Ser Leu
385 390 395 400

Asn Ser Asp Pro Tyr Leu Leu Ser His Pro Ser Glu Pro Leu Glu Leu
405 410 415

Val Val Ser Gly Pro Ser Met Gly Ser Ser Pro Pro Pro Thr Gly Pro
420 425 430

lle Ser Thr Pro Gly Pro Glu Asp GIn Pro Leu Thr Pro Thr Gly Ser
435 440 445

Asp Pro GIn Ser Gly Leu Gly Arg His Leu Gly Val Val lle Gly lle
450 455 460

Leu Val Ala Val Val Leu Leu Leu Leu Leu Leu Leu Leu Leu Phe Leu
465 470 475 480

lle Leu Arg His Arg Arg GIn Gly Lys His Trp Thr Ser Thr GiIn Arg
485 490 495

Lys Ala Asp Phe GIn His Pro Ala Gly Ala Val Gly Pro Glu Pro Thr
500 505 510

Asp Arg Gly Leu GIn Trp Arg Ser Ser Pro Ala Ala Asp Ala GIn Glu
515 520 525

Glu Asn Leu Tyr Ala Ala Val Lys Asp Thr GIn Pro Glu Asp Gly Val
530 535 540

Glu Met Asp Thr Arg Ala Ala Ala Ser Glu Ala Pro GIn Asp Val Thr
545 550 555 560

Tyr Ala GIn Leu His Ser Leu Thr Leu Arg Arg Lys Ala Thr Glu Pro
565 570 575

Pro Pro Ser GIn Glu Arg Glu Pro Pro Ala Glu Pro Ser lle Tyr Ala
580 585 590
Thr Leu Ala lle His
595

<210> 111
<211> 576
<212> PRT
<213> Homo sapiens

<220>
<221> caracteristicas_diversas
<222> (1)..(576)
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<223> Desarrollo humano ILT4, isdeoma 2, sin signal de péptido
<400> 111

GIn Thr Gly Thr lle Pro Lys Pro Thr Leu Trp Ala Glu Pro Asp Ser
1 5 10 15

Val lle Thr GIn Gly Ser Pro Val Thr Leu Ser Cys GIn Gly Ser Leu
20 25 30

Glu Ala GIn Glu Tyr Arg Leu Tyr Arg Glu Lys Lys Ser Ala Ser Trp
35 40 45

lle Thr Arg lle Arg Pro Glu Leu Val Lys Asn Gly GIn Phe His lle
50 55 60

Pro Ser lle Thr Trp Glu His Thr Gly Arg Tyr Gly Cys GIn Tyr Tyr
65 70 75 80

Ser Arg Ala Arg Trp Ser Glu Leu Ser Asp Pro Leu Val Leu Val Met
85 90 95

Thr Gly Ala Tyr Pro Lys Pro Thr Leu Ser Ala GIn Pro Ser Pro Val
100 105 110

Val Thr Ser Gly Gly Arg Val Thr Leu GIn Cys Glu Ser GIn Val Ala
115 120 125

Phe Gly Gly Phe lle Leu Cys Lys Glu Gly Glu Glu Glu His Pro GIn
130 135 140

Cys Leu Asn Ser GIn Pro His Ala Arg Gly Ser Ser Arg Ala lle Phe
145 150 155 160

Ser Val Gly Pro Val Ser Pro Asn Arg Arg Trp Ser His Arg Cys Tyr
165 170 175

Gly Tyr Asp Leu Asn Ser Pro Tyr Val Trp Ser Ser Pro Ser Asp Leu
180 185 190

Leu Glu Leu Leu Val Pro Gly Val Ser Lys Lys Pro Ser Leu Ser Val
195 200 205

GIn Pro Gly Pro Val Val Ala Pro Gly Glu Ser Leu Thr Leu GIn Cys
210 215 220

Val Ser Asp Val Gly Tyr Asp Arg Phe Val Leu Tyr Lys Glu Gly Glu
225 230 235 240

Arg Asp Leu Arg GIn Leu Pro Gly Arg GIn Pro GIn Ala Gly Leu Ser
245 250 255

GIn Ala Asn Phe Thr Leu Gly Pro Val Ser Arg Ser Tyr Gly Gly GIn
260 265 270
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Tyr Arg Cys Tyr Gly Ala His Asn Leu Ser Ser Glu Cys Ser Ala Pro
275 280 285

Ser Asp Pro Leu Asp lle Leu lle Thr Gly GIn lle Arg Gly Thr Pro
290 295 300

Phe lle Ser Val GIn Pro Gly Pro Thr Val Ala Ser Gly Glu Asn Val
305 310 315 320

Thr Leu Leu Cys GIn Ser Trp Arg GIn Phe His Thr Phe Leu Leu Thr
325 330 335

Lys Ala Gly Ala Ala Asp Ala Pro Leu Arg Leu Arg Ser lle His Glu
340 345 350

Tyr Pro Lys Tyr GIn Ala Glu Phe Pro Met Ser Pro Val Thr Ser Ala
355 360 365

His Ala Gly Thr Tyr Arg Cys Tyr Gly Ser Leu Asn Ser Asp Pro Tyr
370 375 380

Leu Leu Ser His Pro Ser Glu Pro Leu Glu Leu Val Val Ser Gly Pro
385 390 395 400

Ser Met Gly Ser Ser Pro Pro Pro Thr Gly Pro lle Ser Thr Pro Gly
405 410 415

Pro Glu Asp GIn Pro Leu Thr Pro Thr Gly Ser Asp Pro Gin Ser Gly
420 425 430

Leu Gly Arg His Leu Gly Val Val lle Gly lle Leu Val Ala Val Val
435 440 445

Leu Leu Leu Leu Leu Leu Leu Leu Leu Phe Leu lle Leu Arg His Arg
450 455 460

Arg GIn Gly Lys His Trp Thr Ser Thr GiIn Arg Lys Ala Asp Phe GIn
465 470 475 480

His Pro Ala Gly Ala Val Gly Pro Glu Pro Thr Asp Arg Gly Leu GIn
485 490 495

Trp Arg Ser Ser Pro Ala Ala Asp Ala GIn Glu Glu Asn Leu Tyr Ala
500 505 510
Ala Val Lys Asp Thr GIn Pro Glu Asp Gly Val Glu Met Asp Thr Arg
515 520 525

Ala Ala Ala Ser Glu Ala Pro GIn Asp Val Thr Tyr Ala GiIn Leu His
530 535 540

Ser Leu Thr Leu Arg Arg Lys Ala Thr Glu Pro Pro Pro Ser GIn Glu
545 550 555 560

Arg Glu Pro Pro Ala Glu Pro Ser lle Tyr Ala Thr Leu Ala lle His
565 570 575
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<210> 112
<211> 437
<212> PRT
<213> Homo sapiens

<220>

<221> caracteristicas_diversas
<222> (1)..(437)

<223> Humano ILT4 isdeoma 2, ECD

<400> 112

Gly Thr lle Pro Lys Pro Thr Leu Trp Ala Glu Pro Asp Ser Val lle
1 5 10 15

Thr GIn Gly Ser Pro Val Thr Leu Ser Cys GIn Gly Ser Leu Glu Ala
20 25 30

GIn Glu Tyr Arg Leu Tyr Arg Glu Lys Lys Ser Ala Ser Trp lle Thr
35 40 45

Arg lle Arg Pro Glu Leu Val Lys Asn Gly GIn Phe His lle Pro Ser
50 55 60

lle Thr Trp Glu His Thr Gly Arg Tyr Gly Cys GIn Tyr Tyr Ser Arg
65 70 75 80

Ala Arg Trp Ser Glu Leu Ser Asp Pro Leu Val Leu Val Met Thr Gly
85 90 95

Ala Tyr Pro Lys Pro Thr Leu Ser Ala GIn Pro Ser Pro Val Val Thr
100 105 110

Ser Gly Gly Arg Val Thr Leu GIn Cys Glu Ser GIn Val Ala Phe Gly
115 120 125

Gly Phe lle Leu Cys Lys Glu Gly Glu Glu Glu His Pro GIn Cys Leu
130 135 140

Asn Ser GIn Pro His Ala Arg Gly Ser Ser Arg Ala lle Phe Ser Val
145 150 155 160

Gly Pro Val Ser Pro Asn Arg Arg Trp Ser His Arg Cys Tyr Gly Tyr
165 170 175

Asp Leu Asn Ser Pro Tyr Val Trp Ser Ser Pro Ser Asp Leu Leu Glu
180 185 190

Leu Leu Val Pro Gly Val Ser Lys Lys Pro Ser Leu Ser Val GiIn Pro
195 200 205

Gly Pro Val Val Ala Pro Gly Glu Ser Leu Thr Leu GIn Cys Val Ser
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210 215 220

Asp Val Gly Tyr Asp Arg Phe Val Leu Tyr Lys Glu Gly Glu Arg Asp
225 230 235 240

Leu Arg GIn Leu Pro Gly Arg GIn Pro GIn Ala Gly Leu Ser GIn Ala
245 250 255

Asn Phe Thr Leu Gly Pro Val Ser Arg Ser Tyr Gly Gly GiIn Tyr Arg
260 265 270

Cys Tyr Gly Ala His Asn Leu Ser Ser Glu Cys Ser Ala Pro Ser Asp
275 280 285

Pro Leu Asp lle Leu lle Thr Gly GIn lle Arg Gly Thr Pro Phe lle
290 295 300

Ser Val GIn Pro Gly Pro Thr Val Ala Ser Gly Glu Asn Val Thr Leu
305 310 315 320

Leu Cys GIn Ser Trp Arg GIn Phe His Thr Phe Leu Leu Thr Lys Ala
325 330 335

Gly Ala Ala Asp Ala Pro Leu Arg Leu Arg Ser lle His Glu Tyr Pro
340 345 350

Lys Tyr GiIn Ala Glu Phe Pro Met Ser Pro Val Thr Ser Ala His Ala
355 360 365

Gly Thr Tyr Arg Cys Tyr Gly Ser Leu Asn Ser Asp Pro Tyr Leu Leu
370 375 380

Ser His Pro Ser Glu Pro Leu Glu Leu Val Val Ser Gly Pro Ser Met

385 390 395 400
Gly Ser Ser Pro Pro Pro Thr Gly Pro lle Ser Thr Pro Gly Pro Glu
405 410 415
Asp GIn Pro Leu Thr Pro Thr Gly Ser Asp Pro GIn Ser Gly Leu Gly
420 425 430
Arg His Leu Gly Val
435
<210> 113
<211> 454
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.19G1.3 HC

<400> 113
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Glu Gly GIn Leu Leu Glu Ser Gly Gly Asp Leu Val GIn Pro Gly Gly
1 5 10 15

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

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp lle
35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110

Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr
115 120 125

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

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu
145 150 155 160

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

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

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys
195 200 205

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu
210 215 220

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
225 230 235 240

Glu Ala Glu Gly Ala Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys
245 250 255
Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val Val Val
260 265 270

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

Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr
290 295 300
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Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp
305 310 315 320

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu
325 330 335

Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg
340 345 350

Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys
355 360 365

Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
370 375 380

lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys

385 390 395 400
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
405 410 415
Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser
420 425 430
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GiIn Lys Ser
435 440 445
Leu Ser Leu Ser Pro Gly
450
<210> 114
<211> 107
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.4 VL

<400> 114

Ala lle GIn Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Ala
20 25 30

Leu Ala Trp Phe GIn Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

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

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro
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65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Phe Asn Ser Tyr Pro lle
85 90 95
Thr Phe Gly GIn Gly Thr Arg Leu Glu lle Lys
100 105
<210> 115
<211> 321
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.4 VL ADN

<400> 115
gccatccagc tgacccagag ccctagctcce ctgtctgcca gecgtgggega cagggtgace 60

atcacatgca gagcctccca gggaatctct agegceectgg cetggttcca gcagaagecca 120
ggcaaggccc ctaagcetgct gatctacgat gectectete tggagtccgg cgtgecctet . 180
aggttctccg getctggecag cggcaccgac tttaccetga caatcagcete cctgcagecca 240
gaggattttg ccacatacta ttgtcagcag ttcaactctt atcccatcac ctttggccag 300
ggcacacggc tggagatcaa g 321

<210> 116

<211> 214

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.4 LC

<400> 116

Ala lle GIn Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Ala
20 25 30

Leu Ala Trp Phe GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45
Tyr Asp Ala Ser Ser Leu Glu Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro
65 70 75 80
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Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Phe Asn Ser Tyr Pro lle
85 90 95

Thr Phe Gly GiIn Gly Thr Arg Leu Glu lle Lys Arg Thr Val Ala Ala
100 105 110

Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser Gly
115 120 125

Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser GIn

145 150 155 160
Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
165 170 175
Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 190
Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205
Phe Asn Arg Gly Glu Cys
210
<210> 117
<211> 642
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10.4 LC ADN

<400> 117
gccatccagc tgacccagag ccctagctcc ctgtctgcca gegtgggega cagggtgacc 60

atcacatgca gagcctccca gggaatctct agcgecctgg cetggtticca gcagaagcca 120
ggcaaggccc ctaagctgct gatctacgat gectectete tggagtcegg cgtgecctct 180
aggttctceg getetggecag cggcaccgac tttaccetga caatcagcete cctgcagecca 240
gaggattttg ccacatacta ttgtcagcag ttcaactctt atcccatcac ctitggccag 300
ggcacacggc tggagatcaa gcgtacggtg gccgcecccegt cegtgtttat cttcecctcca 360
tcggacgagc agctcaagtc cggtaccgeg agegtggtct gectgetgaa caatttctac 420
ccgecgcgaag ctaaagtgca atggaaggtc gataacgcac ttcagtccgg gaacagccag 480

gaatctgtga ccgagcagga ctccaaggat tcgacctatt ccctgtecte gactctcace 540
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ctgtcaaagg ccgactacga gaagcacaag gtctacgcct gcgaagtgac ccatcaggge 600

ttgtcctcac ccgtgactaa gagcttcaac cggggagagt gt 642

<210> 118
<211> 371
<212> PRT
<213> Secuencia Artificial

<220>
<223> Sintético: Cino ILT4 9152 dominio extracelular, incluyendo etiqueta His-Avi
<400> 118

GIn Ala Gly lle Leu Pro Lys Pro Met Leu Trp Ala Glu Pro Asp Arg
1 5 10 15

Val lle Thr GIn Gly Ser Pro Val Thr Leu Arg Cys GIn Gly Asn Leu
20 25 30

Glu Ala Arg Gly Tyr His Leu Tyr Arg Glu Arg Lys Ser Ala Ser Trp
35 40 45

lle Thr Leu lle Arg Pro Glu Leu Val Lys Lys Gly GIn Phe Pro lle
50 55 60

Pro Ser lle Thr Trp Glu Asp Ala Gly Arg Tyr Arg Cys GIn Tyr Tyr
65 70 75 80

Ser His Ser Trp Trp Ser Glu His Ser Asp Pro Leu Glu Leu Val Val
85 90 95

Thr Gly Ala Tyr Arg Lys Pro Thr Leu Ser Ala Leu Pro Ser Pro Val
100 105 110

Val Ala Ser Gly Gly Asn Val Thr Leu GIn Cys Asp Ser Arg Val Ala
115 120 125

Leu Asp Gly Phe lle Leu Cys Lys Glu Gly Glu Asp Glu His Ser GIn
130 135 140

Arg Leu Asn Ser GIn Pro Arg Thr Arg Gly Ser Ser Arg Ala Val Phe
145 150 155 160

Ser Val Gly Pro Val Ser Pro Ser Arg Arg Trp Ser Tyr Arg Cys Tyr
165 170 175

Gly Tyr Glu Leu His Ser Arg Tyr Val Trp Ser Leu Pro Ser Asp Leu
180 185 190
Leu Glu Leu Leu Val Pro Gly Val Ser Lys Lys Pro Ser Leu Ser Val
195 200 205

GIn Pro Gly Pro Val Val Ala Gly Gly Asp Lys Leu Thr Leu GIn Cys
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210 215 220
Gly Ser Asp Ala Gly Tyr Asp Arg Phe Ala Leu Tyr Lys Glu Gly Glu
225 230 235 240
Arg Asp Phe Leu GIn Arg Pro Gly Gin GIn Leu GIn Ala Gly Leu Ala
245 250 255
GIn Ala Asn Phe Thr Leu Asp Pro Val Arg Gly Ser His Gly Gly GIn
260 265 270
Tyr Arg Cys Tyr Gly Ala His Asn Leu Ser Ser Glu Trp Ser Ala Pro
275 280 285
Ser Asp Pro Leu Asp lle Leu lle Ser Ala Gly Pro His Ser Gly Leu
290 295 300
Arg Arg Glu Cys Asp Pro Ala Val Ser Val Thr Gly Met Asp Gly His
305 310 315 320
Phe Leu Ser Asp GIn Gly Gly Ser Ser Ser Pro Gly Gly Gly Ser Gly
325 330 335
Gly Gly Ser Glu GIn Lys Leu lle Ser Glu Glu Asp Leu Gly His His
340 345 350
His His His His Gly Leu Asn Asp lle Phe Glu Ala GIn Lys lle Glu
355 360 365
Trp His Glu
370
<210> 119
<211> 481
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: hILT4H dominio extracelular mas etiqueta HIS-Avi (usado en
Ejemplo 2)

<400> 119

GIn Thr Gly Thr lle Pro Lys Pro Thr Leu Trp Ala Glu Pro Asp Ser
1 5 10 15

Val lle Thr GIn Gly Ser Pro Val Thr Leu Ser Cys GIn Gly Ser Leu
20 25 30

Glu Ala GIn Glu Tyr Arg Leu Tyr Arg Glu Lys Lys Ser Ala Ser Trp
35 40 45
lle Thr Arg lle Arg Pro Glu Leu Val Lys Asn Gly GIn Phe His lle
50 55 60
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Pro Ser lle Thr Trp Glu His Thr Gly Arg Tyr Gly Cys GIn Tyr Tyr
65 70 75 80

Ser Arg Ala Arg Trp Ser Glu Leu Ser Asp Pro Leu Val Leu Val Met
85 90 95

Thr Gly Ala Tyr Pro Lys Pro Thr Leu Ser Ala GIn Pro Ser Pro Val
100 105 110

Val Thr Ser Gly Gly Arg Val Thr Leu GIn Cys Glu Ser GIn Val Ala
115 120 125

Phe Gly Gly Phe lle Leu Cys Lys Glu Gly Glu Glu Glu His Pro GIn
130 135 140

Cys Leu Asn Ser GIn Pro His Ala Arg Gly Ser Ser Arg Ala lle Phe
145 150 155 160

Ser Val Gly Pro Val Ser Pro Asn Arg Arg Trp Ser His Arg Cys Tyr
165 170 175

Gly Tyr Asp Leu Asn Ser Pro Tyr Val Trp Ser Ser Pro Ser Asp Leu
180 185 190

Leu Glu Leu Leu Val Pro Gly Val Ser Lys Lys Pro Ser Leu Ser Val
195 200 205

GIn Pro Gly Pro Val Val Ala Pro Gly Glu Ser Leu Thr Leu GIn Cys
210 215 220

Val Ser Asp Val Gly Tyr Asp Arg Phe Val Leu Tyr Lys Glu Gly Glu
225 230 235 240

Arg Asp Leu Arg GIn Leu Pro Gly Arg GIn Pro GIn Ala Gly Leu Ser
245 250 255

GIn Ala Asn Phe Thr Leu Gly Pro Val Ser Arg Ser Tyr Gly Gly GIn
260 265 270

Tyr Arg Cys Tyr Gly Ala His Asn Leu Ser Ser Glu Ser Ser Ala Pro
275 280 285

Ser Asp Pro Leu Asp lle Leu lle Thr Gly GIn lle Arg Gly Thr Pro
290 295 300

Phe lle Ser Val GIn Pro Gly Pro Thr Val Ala Ser Gly Glu Asn Val
305 310 315 320

Thr Leu Leu Cys GIn Ser Trp Arg GIn Phe His Thr Phe Leu Leu Thr
325 330 335

Lys Ala Gly Ala Ala Asp Ala Pro Leu Arg Leu Arg Ser lle His Glu
340 345 350
Tyr Pro Lys Tyr GIn Ala Glu Phe Pro Met Ser Pro Val Thr Ser Ala
355 360 365
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His Ala Gly Thr Tyr Arg Cys Tyr Gly Ser Leu Asn Ser Asp Pro Tyr
370 375 380

Leu Leu Ser His Pro Ser Glu Pro Leu Glu Leu Val Val Ser Gly Pro

385 390 395 400
Ser Met Gly Ser Ser Pro Pro Pro Thr Gly Pro lle Ser Thr Pro Ala
405 410 415
Gly Pro Glu Asp Gin Pro Leu Thr Pro Thr Gly Ser Asp Pro GIn Ser
420 425 430
Gly Leu Gly Arg His Leu Gly Ser Pro Gly Gly Gly Ser Gly Gly Gly
435 440 445
Ser Glu GIn Lys Leu lle Ser Glu Glu Asp Leu Gly His His His His
450 455 460
His His Gly Leu Asn Asp lle Phe Glu Ala GIn Lys lle Glu Trp His
465 470 475 480
Glu
<210> 120
<211> 8
<212> PRT
<213> Secuencia Artificial
<220>
<223> Sinteético: Residuos 70-77 de hiLT4
<400> 120
lle Thr Arg lle Arg Pro Glu Leu
1 5
<210> 121
<211> 23
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: Residuos 78-100 de hILT4

<400> 121

Val Lys Asn Gly GIn Phe His lle Pro Ser lle Thr Trp Glu His Thr
1 5 10 15

Gly Arg Tyr Gly Cys GIn Tyr
20

<210> 122



111

<211> 31
<212> PRT
<213> Secuencia Artificial

<220>
<223> Sintético: Residuos 70-100 de hILT4

<400> 122

lle Thr Arg lle Arg Pro Glu Leu Val Lys Asn Gly GIn Phe His lle
1 5 10 15

Pro Ser lle Thr Trp Glu His Thr Gly Arg Tyr Gly Cys GIn Tyr
20 25 30

<210> 123

<211> 28

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: Residuos 154 de 181 de hiLT4

<400> 123

lle Leu Cys Lys Glu Gly Glu Glu Glu His Pro GIn Cys Leu Asn Ser
1 5 10 15

GIn Pro His Ala Arg Gly Ser Ser Arg Ala lle Phe
20 25

<210> 124

<211> 10

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: Residuos 425 de 434 de hiLT4

<400> 124

Ser Ser Pro Pro Pro Thr Gly Pro lle Ser
1 5 10

<210> 125

<211> 5

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 (ILT4.1) VH CDR1
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<400> 125

Ser Tyr Tyr Trp Asn
1 5

<210> 126

<211> 16

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 VH CDR2

<400> 126

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

<210> 127

<211> 8

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 VH CDR3

<400> 127

Ser Gly Trp Tyr Tyr Phe Asp Tyr
1 5

<210> 128

<211> 11

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 VL CDR1

<400> 128

Arg Ala Ser GIn Ser Val Ser Ser Tyr Leu Ala
1 5 10

<210> 129

<211> 7

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 VL CDR2
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<400> 129

Asp Ala Ser Asn Arg Ala Thr
1 5

<210> 130

<211> 9

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 VL CDR3

<400> 130

GIn GIn Arg Ser Tyr Trp Pro Trp Thr
1 5

<210> 131

<211> 5

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9C8 VH CDR1

<400> 131

Ser Ser Asp lle Asn
1 5

<210> 132

<211> 17

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9C8 VH CDR2

<400> 132

Trp Met Asn Pro Asn Ser Gly His Thr Gly Tyr Ala GIn Lys Phe GIn
1 5 10 15

Asp

<210> 133

<211> 16

<212> PRT

<213> Secuencia Artificial
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<220>
<223> Sintético: 9C8 VH CDR3

<400> 133

Gly Gly Asn Ser lle Asp Trp Gly Phe Ser Tyr Tyr Gly Leu Asp Val
1 5 10 15

<210> 134

<211> 11

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9C8 VL CDR1

<400> 134

Arg Ala Ser GiIn Gly lle Ser Ser Ala Leu Ala
1 5 10

<210> 135

<211> 7

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9C8 VL CDR2

<400> 135

Asp Ala Ser Ser Leu Glu Ser
1 5

<210> 136

<211> 9

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9C8 VL CDR3

<400> 136
GIn GIn Phe Asn Ser Tyr Pro Phe Thr
1 5

<210> 137
<211> 5
<212> PRT
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<213> Secuencia Artificial

<220>
<223> Sintético: 2H2 VH CDR1

<400> 137

Asn Tyr Ala lle Ser
1 5

<210> 138

<211> 17

<212> PRT

<213> Secuencia Atrtificial

<220>
<223> Sintético: 2H2 VH CDR2

<400> 138

Gly lle lle Pro lle Leu Ala Thr Ala Asn Tyr Ala Pro Lys Phe GIn
1 5 10 15

Gly

<210> 139
<211> 19
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2H2 VH CDR3

<400> 139

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

Met Asp Val
<210> 140
<211> 12

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2H2 VL CDR1

<400> 140

Arg Ala Ser GIn Ser Val Ser Ser Ser Tyr Leu Ala
1 5 10
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<210> 141

<211> 7

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2H2 VL CDR2

<400> 141

Gly Ala Ser Ser Arg Ala Thr
1 5

<210> 142

<211> 8

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2H2 VL CDR3

<400> 142

GIn GIn Tyr Gly Ser Ser Tyr Thr
1 5

<210> 143

<211> 5

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2E5 VH CDR1

<400> 143
Asn Tyr Gly Met His
1 5

<210> 144

<211> 17

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2E5 VH CDR2

<400> 144

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



1 5 10 15
Gly

<210> 145

<211> 12

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2E5 VH CDR3

<400> 145
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Asp Pro Phe Tyr Gly Ser Gly Asn Tyr Phe Asp Tyr

1 5 10

<210> 146

<211> 11

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2E5 VL CDR1

<400> 146

Arg Ala Ser GIn Ser Val Ser Ser Tyr Leu Ala
1 5 10

<210> 147

<211> 7

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2E5 VL CDR2

<400> 147

Asp Ala Ser Asn Arg Ala Thr
1 5

<210> 148

<211> 10

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 2E5 VL CDR3
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<400> 148

GIn GIn Arg Ser Asn Trp Pro Pro Trp Thr
1 5 10

<210> 149

<211> 5

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 24E5 VH CDR1

<400> 149

Ser Tyr Val Met Ser
1 5

<210> 150

<211> 17

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 24E5 VH CDR2

<400> 150

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

Gly

<210> 151

<211> 12

<212> PRT

<213> Secuencia Atrtificial

<220>
<223> Sintético: 24E5 VH CDR3

<400> 151

Asp GIn Asp lle lle Ala Ala Tyr Tyr Phe Val Tyr
1 5 10

<210> 152

<211> 11

<212> PRT

<213> Secuencia Atrtificial
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<220>
<223> Sintético: 24E5 VL CDR1

<400> 152

Arg Ala Ser GIn Gly lle Ser Ser Trp Leu Ala
1 5 10

<210> 153

211> 7

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 24E5 VL CDR2

<400> 153

Ala Ala Ser Ser Leu GIn Ser
1 5

<210> 154

<211> 9

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 24E5 VL CDR3

<400> 154

GIn GIn Tyr Asn Ser Tyr Pro Leu Thr
1 5

<210> 155

<211> 5

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9 VH CDR1

<400> 155
Asn Tyr Ala Met Asn
1 5

<210> 156

<211> 17

<212> PRT

<213> Secuencia Artificial

<220>
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<223> Sintético: 21D9 VH CDR2
<400> 156

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

Gly

<210> 157

<211> 16

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9 VH CDR3

<400> 157

Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe Asp Tyr
1 5 10 15

<210> 158

<211> 12

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9 VL CDR1

<400> 158
Arg Ala Ser GIn Ser Val Ser Ser Ser Tyr Leu Ala
1 5 10

<210> 159

<211> 7

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21D9 VL CDR2

<400> 159
Gly Ala Ser Ser Arg Ala Thr
1 5

<210> 160
<211> 9
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<212> PRT
<213> Secuencia Artificial

<220>
<223> Sintético: 21D9 VL CDR3

<400> 160

GIn GIn Tyr Gly Ser Ser Pro Leu Thr
1 5

<210> 161

<211> 5

<212> PRT

<213> Secuencia Atrtificial

<220>
<223> Sintético: 21A5 VH CDR1

<400> 161
Asp Tyr Tyr Leu His
1 5

<210> 162

<211> 17

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5 VH CDR2

<400> 162

lle Phe His Pro Ser Gly Asp lle Thr Ser Ser Ala GIn Asn Phe Gin
1 5 10 15

Gly

<210> 163
<211> 15

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5 VH CDR3

<400> 163

Gly Gly Val Leu Arg Tyr Leu Asp Trp Ser His Ala Phe Asp lle
1 5 10 15
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<210> 164

<211> 12

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5 VL CDR1

<400> 164
Arg Ala Ser GIn Ser Val Ser Ser Ser Tyr Leu Ala
1 5 10

<210> 165

<211> 7

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5 VL CDR2

<400> 165

Gly Ala Ser Ser Arg Ala Thr
1 5

<210> 166

<211> 6

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 21A5 VL CDR3

<400> 166

GIn GIn Tyr Gly Ser Thr
1 5

<210> 167

<211> 5

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10 VH CDR1

<400> 167

Ser Tyr Ala Met His
1 5
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<210> 168

<211> 17

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10 VH CDR2

<400> 168

lle lle Ser Tyr Asp Glu Tyr Asn Lys Tyr Tyr Ala Asp Ser Val Lys
1 5 10 15

Gly

<210> 169

<211> 7

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10 VH CDR3

<400> 169

Glu Trp Val Gly lle Arg Tyr
1 5

<210> 170

<211> 11

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10 VL CDR1

<400> 170
Arg Ala Ser GiIn Gly lle Ser Ser Ala Leu Ala
1 5 10

<210> 171

<?211> 7

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10 VL CDR2

<400> 171
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Asp Ala Ser Ser Leu Glu Ser
1 5

<210> 172

<211> 9

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 10F10 VL CDR3

<400> 172

GIn GIn Phe Asn Ser Tyr Pro lle Thr
1 5

<210> 173

<211> 16

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: Residuos127-142 de hILT4

<400> 173

Ser Ala GIn Pro Ser Pro Val Val Thr Ser Gly Gly Arg Val Thr Leu
1 5 10 15

<210> 174

<211> 32

<212> PRT

<213> Secuencia Atrtificial

<220>
<223> Sintético: Residuos 182-213 de hILT4

<400> 174

Ser Val Gly Pro Val Ser Pro Asn Arg Arg Trp Ser His Arg Cys Tyr
1 5 10 15

Gly Tyr Asp Leu Asn Ser Pro Tyr Val Trp Ser Ser Pro Ser Asp Leu
20 25 30

<210> 175

<211> 15

<212> PRT

<213> Secuencia Artificial

<220>
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<223> Sintético: Residuos 378-392 de hiLT4

<400> 175

GIn Ala Glu Phe Pro Met Ser Pro Val Thr Ser Ala His Ala Gly
1 5 10 15

<210> 176
<211> 454
<212> PRT
<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.e,lgG1f (Igual que Fc como SEQ ID NO: 98 w/o C-término. K)

<400> 176

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

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

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110

Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr
115 120 125

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

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu
145 150 155 160

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

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

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys
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195 200 205

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu
210 215 220

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
225 230 235 240

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

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

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

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

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp
305 310 315 320

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu
325 330 335

Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly Gin Pro Arg
340 345 350

Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys
355 360 365

Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
370 375 380

lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys
385 390 395 400

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

Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser
420 425 430

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

Leu Ser Leu Ser Pro Gly
450

<210> 177
<211> 454
<212> PRT
<213> Secuencia Artificial
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<220>
<223> Sintético: 21D9.e.lgG1.1f (Fc es el mismo que SEQ ID NO: 103)

<400> 177

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

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

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110

Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr
115 120 125

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

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu
145 150 155 160

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

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

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys
195 200 205

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu
210 215 220

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
225 230 235 240

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

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

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

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

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp
305 310 315 320

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu
325 330 335

Pro Ser Ser lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg
340 345 350
Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys
355 360 365

Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
370 375 380

lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys
385 390 395 400

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

Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser
420 425 430

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

Leu Ser Leu Ser Pro Gly
450

<210> 178
<211> 449
<212> PRT
<213> Secuencia Artificial

<220>
<223> Sintético: 21D9.e.IgG4_S228P

<400> 178

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

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

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
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35 40 45

Ser Val lle Ser Val Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Lys Asp Tyr Tyr Tyr Asp Ser Gly Ser Tyr Tyr Asp Ser Phe Phe
100 105 110

Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr
115 120 125

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

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

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

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

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys
195 200 205

Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu
210 215 220

Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu
225 230 235 240

Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu
245 250 255

Met lle Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser
260 265 270

GIn Glu Asp Pro Glu Val GIn Phe Asn Trp Tyr Val Asp Gly Val Glu
275 280 285

Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Phe Asn Ser Thr
290 295 300

Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn
305 310 315 320

Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser
325 330 335
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lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn

340 345 350
Val Tyr Thr Leu Pro Pro Ser GIn Glu Glu Met Thr Lys Asn GIn Val
355 360 365
Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val
370 375 380
Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro
385 390 395 400
Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr
405 410 415
Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val
420 425 430
Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu
435 440 445
Ser
<210> 179
<211> 324
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: hlgG4 S228P (Fc de SEQ ID NO: 178)

<400> 179

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg
1 5 10 15

Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
20 25 30

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
35 40 45

Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser
50 55 60

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr
65 70 75 80

Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 90 95

Arg Val Glu Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro
100 105 110



131

Glu Phe Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys
115 120 125

Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val Val Val
130 135 140

Asp Val Ser GIn Glu Asp Pro Glu Val GIn Phe Asn Trp Tyr Val Asp
145 150 155 160

Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Phe
165 170 175

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp
180 185 190

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu
195 200 205

Pro Ser Ser lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg
210 215 220

Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser GIn Glu Glu Met Thr Lys
225 230 235 240

Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
245 250 255

lle Ala Val Glu Trp Glu Ser Asn Gly Gin Pro Glu Asn Asn Tyr Lys
260 265 270

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
275 280 285

Arg Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser
290 295 300

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GiIn Lys Ser
305 310 315 320

Leu Ser Leu Ser
<210> 180
<211> 116
<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 VH aminoacido

<400> 180

GIn Val GIn Leu GIn Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu
1 5 10 15
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Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser lle Ser Ser Tyr
20 25 30

Tyr Trp Asn Trp lle Arg GIn Pro Pro Gly Lys Gly Leu Glu Trp Leu
35 40 45

Gly Tyr lle Tyr Tyr Ser Gly Ser Thr Lys Tyr Asn Pro Ser Leu Lys
50 55 60

Ser Arg Val Thr lle Ser Val Asp Thr Ser Lys Asn GIn Phe Ser Leu

65 70 75 80
Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Ala
85 90 95
Ser Ser Gly Trp Tyr Tyr Phe Asp Tyr Trp Gly GIn Gly Thr Leu Val
100 105 110
Thr Val Ser Ser
115
<210> 181
<211> 348
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 VH ADN

<400> 181
caggtgcagc tgcaggagtc gggcccagga ctggtgaagc cttcggagac cctgtcectc 60

acctgcactg tctctggtgg ctccatcagt agttactact ggaactggat ccggcagecce 120
ccagggaagg gactggagtg gcttgggtac atctattaca gtgggagtac caagtacaac 180
cccteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gtictcectg 240
aagctgagct ctgtgaccgce tgcggacacg gecgtgtatt attgtgccag cagtggetgg 300
tactactttg actattgggg ccagggaacc ctggtcaccg tctcctca 348

<210> 182

<211> 107

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 VL aminoacido

<400> 182

Glu lle Val Leu Thr GIn 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 Arg Ala Ser GIn Ser Val Ser Ser Tyr
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu lle
35 40 45

Tyr Asp Ala Ser Asn Arg Ala Thr Gly lle Pro Ala Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu Pro

65 70 75 80
Glu Asp Phe Ala Gly Tyr Tyr Cys GIn GIn Arg Ser Tyr Trp Pro Trp
85 90 95
Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys
100 105
<210> 183
<211> 321
<212> ADN

<213> Secuencia Artificial

<220>
<223> Sintético: 9G4 VL ADN

<400> 183
gaaattgtgt tgacacagtc tccagccacc ctgtctttgt ctccagggga aagagccacc 60

ctctectgeca gggcecagtca gagtgttage agctacttag cctggtacca acagaaacct 120
ggccaggctc ccaggctect catctatgat gcgtccaaca gggccactgg catcccagec . 180
aggttcagtg gcagtgggtc tgggacagac ttcactctca ccatcagcag cctagagect 240
gaagattttg caggttatta ctgtcagcag cgtagctact ggccgtggac gttcggccaa 300
gggaccaagg tggaaatcaa a 321

<210> 184

<211> 98

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: Linea germinal hIGHV3-23*01

<400> 184

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

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

Ala Met Ser Trp Val Arg GiIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ser Ala lle Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

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

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

Ala Lys

<210> 185

<211> 11

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: Linea Germinal J Gen IGHJ4

<400> 185

Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser
1 5 10

<210> 186

<211> 96

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: Linea Germinal hIGKV3-20*01

<400> 186

Glu lle Val Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ser Ser
20 25 30

Tyr Leu Ala Trp Tyr GIn Gin Lys Pro Gly GiIn Ala Pro Arg Leu Leu
35 40 45

lle Tyr Gly Ala Ser Ser Arg Ala Thr Gly lle Pro Asp Arg Phe Ser
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Arg Leu Glu
65 70 75 80
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Pro Glu Asp Phe Ala Val Tyr Tyr Cys GIn GIn Tyr Gly Ser Ser Pro
85 90 95

<210> 187

<211> 10

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: Linea Germinal J Gen IGKJ4

<400> 187

Phe Gly Gly Gly Thr Lys Val Glu lle Lys
1 5 10

<210> 188

<211> 98

<212> PRT

<213> Secuencia Artificial

<220>

<223> Sintético: Linea Germinal hIGHV1-46*01

<400> 188

GIn Val GIn Leu Val GIn 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 Ser Tyr
20 25 30

Tyr Met His Trp Val Arg GiIn Ala Pro Gly GiIn Gly Leu Glu Trp Met
35 40 45

Gly lle lle Asn Pro Ser Gly Gly Ser Thr Ser Tyr Ala GiIn Lys Phe
50 55 60

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

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

Ala Arg
<210> 189
<211> 11
<212> PRT

<213> Secuencia Artificial

<220>
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<223> Sintético: Linea Germinal J Gen IGHJ3
<400> 189

Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser

1 5 10

<210> 190

<211> 98

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: Linea Germinal hIGHV3-30*01

<400> 190

GIn Val GIn Leu Val Glu Ser Gly Gly Gly Val Val GIn Pro Gly Arg
1 5 10 15

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

Ala Met His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Val lle Ser Tyr Asp Gly Ser Asn Lys Tyr Tyr Ala Asp Ser Val
50 55 60

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

65 70 75 80

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

Ala Arg

<210> 191

<211> 11

<212> PRT

<213> Secuencia Artificial

<220>

<223> Sintético: Linea Germinal J Gen IGHJ4

<400> 191

Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser

1 5 10

<210> 192

<211> 95
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<212> PRT
<213> Secuencia Artificial

<220>
<223> Sintético: Linea Germinal hIGKV1-13*02

<400> 192

Ala lle GIn Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Ala
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

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

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu GIn Pro

65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Phe Asn Ser Tyr Pro
85 a0 95

<210> 193

<211> 10

<212> PRT

<213> Secuencia Artificial

<220>
<223> Sintético: Linea Germinal J Gen IGKJ5

<400> 193

Phe Gly GIn Gly Thr Arg Leu Glu lle Lys
1 5 10



