Lista de secuencias

<110> JSC "BIOCAD"

<120> Anticuerpo quimérico biespecifico bivalente que comprende un heterodimero basado en
CMH o proteinas similares a CMH

<160> 109

<170> BiSSAP 1.3.6

<210>1
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-A (alelo A*01:01:01:01)

<400>1

GIn Arg Thr Asp Pro Pro Lys Thr His Met Thr His His Pro Ile Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys



50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Lys Pro Leu Thr Leu Arg Trp Glu
85 90 95

Leu Ser Ser

<210>2
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminoacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-A (A*02:01:01:01)

<400> 2

GIn Arg Thr Asp Ala Pro Lys Thr His Met Thr His His Ala Val Ser

1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Ser Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GlIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Pro Ser Gly GIn Glu GIn Arg Tyr Thr Cys

65 70 75 80



His Val GIn His Glu Gly Leu Pro Lys Pro Leu Thr Leu Arg Trp Glu
85 90 95

Pro Ser Ser

<210>3
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-A (A*03:01:01:01)

<400> 3

GIn Arg Thr Asp Pro Pro Lys Thr His Met Thr His His Pro Ile Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GlIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Lys Pro Leu Thr Leu Arg Trp Glu
85 90 95

Leu Ser Ser



<210>4
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-A (A*11:01:01:01)

<400> 4

GIn Arg Thr Asp Pro Pro Lys Thr His Met Thr His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Lys Pro Leu Thr Leu Arg Trp Glu
85 90 95

Leu Ser Ser

<210>5



<211>99
<212>PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-A (A*23:01:01:01)

<400>5

GIn Arg Thr Asp Pro Pro Lys Thr His Met Thr His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Lys Pro Leu Thr Leu Arg Trp Glu
85 90 95

Pro Ser Ser

<210>6
<211>99
<212> PRT

<213> Secuencia natural



<220>
<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-B (B*07:02:01:01)

<400> 6

Glu Arg Ala Asp Pro Pro Lys Thr His Val Thr His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Arg Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Lys Pro Leu Thr Leu Arg Trp Glu
85 90 95

Pro Ser Ser

<210>7
<211>99
<212> PRT

<213> Secuencia natural

<220>



<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-B (B*08:01:01:01)

<400> 7

Glu Arg Ala Asp Pro Pro Lys Thr His Val Thr His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Arg Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Lys Pro Leu Thr Leu Arg Trp Glu
85 90 95

Pro Ser Ser

<210>8
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-B (B*13:01:01:01)



<400> 8

GlIn Arg Ala Asp Pro Pro Lys Thr His Val Thr His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Arg Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Lys Pro Leu Thr Leu Arg Trp Glu
85 90 95

Pro Ser Ser

<210>9
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-B (B*14:01:01:01)

<400>9
GIn Arg Ala Asp Pro Pro Lys Thr His Val Thr His His Pro lle Ser

1.5 10 15



Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Arg Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Lys Pro Leu Thr Leu Arg Trp Glu
85 90 95

Pro Ser Ser

<210>10
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-B (B*15:01:01:01)

<400> 10

GIn Arg Ala Asp Pro Pro Lys Thr His Val Thr His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp



35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Arg Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Lys Pro Leu Thr Leu Arg Trp Glu
85 90 95

Pro Ser Ser

<210>11
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-C (C*01:02:01:01)

<400> 11

GIn Arg Ala Glu His Pro Lys Thr His Val Thr His His Pro Val Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Thr
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys

50 55 60



Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Leu Thr Leu Arg Trp Glu
85 90 95

Pro Ser Ser

<210>12
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminoacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-C (C*03:02:01)

<400> 12

GIn Arg Ala Glu His Pro Lys Thr His Val Thr His His Pro Val Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Trp Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Leu Thr Leu Arg Trp Glu



85 90 95

Pro Ser Ser

<210>13
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminoacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-C (C*04:01:01:01)

<400> 13

GIn Arg Ala Glu His Pro Lys Thr His Val Thr His His Pro Val Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Trp Asp Gly Glu Asp GlIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Leu Thr Leu Arg Trp Lys
85 90 95

Pro Ser Ser



<210> 14
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-C (C*05:01:01:01)

<400> 14

GlIn Arg Ala Glu His Pro Lys Thr His Val Thr His His Pro Val Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Leu Thr Leu Arg Trp Gly
85 90 95

Pro Ser Ser

<210> 15

<211>99



<212>PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-C (C*06:02:01:01)

<400> 15

GlIn Arg Ala Glu His Pro Lys Thr His Val Thr His His Pro Val Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GlIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Leu Thr Leu Arg Trp Glu
85 90 95

Pro Ser Ser

<210> 16
<211>99
<212> PRT

<213> Secuencia natural



<220>
<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-E (E*01:01:01:01)

<400> 16

Leu His Leu Glu Pro Pro Lys Thr His Val Thr His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn GIn Asp Gly Glu Gly His Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Val Thr Leu Arg Trp Lys
85 90 95

Pro Ala Ser

<210> 17
<211>99
<212> PRT

<213> Secuencia natural

<220>

<223> secuencia de aminoacidos de a3 para el dominio proximal a la membrana de CMH



clase | HLA-E (E*01:03:01:01)

<400> 17

Leu His Leu Glu Pro Pro Lys Thr His Val Thr His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn GIn Asp Gly Glu Gly His Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Val Thr Leu Arg Trp Lys
85 90 95

Pro Ala Ser

<210>18
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminoacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-E (E*01:05)

<400> 18



Leu His Leu Glu Pro Pro Lys Thr His Val Thr His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn GIn Asp Gly Glu Gly His Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Val Thr Leu Arg Trp Lys
85 90 95

Pro Ala Ser

<210>19
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminoacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-E (E*01:06)

<400> 19
Leu His Leu Glu Pro Pro Lys Thr His Val Thr His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala



20 25 30

Glu lle Thr Leu Thr Trp GIn GIn Asp Gly Glu Gly His Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Ser Glu Pro Val Thr Leu Arg Trp Lys
85 90 95

Pro Ala Ser

<210> 20
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-E (E*01:09)

<400> 20

Leu His Leu Glu Pro Pro Lys Thr His Val Thr His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn GIn Asp Gly Glu Gly His Thr GIn Asp

35 40 45



Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GlIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu Pro Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Val Thr Leu Arg Trp Lys
85 90 95

Pro Ala Ser

<210>21
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-F (F*01:01:01:01)

<400> 21

GlIn Arg Ala Asp Pro Pro Lys Ala His Val Ala His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GlIn Arg Asp Gly Glu Glu GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GlIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys



65 70 75 80
His Val GIn His Glu Gly Leu Pro GIn Pro Leu lle Leu Arg Trp Glu
85 90 95

GIn Ser Pro

<210> 22
<211>99
<212> PRT

<213> Secuencia natural

<220>

<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-F (F*01:02)

<400> 22

GlIn Arg Ala Asp Pro Pro Lys Ala His Val Ala His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Glu GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro GIn Pro Leu lle Leu Arg Trp Glu

85 90 95



GIn Ser Pro

<210> 23
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-F (F*01:03:01:01)

<400> 23

GIn Arg Ala Asp Pro Pro Lys Ala His Val Ala His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Glu GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Pro Pro Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro GIn Pro Leu lle Leu Arg Trp Glu
85 90 95

GIn Ser Pro



<210> 24
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-F (F*01:04:01:01)

<400> 24

GIn Arg Ala Asp Pro Pro Lys Ala His Val Ala His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Glu GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro GIn Pro Leu lle Leu Arg Trp Glu
85 90 95

GIn Ser Pro

<210> 25
<211>99

<212> PRT



<213> Secuencia natural

<220>

<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-F (F*01:05)

<400> 25

GIn Arg Ala Asp Pro Pro Lys Ala His Val Ala His His Pro lle Ser
1.5 10 15

Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle Thr Leu Thr Trp GIn Arg Asp Gly Glu Glu GIn Thr GIn Asp
35 40 45

Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GlIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro GIn Pro Leu lle Leu Arg Trp Glu
85 90 95

GIn Ser Leu

<210> 26
<211>99
<212> PRT

<213> Secuencia natural



<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-G (G*01:01:01:01)

<400> 26

GlIn Arg Ala Asp Pro Pro Lys Thr His Val Thr His His Pro Val Phe
1.5 10 15

Asp Tyr Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle lle Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Val Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Leu Met Leu Arg Trp Lys
85 90 95

GIn Ser Ser

<210> 27
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-G (G*01:03:01:01)



<400> 27

GIn Arg Ala Asp Pro Pro Lys Thr His Val Thr His His Pro Val Phe
1.5 10 15

Asp Tyr Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle lle Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Val Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Leu Met Leu Arg Trp Lys
85 90 95

GIn Ser Ser

<210> 28
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-G (G*01:04:01:01)

<400> 28

GIn Arg Ala Asp Pro Pro Lys Thr His Val Thr His His Pro Val Phe



1.5 10 15

Asp Tyr Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala
20 25 30

Glu lle lle Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Val Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Leu Met Leu Arg Trp Lys
85 90 95

GIn Ser Ser

<210> 29
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminoacidos de a3 para el dominio proximal a la membrana de CMH

clase | HLA-G (G*01:06)

<400> 29

Gln Arg Ala Asp Pro Pro Lys Thr His Val Thr His His Pro Val Phe
1.5 10 15

Asp Tyr Glu Ala Thr Leu Arg Cys Trp Ala Leu Gly Phe Tyr Pro Ala

20 25 30



Glu lle lle Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn Thr GIn Asp
35 40 45

Val Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr Phe GIn Lys
50 55 60

Trp Ala Ala Val Val Val Pro Ser Gly Glu Glu GIn Arg Tyr Met Cys

65 70 75 80

His Val GIn His Glu Gly Leu Pro Glu Pro Leu Met Leu Arg Trp Lys
85 90 95

GIn Ser Ser

<210>30
<211>98
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminoacidos de a2 para el dominio proximal a la membrana de CMH

clase Il HLA-DM (HLA-DMA*01:01:01:01)

<400> 30

Ser Arg Gly Phe Pro lle Ala Glu Val Phe Thr Leu Lys Pro Leu Glu
1.5 10 15

Phe Gly Lys Pro Asn Thr Leu Val Cys Phe Val Ser Asn Leu Phe Pro
20 25 30

Pro Met Leu Thr Val Asn Trp GIn His His Ser Val Pro Val Glu Gly
35 40 45

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



50 55 60

Phe Ser Tyr Leu Asn Phe Thr Pro Glu Pro Ser Asp lle Phe Ser Cys
65 70 75 80

Ile Val Thr His Glu Ile Asp Arg Tyr Thr Ala lle Ala Tyr Trp Val

85 90 95

Pro Arg

<210>31
<211>100
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodcidos de B2 para el dominio proximal a la membrana de CMH

clase Il HLA-DM (HLA-DMB*01:01:01:01)

<400> 31

Arg Thr Arg Pro Pro Ser Val GIn Val Ala Lys Thr Thr Pro Phe Asn
1.5 10 15

Thr Arg Glu Pro Val Met Leu Ala Cys Tyr Val Trp Gly Phe Tyr Pro
20 25 30

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

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

GIn Thr Leu Ser His Leu Ala Leu Thr Pro Ser Tyr Gly Asp Thr Tyr

65 70 75 80



Thr Cys Val Val Glu His lle Gly Ala Pro Glu Pro lle Leu Arg Asp
85 90 95
Trp Thr Pro Gly

100

<210>32
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodcidos de a2 para el dominio proximal a la membrana de CMH

clase Il HLA-DO (HLA-DOA*01:01:01)

<400> 32

Ile Asn Val Pro Pro Arg Val Thr Val Leu Pro Lys Ser Arg Val Glu
1.5 10 15

Leu Gly GIn Pro Asn lle Leu lle Cys lle Val Asp Asn lle Phe Pro
20 25 30

Pro Val lle Asn lle Thr Trp Leu Arg Asn Gly GIn Thr Val Thr Glu
35 40 45

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

Lys Phe His Tyr Leu Pro Phe Val Pro Ser Ala Glu Asp Val Tyr Asp
65 70 75 80

Cys GIn Val Glu His Trp Gly Leu Asp Ala Pro Leu Leu Arg His Trp
85 90 95

Glu Leu GIn



<210>33
<211>100
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodcidos de B2 para el dominio proximal a la membrana de CMH

clase Il HLA-DO (HLA-DOB*01:01:01:01)

<400> 33

Arg Lys Val GIn Pro Glu Val Thr Val Tyr Pro Glu Arg Thr Pro Leu
1.5 10 15

Leu His GIn His Asn Leu Leu His Cys Ser Val Thr Gly Phe Tyr Pro
20 25 30

Gly Asp lle Lys lle Lys Trp Phe Leu Asn Gly GIn Glu Glu Arg Ala
35 40 45

Gly Val Met Ser Thr Gly Pro lle Arg Asn Gly Asp Trp Thr Phe GIn
50 55 60

Thr Val Val Met Leu Glu Met Thr Pro Glu Leu Gly His Val Tyr Thr
65 70 75 80

Cys Leu Val Asp His Ser Ser Leu Leu Ser Pro Val Ser Val Glu Trp
85 90 95

Arg Ala GIn Ser

100

<210> 34



<211>99
<212>PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodcidos de a2 para el dominio proximal a la membrana de CMH

clase Il HLA-DP (HLA-DPA1*01:03:01:01)

<400> 34

Thr Asn Asp Pro Pro Glu Val Thr Val Phe Pro Lys Glu Pro Val Glu
1.5 10 15

Leu Gly GIn Pro Asn Thr Leu lle Cys His lle Asp Lys Phe Phe Pro
20 25 30

Pro Val Leu Asn Val Thr Trp Leu Cys Asn Gly Glu Leu Val Thr Glu
35 40 45

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

Lys Phe His Tyr Leu Thr Phe Val Pro Ser Ala Glu Asp Phe Tyr Asp
65 70 75 80

Cys Arg Val Glu His Trp Gly Leu Asp GIn Pro Leu Leu Lys His Trp
85 90 95

Glu Ala GIn

<210> 35
<211>100
<212> PRT

<213> Secuencia natural



<220>
<223> secuencia de aminoacidos de B2 para el dominio proximal a la membrana de CMH

clase Il HLA-DP (HLA-DPB1*01:01:01:01)

<400> 35

Arg Arg Val GIn Pro Lys Val Asn Val Ser Pro Ser Lys Lys Gly Pro
1.5 10 15

Leu GIn His His Asn Leu Leu Val Cys His Val Thr Asp Phe Tyr Pro
20 25 30

Gly Ser lle GIn Val Arg Trp Phe Leu Asn Gly GIn Glu Glu Thr Ala
35 40 45

Gly Val Val Ser Thr Asn Leu lle Arg Asn Gly Asp Trp Thr Phe GIn
50 55 60

Ile Leu Val Met Leu Glu Met Thr Pro GIn GIn Gly Asp Val Tyr lle
65 70 75 80

Cys GIn Val Glu His Thr Ser Leu Asp Ser Pro Val Thr Val Glu Trp
85 90 95

Lys Ala GIn Ser

100

<210> 36
<211>99
<212> PRT

<213> Secuencia natural

<220>



<223> secuencia de aminodacidos de a2 para el dominio proximal a la membrana de CMH

clase Il HLA-DQ (HLA-DQA1*01:01:01:01)

<400> 36

Thr Asn Glu Val Pro Glu Val Thr Val Phe Ser Lys Ser Pro Val Thr
1.5 10 15

Leu Gly GIn Pro Asn Thr Leu lle Cys Leu Val Asp Asn lle Phe Pro
20 25 30

Pro Val Val Asn lle Thr Trp Leu Ser Asn Gly GIn Ser Val Thr Glu
35 40 45

Gly Val Ser Glu Thr Ser Phe Leu Ser Lys Ser Asp His Ser Phe Phe
50 55 60

Lys lle Ser Tyr Leu Thr Phe Leu Pro Ser Ala Asp Glu lle Tyr Asp
65 70 75 80

Cys Lys Val Glu His Trp Gly Leu Asp GIn Pro Leu Leu Lys His Trp
85 90 95

Glu Pro Glu

<210> 37
<211>100
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de 32 para el dominio proximal a la membrana de CMH

clase Il HLA-DQ (HLA-DQB1*05:01:01:01)



<400> 37

Arg Arg Val Glu Pro Thr Val Thr lle Ser Pro Ser Arg Thr Glu Ala
1.5 10 15

Leu Asn His His Asn Leu Leu lle Cys Ser Val Thr Asp Phe Tyr Pro
20 25 30

Ser GIn lle Lys Val Arg Trp Phe Arg Asn Asp GIn Glu Glu Thr Ala
35 40 45

Gly Val Val Ser Thr Pro Leu lle Arg Asn Gly Asp Trp Thr Phe GIn
50 55 60

lle Leu Val Met Leu Glu Met Thr Pro GIn Arg Gly Asp Val Tyr Thr
65 70 75 80

Cys His Val Glu His Pro Ser Leu GlIn Ser Pro lle Thr Val Glu Trp
85 90 95

Arg Ala GIn Ser

100

<210> 38
<211>99
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de a2 para el dominio proximal a la membrana de CMH

clase Il HLA-DR (HLA-DRA*01:01:01:01)

<400> 38
Thr Asn Val Pro Pro Glu Val Thr Val Leu Thr Asn Ser Pro Val Glu

1.5 10 15



Leu Arg Glu Pro Asn Val Leu lle Cys Phe lle Asp Lys Phe Thr Pro
20 25 30

Pro Val Val Asn Val Thr Trp Leu Arg Asn Gly Lys Pro Val Thr Thr
35 40 45

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

Lys Phe His Tyr Leu Pro Phe Leu Pro Ser Thr Glu Asp Val Tyr Asp
65 70 75 80

Cys Arg Val Glu His Trp Gly Leu Asp Glu Pro Leu Leu Lys His Trp
85 90 95

Glu Phe Asp

<210> 39
<211>100
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodacidos de 32 para el dominio proximal a la membrana de CMH

clase I HLA-DR (HLA-DRB1*01:01:01:01)

<400> 39

Arg Arg Val Glu Pro Lys Val Thr Val Tyr Pro Ser Lys Thr GIn Pro
1.5 10 15

Leu GIn His His Asn Leu Leu Val Cys Ser Val Ser Gly Phe Tyr Pro
20 25 30

Gly Ser lle Glu Val Arg Trp Phe Arg Asn Gly GIn Glu Glu Lys Ala



35 40 45

Gly Val Val Ser Thr Gly Leu lle GIn Asn Gly Asp Trp Thr Phe GIn

50 55 60

Thr Leu Val Met Leu Glu Thr Val Pro Arg Ser Gly Glu Val Tyr Thr
65 70 75 80

Cys GIn Val Glu His Pro Ser Val Thr Ser Pro Leu Thr Val Glu Trp

85 90 95

Arg Ala Arg Ser

100

<210>40
<211>100
<212> PRT

<213> Secuencia natural

<220>

<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CD1a

<400> 40

GIn Arg GIn Val Lys Pro Glu Ala Trp Leu Ser His Gly Pro Ser Pro
1.5 10 15

Gly Pro Gly His Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro
20 25 30

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

Thr GIn Arg Gly Asp lle Leu Pro Ser Ala Asp Gly Thr Trp Tyr Leu
50 55 60

Arg Ala Thr Leu Glu Val Ala Ala Gly Glu Ala Ala Asp Leu Ser Cys



65 70 75 80

Arg Val Lys His Ser Ser Leu Glu Gly GIn Asp lle Val Leu Tyr Trp
85 90 95

Glu His His Ser

100

<210>41
<211>97
<212> PRT

<213> Secuencia natural

<220>

<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CD1b

<400> 41

GIn Arg GIn Val Lys Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro
1.5 10 15

Gly Pro Gly Arg Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro
20 25 30

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

Thr GIn Leu Gly Asp lle Leu Pro Asn Ala Asn Trp Thr Trp Tyr Leu
50 55 60

Arg Ala Thr Leu Asp Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys
65 70 75 80

Arg Val Lys His Ser Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp
85 90 95

Arg



<210>42
<211>100
<212> PRT

<213> Secuencia natural

<220>

<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CD1c

<400> 42

His Arg Gln Val Arg Pro Glu Ala Trp Leu Ser Ser Arg Pro Ser Leu
1.5 10 15

Gly Ser Gly GIn Leu Leu Leu Val Cys His Ala Ser Gly Phe Tyr Pro
20 25 30

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

Thr Lys His Gly Asp lle Leu Pro Asn Ala Asp Gly Thr Trp Tyr Leu
50 55 60

GlIn Val lle Leu Glu Val Ala Ser Glu Glu Pro Ala Gly Leu Ser Cys
65 70 75 80

Arg Val Arg His Ser Ser Leu Gly Gly GIn Asp lle lle Leu Tyr Trp

85 90 95
Gly His His Phe

100

<210>43

<211>100



<212>PRT

<213> Secuencia natural

<220>

<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CD1d

<400> 43

Lys Lys GIn Val Lys Pro Lys Ala Trp Leu Ser Arg Gly Pro Ser Pro
1.5 10 15

Gly Pro Gly Arg Leu Leu Leu Val Cys His Val Ser Gly Phe Tyr Pro
20 25 30

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

Thr GIn Pro Gly Asp lle Leu Pro Asn Ala Asp Glu Thr Trp Tyr Leu
50 55 60

Arg Ala Thr Leu Asp Val Val Ala Gly Glu Ala Ala Gly Leu Ser Cys
65 70 75 80

Arg Val Lys His Ser Ser Leu Glu Gly GIn Asp lle Val Leu Tyr Trp
85 90 95

Gly Gly Ser Tyr

100

<210>44
<211>100
<212> PRT

<213> Secuencia natural



<220>

<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CD1e

<400> 44

Lys Arg Lys Val Lys Pro Glu Ala Trp Leu Ser Cys Gly Pro Ser Pro
1.5 10 15

Gly Pro Gly Arg Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro
20 25 30

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

Thr GIn Arg Gly Asp Val Leu Pro Asn Ala Asp Glu Thr Trp Tyr Leu
50 55 60

Arg Ala Thr Leu Asp Val Ala Ala Gly Glu Ala Ala Gly Leu Ser Cys
65 70 75 80

Arg Val Lys His Ser Ser Leu Gly Gly His Asp Leu lle lle His Trp

85 90 95

Gly Gly Tyr Ser

100

<210>45
<211>101
<212> PRT

<213> Secuencia natural

<220>

<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de HFE

<400> 45



Asp GIn GIn Val Pro Pro Leu Val Lys Val Thr His His Val Thr Ser
1.5 10 15

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

Ile Thr Met Lys Trp Leu Lys Asp Lys GIn Pro Met Asp Ala Lys Glu
35 40 45

Phe Glu Pro Lys Asp Val Leu Pro Asn Gly Asp Gly Thr Tyr GIn Gly
50 55 60

Trp lle Thr Leu Ala Val Pro Pro Gly Glu Glu GIn Arg Tyr Thr Cys
65 70 75 80

GlIn Val Glu His Pro Gly Leu Asp GIn Pro Leu lle Val lle Trp Glu
85 90 95

Pro Ser Pro Ser Gly

100

<210> 46
<211>98
<212> PRT

<213> Secuencia natural

<220>
<223> secuencia de aminodcidos de B2 universal
microglobulina (B2M) de CMH clase | o proteinas similares a CMH (CD1,

HFE)

<400> 46
Ile GIn Arg Thr Pro Lys lle GIn Val Tyr Ser Arg His Pro Ala Glu

1.5 10 15



Asn Gly Lys Ser Asn Phe Leu Asn Cys Tyr Val Ser Gly Phe His Pro
20 25 30

Ser Asp lle Glu Val Asp Leu Leu Lys Asn Gly Glu Arg lle Glu Lys
35 40 45

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

Leu Tyr Tyr Thr Glu Phe Thr Pro Thr Glu Lys Asp Glu Tyr Ala Cys
65 70 75 80

Arg Val Asn His Val Thr Leu Ser GIn Pro Lys lle Val Lys Trp Asp
85 90 95

Arg Asp

<210>47
<211>98
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodacidos de 2 universal
microglobulina (B2M) de CMH clase | o proteinas similares a CMH (CD1,

HFE) con mutacion R12C

<400> 47

Ile GIn Arg Thr Pro Lys lle GIn Val Tyr Ser Cys His Pro Ala Glu
1.5 10 15

Asn Gly Lys Ser Asn Phe Leu Asn Cys Tyr Val Ser Gly Phe His Pro

20 25 30



Ser Asp lle Glu Val Asp Leu Leu Lys Asn Gly Glu Arg lle Glu Lys
35 40 45

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

Leu Tyr Tyr Thr Glu Phe Thr Pro Thr Glu Lys Asp Glu Tyr Ala Cys
65 70 75 80

Arg Val Asn His Val Thr Leu Ser GIn Pro Lys lle Val Lys Trp Asp
85 90 95

Arg Asp

<210>48
<211>110
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de B2 universal
microglobulina (B2M) de CMH clase | o proteinas similares a CMH (CD1,

HFE) con mutacién R12C + (bisagra) con mutacion C220A

<400> 48

Ile GIn Arg Thr Pro Lys lle GIn Val Tyr Ser Cys His Pro Ala Glu
1.5 10 15

Asn Gly Lys Ser Asn Phe Leu Asn Cys Tyr Val Ser Gly Phe His Pro
20 25 30

Ser Asp lle Glu Val Asp Leu Leu Lys Asn Gly Glu Arg lle Glu Lys

35 40 45



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

Leu Tyr Tyr Thr Glu Phe Thr Pro Thr Glu Lys Asp Glu Tyr Ala Cys
65 70 75 80

Arg Val Asn His Val Thr Leu Ser GIn Pro Lys lle Val Lys Trp Asp
85 90 95

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

100 105 110

<210>49
<211>100
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CD1b

con mutacién N57Cy elongacidn por 3 aminoacidos GSC en el extremo C terminal

<400> 49

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

1.5 10 15

Gly Pro Gly Arg Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro

20 25 30

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

Thr GIn Leu Gly Asp lle Leu Pro Cys Ala Asn Trp Thr Trp Tyr Leu

50 55 60

Arg Ala Thr Leu Asp Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys



65 70 75 80

Arg Val Lys His Ser Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp
85 90 95

Arg Gly Ser Cys

100

<210>50
<211>99
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CD1b

con mutacién N57Cy elongacidn de 2 aminoacidos GS en el extremo C terminal

<400> 50

GIn Arg GIn Val Lys Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro
1.5 10 15

Gly Pro Gly Arg Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro
20 25 30

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

Thr GIn Leu Gly Asp lle Leu Pro Cys Ala Asn Trp Thr Trp Tyr Leu
50 55 60

Arg Ala Thr Leu Asp Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys
65 70 75 80

Arg Val Lys His Ser Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp

85 90 95



Arg Gly Ser

<210>51
<211>100
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CD1b

con mutacién N59A y elongacién por 3 aminodacidos GSC en el extremo C terminal

<400> 51

GIn Arg GIn Val Lys Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro
1.5 10 15

Gly Pro Gly Arg Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro
20 25 30

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

Thr GIn Leu Gly Asp lle Leu Pro Asn Ala Ala Trp Thr Trp Tyr Leu
50 55 60

Arg Ala Thr Leu Asp Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys
65 70 75 80

Arg Val Lys His Ser Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp
85 90 95

Arg Gly Ser Cys

100



<210>52
<211>100
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CD1b

con mutacién N59D y elongacidn por 3 aminoacidos GSC en el extremo C terminal

<400> 52

GIn Arg GIn Val Lys Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro
1.5 10 15

Gly Pro Gly Arg Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro
20 25 30

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

Thr GIn Leu Gly Asp Ile Leu Pro Asn Ala Asp Trp Thr Trp Tyr Leu
50 55 60

Arg Ala Thr Leu Asp Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys
65 70 75 80

Arg Val Lys His Ser Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp
85 90 95

Arg Gly Ser Cys

100

<210>53
<211>100

<212> PRT



<213> Secuencia artificial

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CD1b
con mutaciones N57C, N59A y elongacién por 3 aminoacidos GSC en

el extremo C terminal

<400> 53

GIn Arg GIn Val Lys Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro
1.5 10 15

Gly Pro Gly Arg Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro
20 25 30

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

Thr GIn Leu Gly Asp Ile Leu Pro Cys Ala Ala Trp Thr Trp Tyr Leu
50 55 60

Arg Ala Thr Leu Asp Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys
65 70 75 80

Arg Val Lys His Ser Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp
85 90 95

Arg Gly Ser Cys

100

<210>54
<211>100
<212> PRT

<213> Secuencia artificial



<220>
<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CD1b
con mutaciones N57C, N59D y elongacién por 3 aminoacidos GSC en

el extremo C terminal

<400> 54

GlIn Arg GIn Val Lys Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro
1.5 10 15

Gly Pro Gly Arg Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro
20 25 30

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

Thr GIn Leu Gly Asp lle Leu Pro Cys Ala Asp Trp Thr Trp Tyr Leu
50 55 60

Arg Ala Thr Leu Asp Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys
65 70 75 80

Arg Val Lys His Ser Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp
85 90 95

Arg Gly Ser Cys

100

<210>55
<211>99
<212> PRT

<213> Secuencia artificial

<220>



<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CD1b
con mutaciones N57C, N59A y elongacidn por 2 aminodacidos GS en

el extremo C terminal

<400> 55

GIn Arg GIn Val Lys Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro
1.5 10 15

Gly Pro Gly Arg Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro
20 25 30

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

Thr GIn Leu Gly Asp Ile Leu Pro Cys Ala Ala Trp Thr Trp Tyr Leu
50 55 60

Arg Ala Thr Leu Asp Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys
65 70 75 80

Arg Val Lys His Ser Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp
85 90 95

Arg Gly Ser

<210> 56
<211>99
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodacidos de a3 para el dominio proximal a la membrana de CD1b

con mutaciones N57C, N59D y elongacién por 2 aminoacidos GS en



el extremo C terminal

<400> 56

GIn Arg GIn Val Lys Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro
1.5 10 15

Gly Pro Gly Arg Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro
20 25 30

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

Thr GIn Leu Gly Asp lle Leu Pro Cys Ala Asp Trp Thr Trp Tyr Leu
50 55 60

Arg Ala Thr Leu Asp Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys
65 70 75 80

Arg Val Lys His Ser Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp
85 90 95

Arg Gly Ser

<210>57
<211>459
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la primera cadena pesada de candidatos

02-004 y 02-006 (Prolgolimab_VH_HC_hole)

<400> 57



GlIn Val GIn Leu Val GIn 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

Trp Met Tyr Trp Val Arg Gin Val Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

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

Lys Gly Arg Phe Ala lle Ser Arg Val Asn Ala Lys Asn Thr Met 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 Asp Glu Gly Gly Gly Thr Gly Trp Gly Val Leu Lys Asp Trp
100 105 110

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

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

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

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

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

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

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

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



225 230 235 240

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

Pro Lys Pro Lys Asp Thr Leu Tyr lle Thr Arg Glu Pro Glu Val Thr
260 265 270

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

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

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

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

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

Gly GIn Pro Arg Glu Pro GIn Val Cys Thr Leu Pro Pro Ser Arg Asp
355 360 365

Glu Leu Thr Lys Asn GIn Val Ser Leu Ser Cys Ala Val Lys Gly Phe
370 375 380

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

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

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

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

Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys

450 455



<210> 58
<211>214
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la primera cadena ligera de candidatos

02-004 y 02-006 (Prolgolimab_VL_CK)

<400> 58

GIn Pro Val Leu Thr GIn Pro Leu Ser Val Ser Val Ala Leu Gly GIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Asn Val
20 25 30

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

Arg Asp Ser Asn Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Ala GIn Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp Ser Ser Thr Ala Val
85 90 95

Phe Gly Thr Gly Thr Lys Leu Thr Val Leu GIn 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>59
<211>452
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la segunda cadena pesada de candidatos

02-004 y 02-009 (Ocrelizumab_VH_b2m_Fc_knob)

<400> 59

Glu Val GIn Leu Val 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 Tyr Thr Phe Thr Ser Tyr
20 25 30

Asn Met His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val

35 40 45



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

Lys Gly Arg Phe Thr lle Ser Val Asp Lys 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 Val Val Tyr Tyr Ser Asn Ser Tyr Trp Tyr Phe Asp Val Trp
100 105 110

Gly GIn Gly Thr Leu Val Thr Val Ser Ser lle GIn Arg Thr Pro Lys
115 120 125

Ile GIn Val Tyr Ser Arg His Pro Ala Glu Asn Gly Lys Ser Asn Phe
130 135 140

Leu Asn Cys Tyr Val Ser Gly Phe His Pro Ser Asp lle Glu Val Asp
145 150 155 160

Leu Leu Lys Asn Gly Glu Arg lle Glu Lys Val Glu His Ser Asp Leu
165 170 175

Ser Phe Ser Lys Asp Trp Ser Phe Tyr Leu Leu Tyr Tyr Thr Glu Phe
180 185 190

Thr Pro Thr Glu Lys Asp Glu Tyr Ala Cys Arg Val Asn His Val Thr
195 200 205

Leu Ser GIn Pro Lys lle Val Lys Trp Asp Arg Asp Glu Pro Lys Ser
210 215 220

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

Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu
245 250 255

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

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



275 280 285

Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr 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 Ala Leu Pro Ala Pro
325 330 335

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

Val Tyr Thr Leu Pro Pro Cys Arg Asp Glu Leu Thr Lys Asn Gln Val
355 360 365

Ser Leu Trp 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 Lys 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 Pro Gly Lys

450

<210> 60
<211> 206
<212> PRT

<213> Secuencia artificial



<220>
<223> secuencia de aminodcidos de la segunda cadena ligera de candidatos

02-004 y 02-009 (Ocrelizumab_VL_CD1b)

<400> 60

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 Ser Ser Val Ser Tyr Met
20 25 30

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

Ala Pro Ser Asn Leu Ala Ser Gly Val Pro Ser Arg Phe Ser Gly Ser
50 55 60

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

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

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

Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro Gly Pro Gly Arg Leu GIn
115 120 125

Leu Val Cys His Val Ser Gly Phe Tyr Pro Lys Pro Val Trp Val Met
130 135 140

Trp Met Arg Gly Glu GIn Glu GIn GIn Gly Thr GIn Leu Gly Asp lle
145 150 155 160

Leu Pro Asn Ala Asn Trp Thr Trp Tyr Leu Arg Ala Thr Leu Asp Val
165 170 175

Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys Arg Val Lys His Ser Ser



180 185 190
Leu Glu Gly GIn Asp lle lle Leu Tyr Trp Arg Gly Ser Cys

195 200 205

<210>61
<211> 452
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la primera cadena pesada de candidatos

02-005 y 02-008 (Ocrelizumab_VH_ HC_hole)

<400> 61

Glu Val GIn Leu Val 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 Tyr Thr Phe Thr Ser Tyr
20 25 30

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

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

Lys Gly Arg Phe Thr lle Ser Val Asp Lys 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 Val Val Tyr Tyr Ser Asn Ser Tyr Trp Tyr Phe Asp Val Trp

100 105 110



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

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

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

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

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

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

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

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

Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu
245 250 255

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

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

Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr 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 Ala Leu Pro Ala Pro
325 330 335

Ile Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn



340 345 350

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

Ser Leu Ser Cys Ala 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 Val Ser Lys Leu Thr
405 410 415

Val Asp Lys Ser Arg Trp GlIn 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 Pro Gly Lys

450

<210> 62
<211>213
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la primera cadena ligera de candidatos

02-005 y 02-008 (Ocrelizumab_VL_CK)

<400> 62
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 Ser Ser Val Ser Tyr Met
20 25 30

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

Ala Pro Ser Asn Leu Ala Ser Gly Val Pro Ser Arg Phe Ser Gly Ser
50 55 60

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

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

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

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

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

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

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

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

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

Asn Arg Gly Glu Cys

210

<210> 63

<211> 459



<212>PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la segunda cadena pesada de candidatos

02-005 y 02-007 (Prolgolimab_VH_b2m_Fc_knob)

<400> 63

GIn Val GIn Leu Val GIn 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

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

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

Lys Gly Arg Phe Ala lle Ser Arg Val Asn Ala Lys Asn Thr Met 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 Asp Glu Gly Gly Gly Thr Gly Trp Gly Val Leu Lys Asp Trp
100 105 110

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

Ser lle GIn Arg Thr Pro Lys lle GIn Val Tyr Ser Arg His Pro Ala
130 135 140

Glu Asn Gly Lys Ser Asn Phe Leu Asn Cys Tyr Val Ser Gly Phe His

145 150 155 160



Pro Ser Asp lle Glu Val Asp Leu Leu Lys Asn Gly Glu Arg lle Glu
165 170 175

Lys Val Glu His Ser Asp Leu Ser Phe Ser Lys Asp Trp Ser Phe Tyr
180 185 190

Leu Leu Tyr Tyr Thr Glu Phe Thr Pro Thr Glu Lys Asp Glu Tyr Ala
195 200 205

Cys Arg Val Asn His Val Thr Leu Ser GIn Pro Lys lle Val Lys Trp
210 215 220

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

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

Pro Lys Pro Lys Asp Thr Leu Tyr lle Thr Arg Glu Pro Glu Val Thr
260 265 270

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

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

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

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

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

Gly GIn Pro Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro Cys Arg Asp
355 360 365

Glu Leu Thr Lys Asn Gln Val Ser Leu Trp Cys Leu Val Lys Gly Phe
370 375 380

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



385 390 395 400

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

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

420 425 430

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

Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys

450 455

<210> 64
<211>207
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminoacidos de la segunda cadena ligera de candidatos

02-005 y 02-007 (Prolgolimab_VL _CD1b)

<400> 64

GIn Pro Val Leu Thr GIn Pro Leu Ser Val Ser Val Ala Leu Gly GIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Asn Val
20 25 30

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

Arg Asp Ser Asn Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser

50 55 60



Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Ala GIn Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp Ser Ser Thr Ala Val
85 90 95

Phe Gly Thr Gly Thr Lys Leu Thr Val Leu GIn GIn Arg GIn Val Lys
100 105 110

Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro Gly Pro Gly Arg Leu
115 120 125

GlIn Leu Val Cys His Val Ser Gly Phe Tyr Pro Lys Pro Val Trp Val
130 135 140

Met Trp Met Arg Gly Glu GIn Glu GIn GIn Gly Thr GIn Leu Gly Asp
145 150 155 160

Ile Leu Pro Asn Ala Asn Trp Thr Trp Tyr Leu Arg Ala Thr Leu Asp
165 170 175

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

Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp Arg Gly Ser Cys

195 200 205

<210> 65
<211>454
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodacidos de la segunda cadena pesada de candidatos

02-006 y 02-008 (Anti-CSFIR_VH_b2m_Fc_knob)



<400> 65

GlIn Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val Arg Pro Gly Gly
1.5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Glu Phe Thr Phe Asp Asp Tyr
20 25 30

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

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

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

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

Ala Ser Thr Val Glu Val Ala His Arg Arg Leu Tyr Lys Tyr Leu Glu
100 105 110

Val Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser lle GIn Arg Thr
115 120 125

Pro Lys Ile GIn Val Tyr Ser Arg His Pro Ala Glu Asn Gly Lys Ser
130 135 140

Asn Phe Leu Asn Cys Tyr Val Ser Gly Phe His Pro Ser Asp lle Glu
145 150 155 160

Val Asp Leu Leu Lys Asn Gly Glu Arg lle Glu Lys Val Glu His Ser
165 170 175

Asp Leu Ser Phe Ser Lys Asp Trp Ser Phe Tyr Leu Leu Tyr Tyr Thr
180 185 190

Glu Phe Thr Pro Thr Glu Lys Asp Glu Tyr Ala Cys Arg Val Asn His
195 200 205

Val Thr Leu Ser GIn Pro Lys lle Val Lys Trp Asp Arg Asp 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 Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
245 250 255

Thr Leu Tyr lle Thr Arg Glu 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 Cys Arg Asp Glu Leu Thr Lys Asn
355 360 365

GlIn Val Ser Leu Trp 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 Lys



450

<210> 66
<211>208
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la segunda cadena ligera de candidatos

02-006 y 02-008 (Anti-CSF1R_VL_CD1b)

<400> 66

GIn Ala Gly Leu Thr GIn Pro Pro Ser Val Ser Val Ala Pro Gly GIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Ser Val
20 25 30

His Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Val Leu Val Val Tyr
35 40 45

Gly Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Val Glu Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp lle Ser Ser Asp His
85 90 95

Val Val Phe Gly Gly Gly Thr GIn Leu Thr Val Leu GIn Arg GIn Val
100 105 110

Lys Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro Gly Pro Gly Arg

115 120 125



Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro Lys Pro Val Trp
130 135 140

Val Met Trp Met Arg Gly Glu GIn Glu GIn GIn Gly Thr GIn Leu Gly
145 150 155 160

Asp lle Leu Pro Asn Ala Asn Trp Thr Trp Tyr Leu Arg Ala Thr Leu
165 170 175

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

Ser Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp Arg Gly Ser Cys

195 200 205

<210> 67
<211>454
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la primera cadena pesada de candidatos

02-007 y 02-009 (Anti-CSFIR_VH_HC_hole)

<400> 67

GlIn Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val Arg Pro Gly Gly
1.5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Glu Phe Thr Phe Asp Asp Tyr
20 25 30

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



35 40 45

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

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

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

Ala Ser Thr Val Glu Val Ala His Arg Arg Leu Tyr Lys Tyr Leu Glu
100 105 110

Val Trp Gly GIn Gly Thr Leu 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 Gln 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 Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
245 250 255

Thr Leu Tyr lle Thr Arg Glu 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 GlIn Val Cys Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn
355 360 365

GlIn Val Ser Leu Ser Cys Ala 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 Val 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 Lys

450

<210> 68
<211>215
<212> PRT

<213> Secuencia artificial



<220>
<223> secuencia de aminodacidos de la primera cadena ligera de candidatos

02-007 y 02-009 (Anti-CSF1R_VL_CK)

<400> 68

GIn Ala Gly Leu Thr GIn Pro Pro Ser Val Ser Val Ala Pro Gly GIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Ser Val
20 25 30

His Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Val Leu Val Val Tyr
35 40 45

Gly Asp Ser Asp Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Val Glu Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp lle Ser Ser Asp His
85 90 95

Val Val Phe Gly Gly Gly Thr GIn Leu Thr Val Leu 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> 69
<211>459
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la cadena pesada de los candidatos 03-001,
03-005 y 03-006, que comprende microglobulina B2 universal

(B2M) con mutacién R12C

<400> 69

GlIn Val GIn Leu Val GIn 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

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

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

Lys Gly Arg Phe Ala lle Ser Arg Val Asn Ala Lys Asn Thr Met 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 Asp Glu Gly Gly Gly Thr Gly Trp Gly Val Leu Lys Asp Trp
100 105 110

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

Ser lle GIn Arg Thr Pro Lys lle GIn Val Tyr Ser Cys His Pro Ala
130 135 140

Glu Asn Gly Lys Ser Asn Phe Leu Asn Cys Tyr Val Ser Gly Phe His
145 150 155 160

Pro Ser Asp lle Glu Val Asp Leu Leu Lys Asn Gly Glu Arg lle Glu
165 170 175

Lys Val Glu His Ser Asp Leu Ser Phe Ser Lys Asp Trp Ser Phe Tyr
180 185 190

Leu Leu Tyr Tyr Thr Glu Phe Thr Pro Thr Glu Lys Asp Glu Tyr Ala
195 200 205

Cys Arg Val Asn His Val Thr Leu Ser GIn Pro Lys lle Val Lys Trp
210 215 220

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

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

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

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

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

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



305 310 315 320

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

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

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

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

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

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

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

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

Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys

450 455

<210>70
<211>459
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodacidos de la cadena pesada de los candidatos 03-003

y 03-004, que comprende microglobulina B2 universal (B2M)



<400> 70

GIn Val GIn Leu Val GIn 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

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

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

Lys Gly Arg Phe Ala lle Ser Arg Val Asn Ala Lys Asn Thr Met 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 Asp Glu Gly Gly Gly Thr Gly Trp Gly Val Leu Lys Asp Trp
100 105 110

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

Ser lle GIn Arg Thr Pro Lys lle GIn Val Tyr Ser Arg His Pro Ala
130 135 140

Glu Asn Gly Lys Ser Asn Phe Leu Asn Cys Tyr Val Ser Gly Phe His
145 150 155 160

Pro Ser Asp lle Glu Val Asp Leu Leu Lys Asn Gly Glu Arg lle Glu
165 170 175

Lys Val Glu His Ser Asp Leu Ser Phe Ser Lys Asp Trp Ser Phe Tyr
180 185 190

Leu Leu Tyr Tyr Thr Glu Phe Thr Pro Thr Glu Lys Asp Glu Tyr Ala
195 200 205

Cys Arg Val Asn His Val Thr Leu Ser GIn Pro Lys lle Val Lys Trp



210 215 220

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

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

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

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

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

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

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

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

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

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

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

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

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

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

435 440 445



Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys

450 455

<210>71
<211>459
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la cadena pesada de los candidatos 03-002,
03-007 y 03-008, que comprende microglobulina B2 universal

(B2M) con mutacién R12Cy (bisagra) con mutacién C220A

<400> 71

GlIn Val GIn Leu Val GIn 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

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

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

Lys Gly Arg Phe Ala lle Ser Arg Val Asn Ala Lys Asn Thr Met 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 Asp Glu Gly Gly Gly Thr Gly Trp Gly Val Leu Lys Asp Trp

100 105 110



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

Ser lle GIn Arg Thr Pro Lys lle GIn Val Tyr Ser Cys His Pro Ala
130 135 140

Glu Asn Gly Lys Ser Asn Phe Leu Asn Cys Tyr Val Ser Gly Phe His
145 150 155 160

Pro Ser Asp lle Glu Val Asp Leu Leu Lys Asn Gly Glu Arg lle Glu
165 170 175

Lys Val Glu His Ser Asp Leu Ser Phe Ser Lys Asp Trp Ser Phe Tyr
180 185 190

Leu Leu Tyr Tyr Thr Glu Phe Thr Pro Thr Glu Lys Asp Glu Tyr Ala
195 200 205

Cys Arg Val Asn His Val Thr Leu Ser GIn Pro Lys lle Val Lys Trp
210 215 220

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

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

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

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

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

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

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

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



340 345 350

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

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

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

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

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

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

Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys

450 455

<210>72
<211>207
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la cadena ligera del candidato 03-001,

que comprende a3 para el dominio proximal a la membrana de CD1b con mutacion N57C

<400> 72
GlIn Pro Val Leu Thr GIn Pro Leu Ser Val Ser Val Ala Leu Gly GIn

1.5 10 15



Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Asn Val
20 25 30

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

Arg Asp Ser Asn Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Ala GIn Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp Ser Ser Thr Ala Val
85 90 95

Phe Gly Thr Gly Thr Lys Leu Thr Val Leu GIn GIn Arg GIn Val Lys
100 105 110

Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro Gly Pro Gly Arg Leu
115 120 125

GlIn Leu Val Cys His Val Ser Gly Phe Tyr Pro Lys Pro Val Trp Val
130 135 140

Met Trp Met Arg Gly Glu GIn Glu GIn GIn Gly Thr GIn Leu Gly Asp
145 150 155 160

Ile Leu Pro Cys Ala Asn Trp Thr Trp Tyr Leu Arg Ala Thr Leu Asp
165 170 175

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

Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp Arg Gly Ser Cys

195 200 205

<210>73
<211> 206
<212> PRT

<213> Secuencia artificial



<220>
<223> secuencia de aminodacidos de la cadena ligera del candidato 03-002,

que comprende a3 para el dominio proximal a la membrana de CD1b con mutacion N57C

<400> 73

GlIn Pro Val Leu Thr GIn Pro Leu Ser Val Ser Val Ala Leu Gly GIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Asn Val
20 25 30

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

Arg Asp Ser Asn Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Ala GIn Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp Ser Ser Thr Ala Val
85 90 95

Phe Gly Thr Gly Thr Lys Leu Thr Val Leu GIn GIn Arg GIn Val Lys
100 105 110

Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro Gly Pro Gly Arg Leu
115 120 125

GlIn Leu Val Cys His Val Ser Gly Phe Tyr Pro Lys Pro Val Trp Val
130 135 140

Met Trp Met Arg Gly Glu GIn Glu GIn GIn Gly Thr GIn Leu Gly Asp
145 150 155 160

Ile Leu Pro Cys Ala Asn Trp Thr Trp Tyr Leu Arg Ala Thr Leu Asp

165 170 175



Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys Arg Val Lys His Ser
180 185 190
Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp Arg Gly Ser

195 200 205

<210> 74
<211>207
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodacidos de la cadena ligera del candidato 03-003,

gue comprende a3 para el dominio proximal a la membrana de CD1b con mutacion N59A

<400> 74

GIn Pro Val Leu Thr GIn Pro Leu Ser Val Ser Val Ala Leu Gly GIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Asn Val
20 25 30

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

Arg Asp Ser Asn Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Ala GIn Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp Ser Ser Thr Ala Val
85 90 95

Phe Gly Thr Gly Thr Lys Leu Thr Val Leu GIn GIn Arg GIn Val Lys



100 105 110

Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro Gly Pro Gly Arg Leu
115 120 125

GlIn Leu Val Cys His Val Ser Gly Phe Tyr Pro Lys Pro Val Trp Val
130 135 140

Met Trp Met Arg Gly Glu GIn Glu GIn GIn Gly Thr GIn Leu Gly Asp
145 150 155 160

Ile Leu Pro Asn Ala Ala Trp Thr Trp Tyr Leu Arg Ala Thr Leu Asp
165 170 175

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

Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp Arg Gly Ser Cys

195 200 205

<210>75
<211>207
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la cadena ligera del candidato 03-004,

gue comprende a3 para el dominio proximal a la membrana de CD1b con mutacidon N59D

<400> 75

GIn Pro Val Leu Thr GIn Pro Leu Ser Val Ser Val Ala Leu Gly GlIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Asn Val

20 25 30



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

Arg Asp Ser Asn Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Ala GIn Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp Ser Ser Thr Ala Val
85 90 95

Phe Gly Thr Gly Thr Lys Leu Thr Val Leu GIn GIn Arg GIn Val Lys
100 105 110

Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro Gly Pro Gly Arg Leu
115 120 125

GlIn Leu Val Cys His Val Ser Gly Phe Tyr Pro Lys Pro Val Trp Val
130 135 140

Met Trp Met Arg Gly Glu GIn Glu GIn GIn Gly Thr GIn Leu Gly Asp
145 150 155 160

Ile Leu Pro Asn Ala Asp Trp Thr Trp Tyr Leu Arg Ala Thr Leu Asp
165 170 175

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

Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp Arg Gly Ser Cys

195 200 205

<210>76
<211>207
<212> PRT

<213> Secuencia artificial



<220>
<223> secuencia de aminodcidos de la cadena ligera del candidato 03-005,
gue comprende a3 para el dominio proximal a la membrana de CD1b con mutaciones N57C,

N59A

<400> 76

GlIn Pro Val Leu Thr GIn Pro Leu Ser Val Ser Val Ala Leu Gly GIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Asn Val
20 25 30

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

Arg Asp Ser Asn Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Ala GIn Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp Ser Ser Thr Ala Val
85 90 95

Phe Gly Thr Gly Thr Lys Leu Thr Val Leu GIn GIn Arg GIn Val Lys
100 105 110

Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro Gly Pro Gly Arg Leu
115 120 125

GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro Lys Pro Val Trp Val
130 135 140

Met Trp Met Arg Gly Glu GIn Glu GIn GIn Gly Thr GIn Leu Gly Asp
145 150 155 160

Ile Leu Pro Cys Ala Ala Trp Thr Trp Tyr Leu Arg Ala Thr Leu Asp
165 170 175

Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys Arg Val Lys His Ser



180 185 190
Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp Arg Gly Ser Cys

195 200 205

<210>77
<211> 207
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la cadena ligera del candidato 03-006,
gue comprende a3 para el dominio proximal a la membrana de CD1b con mutaciones N57C,

N59D

<400> 77

GIn Pro Val Leu Thr GIn Pro Leu Ser Val Ser Val Ala Leu Gly GIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Asn Val
20 25 30

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

Arg Asp Ser Asn Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Ala GIn Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp Ser Ser Thr Ala Val
85 90 95

Phe Gly Thr Gly Thr Lys Leu Thr Val Leu GIn GIn Arg GIn Val Lys



100 105 110

Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro Gly Pro Gly Arg Leu
115 120 125

GlIn Leu Val Cys His Val Ser Gly Phe Tyr Pro Lys Pro Val Trp Val
130 135 140

Met Trp Met Arg Gly Glu GIn Glu GIn GIn Gly Thr GIn Leu Gly Asp
145 150 155 160

Ile Leu Pro Cys Ala Asp Trp Thr Trp Tyr Leu Arg Ala Thr Leu Asp
165 170 175

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

Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp Arg Gly Ser Cys

195 200 205

<210>78
<211> 206
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de la cadena ligera del candidato 03-007,
que comprende a3 para el dominio proximal a la membrana de CD1b con mutaciones N57C,

N59A

<400> 78
GlIn Pro Val Leu Thr GIn Pro Leu Ser Val Ser Val Ala Leu Gly GIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Asn Val



20 25 30

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

Arg Asp Ser Asn Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Ala GIn Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp Ser Ser Thr Ala Val
85 90 95

Phe Gly Thr Gly Thr Lys Leu Thr Val Leu GIn GIn Arg GIn Val Lys
100 105 110

Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro Gly Pro Gly Arg Leu
115 120 125

GlIn Leu Val Cys His Val Ser Gly Phe Tyr Pro Lys Pro Val Trp Val
130 135 140

Met Trp Met Arg Gly Glu GIn Glu GIn GIn Gly Thr GIn Leu Gly Asp
145 150 155 160

Ile Leu Pro Cys Ala Ala Trp Thr Trp Tyr Leu Arg Ala Thr Leu Asp
165 170 175

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

Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp Arg Gly Ser

195 200 205

<210>79
<211> 206
<212> PRT

<213> Secuencia artificial



<220>
<223> secuencia de aminodacidos de la cadena ligera del candidato 03-008,

gue comprende a3 para el dominio proximal a la membrana de CD1b con mutaciones N57C,

N59D

<400> 79

GlIn Pro Val Leu Thr GIn Pro Leu Ser Val Ser Val Ala Leu Gly GIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Asn Val
20 25 30

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

Arg Asp Ser Asn Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Ala GIn Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp Ser Ser Thr Ala Val
85 90 95

Phe Gly Thr Gly Thr Lys Leu Thr Val Leu GIn GIn Arg GIn Val Lys
100 105 110

Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro Gly Pro Gly Arg Leu
115 120 125

GlIn Leu Val Cys His Val Ser Gly Phe Tyr Pro Lys Pro Val Trp Val
130 135 140

Met Trp Met Arg Gly Glu GIn Glu GIn GIn Gly Thr GIn Leu Gly Asp
145 150 155 160

Ile Leu Pro Cys Ala Asp Trp Thr Trp Tyr Leu Arg Ala Thr Leu Asp

165 170 175



Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys Arg Val Lys His Ser
180 185 190
Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp Arg Gly Ser

195 200 205
<210> 80
<211> 1377

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de la primera cadena pesada de candidatos 02-004 y 02-006

(Prolgolimab_VH_HC hole)

<400> 80

caggttcagc tggtgcagtc tgggggaggce ttggtgcage ctggggggte tctgagactc 60

tcctgtgeag cctetggatt caccttcagt agetactgga tgtattgggt ccgecaggtt 120

ccagggaagg ggctcgagtg ggtctcagcet attgatactg gtggtggtag gacatactat 180

gcagactccg tgaagggceceg gttcgecatc tccagagtca acgccaagaa cacaatgtat 240

ctgcaaatga acagcctgag agccgaggac acggecegtgt attactgtge gagagatgaa 300

ggcggegggta cgggttgggg tgttttgaag gattggecct acggettgga cgecatgggge 360



caggggaccc tggtcaccgt ctcctcaget agcaccaagg geccateggt cttcceectg 420

gcaccctcct ccaagagcac ctctgggggce acageggecc tgggcetgect ggtcaaggac 480

tacttccccg aaccggtgac ggtgtegtgg aactcaggeg ccctgaccag cggegtgecac 540

accttcccgg ctgtcctaca gtectcagga ctctactece tcagcagegt ggtgaccgtg 600

ccctccagcea gettgggeac ccagacctac atctgcaacg tgaatcacaa geccagcaac 660

accaaggtgg acaagagagt tgagcccaaa tcttgtgaca aaactcacac atgcccaccg 720

tgcccagceac ctgaageege agggggaccg tcagtcttec tettcccece aaaacccaag 780

gacaccctct acatcacccg ggagcctgag gtcacatgeg tggtggtgga cgtgagecac 840

gaagaccctg aggtcaagtt caactggtac gtggacggcg tggaggtgea taatgccaag 900

acaaagccgce gggaggagea gtacaacage acgtaccgtg tggtcagegt cctcaccgtc 960

ctgcaccagg actggctgaa tggcaaggag tacaagtgca aggtctccaa caaageectc 1020

ccagccccca tcgagaaaac catctccaaa gccaaagggce agecccgaga accacaggtg 1080

tgcaccctge ccccateecg ggatgagetg accaagaacc aggtcagect gtectgegee 1140

gtcaaaggct tctatcccag cgacatcgec gtggagtggg agagcaatgg gcageecggag 1200

aacaactaca agaccacgcc tccegtgetg gactcegacg getecttett cctegtcage 1260



aagctcaccg tggacaagag caggtggeag caggggaacg tcttctcatg ctecgtgatg 1320

catgaggctc tgcacaacca ctacacgcag aagagcctct ccctgtceec gggtaaa 1377

<210> 81

<211>642

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de la primera cadena ligera de los candidatos 02-004 y 02-006

(Prolgolimab_VL CK)

<400> 81

cagcctgtgc tgactcagcec actctcagtg tcagtggecec tgggacagac ggecaggatt 60

acctgtgggg gaaacaacat tggaagtaaa aatgtgcact ggtaccagca gaagccagge 120

caggcccctg tgctggtcat ctatagggat agcaaccggce cctctgggat ccctgagega 180

ttctetgget ccaactcggg gaacacggec accctgacca tcagcagage ccaageecggg 240

gatgaggctg actattactg tcaggtgtgg gacagcagca ctgetgtctt cggaactggg 300

accaagctga ccgtcctaca gegtacggtg getgeaccat ctgtctteat cttcccgcca 360



tctgatgagc agttgaaatc tggaactgcec tctgttgtgt gectgetgaa taacttctat 420

cccagagagg ccaaagtaca gtggaaggtg gataacgccc tccaatcggg taactcccag 480

gagagtgtca cagagcagga cagcaaggac agcacctaca gecctcageag caccctgacg 540

ctgagcaaag cagactacga gaaacacaaa gtctacgcct gcgaagtcac ccatcaggge 600

ctgagctcgc ccgtcacaaa gagcttcaac aggggagagt gt 642

<210> 82

<211> 1356

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoécido
de la segunda cadena pesada de candidatos 02-004 y 02-009

(Ocrelizumab_VH_b2m_Fc_knob)

<400> 82

gaagtccaat tagtagaatc aggcggceggce ttagtgcaac ccggtggcete actgegtttg 60

agctgtgctg ctagtggcta tacctttacg tcctacaaca tgecattgggt gagacaagca 120

cctggcaagg gtctcgaatg ggtaggegct atctatccag gaaatggtga cacctcttac 180



aaccagaagt ttaagggtcg ctttaccatc tcggtcgata agagcaagaa caccctgtac 240

ctacagatga attcgttacg ggcagaggac acagccgtct attactgegce tcgggtggta 300

tattactcca actcttactg gtacttcgac gtttggggee agggaactct tgtgaccgtg 360

agctctatcc aacgcacacc aaagatccag gtctattcge ggcatccgge agaaaacgga 420

aagagtaact tcctgaactg ctatgtatcg ggctttcatc caagtgatat cgaggtggac 480

ctgctgaaga acggagagag aatcgagaag gtggaacact cggacctgag cttctccaag 540

gactggagtt tctacctget gtactatacc gagttcaccc cgacagaaaa ggacgaatac 600

gcatgtcggg tcaatcatgt caccctgagt cagccgaaaa tcgtaaagtg ggatcgggac 660

gagcccaaat cttgtgacaa aactcacaca tgeccaccgt gcccageacc tgaageeget 720

gggggaccgt cagtcttect cttcccccca aaacccaagg acaccctcta catcaccegg 780

gaacctgagg tcacatgcgt ggtggtggac gtgagccacg aagaccctga ggtcaagttc 840

aactggtacg tggacggcegt ggaggtgcat aatgccaaga caaagecgeg ggaggagcag 900

tacaacagca cgtaccgtgt ggtcagegtc ctcaccgtec tgcaccagga ctggetgaat 960

ggcaaggagt acaagtgcaa ggtctccaac aaagecctcec cageccccat cgagaaaacc 1020



atctccaaag ccaaagggca gececcgagaa ccacaggtgt acaccctgee ceccatgeegg 1080

gatgagctga ccaagaacca ggtcagectg tggtgectgg tcaaaggcett ctatcccage 1140

gacatcgccg tggagtggga gagcaatggg cagecggaga acaactacaa gaccacgect 1200

cccgtgetgg actccgacgg ctecttctte ctctatagea agetcaccgt ggacaagage 1260

aggtggcagc aggggaacgt cttctcatgce tccgtgatge atgaggctct gcacaaccac 1320

tacacgcaga agagcctctc cctgtcceceg ggtaaa 1356

<210> 83

<211>618

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoécido
de la segunda cadena ligera de los candidatos 02-004 y 02-009

(Ocrelizumab_VL _CD1b)

<400> 83

gacattcaaa tgacccaatc gecatcttcg ctttcagcett cggtaggaga tcgegtaacc 60

attacatgcc gggcectegte ttcggtctcg tacatgeatt ggtatcagea aaaaccagga 120



aaagctccca aacccctgat ctacgcaccc tctaacctgg cttctggegt cecgtcgagg 180

ttttcgggtt ctggctctgg cacagacttt acacttacca tctegteget gcageccagag 240

gattttgcca cctactactg tcagcaatgg tcttttaatc caccaacatt cggecagggg 300

accaaagtag aaatcaaaca gagacaggtt aaaccagagg catggctaag ttctggacct 360

tcacctggac ctggtagatt acaattagta tgtcatgtgt cgggatttta tcctaaacct 420

gtttgggtca tgtggatgag gggcgagcaa gagcagcaag gaacacagtt aggegacatc 480

ctgccgaatg caaactggac atggtactta agagcaaccc tggatgtage ggacggecgaa 540

gccgcetggat tatcgtgecg ggtaaagceat tegtegetgg agggecaaga cataatactc 600

tattggcgcg gtagttgc 618

<210> 84

<211> 1356

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoécido
de la primera cadena pesada de candidatos 02-005 y 02-008

(Ocrelizumab_VH_ HC_hole)



<400> 84

gaagtccaat tagtagaatc aggcggeggc ttagtgcaac ccggtggcete actgegtttg 60

agctgtgctg ctagtggcta tacctttacg tcctacaaca tgeattgggt gagacaagca 120

cctggcaagg gtctcgaatg ggtaggegct atctatccag gaaatggtga cacctcttac 180

aaccagaagt ttaagggtcg ctttaccatc tcggtcgata agagcaagaa caccctgtac 240

ctacagatga attcgttacg ggcagaggac acagccgtct attactgegce tcgggtggta 300

tattactcca actcttactg gtacttcgac gtttggggcec agggaactct tgtgaccgtg 360

agctctgcta gcaccaaggg cccateggtc ttccccetgg caccctecte caagagcace 420

tctgggggca cageggecect gggetgectg gtcaaggact acttccececga accggtgacg 480

gtgtcgtgga actcaggege cctgaccage ggegtgeaca cctteccgge tgtectacag 540

tcctcaggac tctactecect cagcagegtg gtgaccgtge cctecageag cttgggecace 600

cagacctaca tctgcaacgt gaatcacaag cccagcaaca ccaaggtgga caagagagtt 660

gagcccaaat cttgtgacaa aactcacaca tgeccaccgt geccageacc tgaageegca 720

gggggaccgt cagtcttect cttcccccca aaacccaagg acaccctcta catcaccegg 780

gagcctgagg tcacatgegt ggtggtggac gtgagecacg aagaccctga ggtcaagttc 840



aactggtacg tggacggcgt ggaggtgcat aatgccaaga caaagecgeg ggaggagcag 900

tacaacagca cgtaccgtgt ggtcagcgtc ctcaccgtce tgcaccagga ctggetgaat 960

ggcaaggagt acaagtgcaa ggtctccaac aaagccctcc cageccccat cgagaaaace 1020

atctccaaag ccaaagggca gececcgagaa ccacaggtgt gcaccctgee ceccatcccgg 1080

gatgagctga ccaagaacca ggtcagectg tcctgegecg tcaaaggcett ctatcccage 1140

gacatcgccg tggagtggga gagcaatggg cagecggaga acaactacaa gaccacgect 1200

cccgtgetgg actccgacgg ctecttette ctegtcagea agetcaccgt ggacaagage 1260

aggtggcagc aggggaacgt cttctcatgce tccgtgatge atgaggctct gcacaaccac 1320

tacacgcaga agagcctctc cctgtccecg ggtaaa 1356

<210> 85

<211>639

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoécido

de la primera cadena ligera de los candidatos 02-005 y 02-008



(Ocrelizumab_VL_CK)

<400> 85

gacattcaaa tgacccaatc gccatcttcg ctttcagett cggtaggaga tcgegtaacc 60

attacatgcc gggectegte tteggtcteg tacatgcatt ggtatcagea aaaaccagga 120

aaagctccca aacccctgat ctacgcaccc tctaacctgg cttctggegt ceccgtcgagg 180

ttttcgggtt ctggctctgg cacagacttt acacttacca tctecgteget gcageccagag 240

gattttgcca cctactactg tcagcaatgg tcttttaatc caccaacatt cggeccagggg 300

accaaagtag aaatcaaacg tacggtggct gcaccatctg tcttcatctt cccgecatct 360

gatgagcagt tgaaatctgg aactgcctct gttgtgtgec tgctgaataa cttctatcce 420

agagaggcca aagtacagtg gaaggtggat aacgccctcc aatcgggtaa ctcccaggag 480

agtgtcacag agcaggacag caaggacagc acctacagcc tcagcagcac cctgacgetg 540

agcaaagcag actacgagaa acacaaagtc tacgcctgeg aagtcaccca tcagggectg 600

agctcgeecg tcacaaagag cttcaacagg ggagagtgt 639

<210> 86

<211> 1377

<212> ADN



<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de la segunda cadena pesada de candidatos 02-005 y 02-007

(Prolgolimab_VH_b2m_Fc_knob)

<400> 86

caggttcagc tggtgcagtc tgggggaggc ttggtgeage ctggggggtc tetgagactc 60

tcctgtgcag cctectggatt caccttcagt agctactgga tgtattgggt ccgecaggtt 120

ccagggaagg ggctcgagtg ggtctcaget attgatactg gtggtggtag gacatactat 180

gcagactccg tgaagggccg gttcgecatce tccagagtca acgccaagaa cacaatgtat 240

ctgcaaatga acagcctgag agccgaggac acggecgtgt attactgtge gagagatgaa 300

ggcggegggta cgggttggge tgttttgaag gattggecct acggettgga cgeatgggge 360

caggggaccc tggtcaccgt ctcctcaatc caacgcacac caaagatcca ggtctattcg 420

cggcatccgg cagaaaacgg aaagagtaac ttcctgaact getatgtate gggetttcat 480

ccaagtgata tcgaggtgga cctgctgaag aacggagaga gaatcgagaa ggtggaacac 540

tcggacctga gcettctccaa ggactggagt ttctacctge tgtactatac cgagttcacc 600



ccgacagaaa aggacgaata cgcatgtcgg gtcaatcatg tcaccctgag tcagccgaaa 660

atcgtaaagt gggatcggga cgagcccaaa tcttgtgaca aaactcacac atgcccaccg 720

tgcccageac ctgaagecge tgggggaccg tcagtcttcc tettcceccce aaaacccaag 780

gacaccctct acatcacccg ggaacctgag gtcacatgeg tggtggtgga cgtgagecac 840

gaagaccctg aggtcaagtt caactggtac gtggacggcg tggaggtgea taatgccaag 900

acaaagccge gggaggagcea gtacaacagce acgtaccgtg tggtcagegt cctcaccgtc 960

ctgcaccagg actggctgaa tggcaaggag tacaagtgca aggtctccaa caaageectc 1020

ccagccccca tcgagaaaac catctccaaa gccaaagggce agecccgaga accacaggtg 1080

tacaccctge ccccatgecg ggatgagetg accaagaacc aggtcagect gtggtgectg 1140

gtcaaaggct tctatcccag cgacatcgec gtggagtggg agagcaatgg gcageeggag 1200

aacaactaca agaccacgcc tccegtgetg gactccgacg getecttett cctctatage 1260

aagctcaccg tggacaagag caggtggeag caggggaacg tcttctcatg ctecgtgatg 1320

catgaggctc tgcacaacca ctacacgcag aagagcctct ccctgtcccc gggtaaa 1377

<210> 87

<211>621



<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de la segunda cadena ligera de los candidatos 02-005 y 02-007

(Prolgolimab_VL_CD1b)

<400> 87

cagcctgtge tgactcagec actctcagtg tcagtggecc tgggacagac ggecaggatt 60

acctgtgggg gaaacaacat tggaagtaaa aatgtgcact ggtaccagca gaagccagge 120

caggcccctg tgctggtcat ctatagggat agcaaccggce cctetgggat ccctgagega 180

ttctetgget ccaactcggg gaacacggec accctgacca tcagcagage ccaageecggg 240

gatgaggctg actattactg tcaggtgtgg gacagcagea ctgctgtctt cggaactggg 300

accaagctga ccgtectaca gcagagacag gttaaaccag aggcatgget aagttctgga 360

ccttcacctg gacctggtag attacaatta gtatgtcatg tgtcgggatt ttatcctaaa 420

cctgtttggg tcatgtggat gaggggegag caagagcage aaggaacaca gttaggegac 480

atcctgcecga atgcaaactg gacatggtac ttaagagcaa ccctggatgt agcggacgge 540

gaagccgctg gattatcgtg ccgggtaaag cattcgtcge tggagggeca agacataata 600



ctctattgge gcggtagttg c 621

<210> 88
<211> 1362
<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de la segunda cadena pesada de candidatos 02-006 y 02-008

(Anti-CSF1R_VH_b2m_Fc_knob)

<400> 88

caagtccagt tggtagaaag cggcggaggt ttggttagge ccggaggeag cctgagatta 60

tcctgtgcag caagcgagtt cacttttgat gactatgega tgagttgggt gcgacaaget 120

cctggaaagg gattggaatg ggtgtcageg atctcatgga atggecggatc aactaactac 180

gcagattctg tcaagggcag gtttaccatc tcccgggata acgcaaagaa tagtctgtac 240

cttcaaatga acagtctgcg cgectgaggac actgecttat attattgege aagcactgtg 300

gaagtagccc accgacggtt gtataagtac ctcgaagtat ggggtcaggg aacactggtc 360

acagtaagct caatccaacg cacaccaaag atccaggtct attcgecggea tccggcagaa 420



aacggaaaga gtaacttcct gaactgctat gtatcgggct ttcatccaag tgatatcgag 480

gtggacctgc tgaagaacgg agagagaatc gagaaggtgg aacactcgga cctgagettc 540

tccaaggact ggagtttcta cctgetgtac tataccgagt tcaccccgac agaaaaggac 600

gaatacgcat gtcgggtcaa tcatgtcacc ctgagtcage cgaaaatcgt aaagtgggat 660

cgggacgagc ccaaatcttg tgacaaaact cacacatgcc caccgtgecc agcacctgaa 720

gccgetgggg gaccgteagt cttectette cccccaaaac ccaaggacac cctctacatc 780

acccgggaac ctgaggtcac atgegtggtg gtggacgtga gccacgaaga ccctgaggte 840

aagttcaact ggtacgtgga cggcgtggag gtgcataatg ccaagacaaa geegegggag 900

gagcagtaca acagcacgta ccgtgtggtc agegtcctca ccgtectgea ccaggactgg 960

ctgaatggca aggagtacaa gtgcaaggtc tccaacaaag ccctcccage ccccatcgag 1020

aaaaccatct ccaaagccaa agggcagccc cgagaaccac aggtgtacac cctgecccca 1080

tgccgggatg agctgaccaa gaaccaggtc agectgtggt gectggtcaa aggettctat 1140

cccagcgaca tcgeegtgga gtgggagage aatgggeage cggagaacaa ctacaagacc 1200

acgcctcecg tgetggactc cgacggcetec ttettectet atagcaaget caccgtggac 1260



aagagcaggt ggcagcaggg gaacgtcttc tcatgctecg tgatgeatga ggetctgcac 1320

aaccactaca cgcagaagag cctctecectg tccccgggta aa 1362

<210> 89

<211>624

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de la segunda cadena ligera de los candidatos 02-006 y 02-008

(Anti-CSF1R_VL_CD1b)

<400> 89

caggcagggc tgactcagcece accctcggtg tcagtggecc caggacagac ggecaggatt 60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccagge 120

caggcccctg tgctggtegt ctatggtgat agegaccgge cctcagggat cectgagega 180

ttctetggct ccaactctgg gaacacggcec accctgacca tcagecagggt cgaagecggg 240

gatgaggccg actattactg tcaggtgtgg gatattagta gtgatcatgt ggtattcgge 300

ggagggaccc agctcaccgt tttacagaga caggttaaac cagaggcatg gctaagttct 360



ggaccttcac ctggacctgg tagattacaa ttagtatgtc atgtgtcggg attttatcct 420

aaacctgttt gggtcatgtg gatgaggggc gagcaagagce agcaaggaac acagttagge 480

gacatcctgc cgaatgcaaa ctggacatgg tacttaagag caaccctgga tgtagcggac 540

ggcgaagcecg ctggattate gtgeegggta aagcattcgt cgetggaggg ccaagacata 600

atactctatt ggcgcggtag ttgc 624

<210>90

<211> 1362

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de la primera cadena pesada de candidatos 02-007 y 02-009

(Anti-CSFIR_VH_HC_hole)

<400> 90

caagtccagt tggtagaaag cggcggaggt ttggttagge ccggaggeag cctgagatta 60

tcctgtgcag caagcgagtt cacttttgat gactatgega tgagttgggt gcgacaaget 120

cctggaaagg gattggaatg ggtgtcageg atctcatgga atggeggatc aactaactac 180



gcagattctg tcaagggcag gtttaccatc tcccgggata acgcaaagaa tagtctgtac 240

cttcaaatga acagtctgcg cgctgaggac actgecttat attattgege aagcactgtg 300

gaagtagccc accgacggtt gtataagtac ctcgaagtat ggggtcaggg aacactggtc 360

acagtaagct cagctagcac caagggccca teggtcttce ccctggeacc ctectccaag 420

agcacctctg ggggcacagc ggecctgggc tgectggtca aggactactt ccccgaaccg 480

gtgacggtgt cgtggaactc aggcgecctg accageggeg tgeacacctt cccggetgte 540

ctacagtcct caggactcta ctcectcage agegtggtga ccgtgeccte cageagettg 600

ggcacccaga cctacatctg caacgtgaat cacaagccca gcaacaccaa ggtggacaag 660

agagttgagc ccaaatcttg tgacaaaact cacacatgcc caccgtgecc agcacctgaa 720

gccgeagggg gaccgtcagt cttectettc cccccaaaac ccaaggacac cctctacatc 780

acccgggagce ctgaggtcac atgegtggtg gtggacgtga gecacgaaga cecctgaggtc 840

aagttcaact ggtacgtgga cggcgtggag gtgcataatg ccaagacaaa geegegggag 900

gagcagtaca acagcacgta ccgtgtggtc agegtcectca ccgtectgea ccaggactgg 960

ctgaatggca aggagtacaa gtgcaaggtc tccaacaaag ccctcccage ccccatcgag 1020

aaaaccatct ccaaagccaa agggcagccc cgagaaccac aggtgtgeac cctgecccca 1080



tcccgggatg agetgaccaa gaaccaggtce agectgtect gegecgtcaa aggettctat 1140

cccagcgaca tcgecgtgga gtgggagage aatgggeage cggagaacaa ctacaagacc 1200

acgcctcecg tgetggactce cgacggcetec ttettecteg tcagcaaget caccgtggac 1260

aagagcaggt ggcagcaggg gaacgtcttc tcatgctecg tgatgeatga ggetctgcac 1320

aaccactaca cgcagaagag cctctecectg tccccgggta aa 1362

<210>91

<211> 645

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoécido
de la primera cadena ligera de los candidatos 02-007 y 02-009

(Anti-CSF1R_VL_CK)

<400>91

caggcagggc tgactcagcece accctcggtg tcagtggecc caggacagac ggecaggatt 60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccagge 120

caggcccctg tgctggtegt ctatggtgat agegaccgge cctcagggat cectgagega 180



ttctctgget ccaactctgg gaacacggcec accctgacca tcagcagggt cgaageeggg 240

gatgaggccg actattactg tcaggtgtgg gatattagta gtgatcatgt ggtattcgge 300

ggagggaccc agctcaccgt tttacgtacg gtggctgcac catctgtctt catcttcccg 360

ccatctgatg agcagttgaa atctggaact gcctctgttg tgtgectget 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 agtgt 645

<210>92

<211> 1377

<212> ADN

<213> Secuencia artificial

<220>

<223> Acido nucleico que codifica la secuencia de aminodacido
de cadena pesada de candidatos 03-001 y 03-005,

que comprende microglobulina B2 universal (B2M) con mutacion

R12C



<400> 92

caggttcagc tggtgcagtc tgggggaggc ttggtgeage ctggggggtc tetgagactc 60

tcctgtgcag cctetggatt caccttcagt agctactgga tgtattgggt ccgecaggtt 120

ccagggaagg ggctcgagtg ggtctcaget attgatactg gtggtggtag gacatactat 180

gcagactccg tgaagggccg gttcgecatce tccagagtca acgccaagaa cacaatgtat 240

ctgcaaatga acagcctgag agccgaggac acggecgtgt attactgtge gagagatgaa 300

ggcgggegta cgggttgggg tgttttgaag gattggeect acggettgga cgeatgggge 360

caggggaccc tggtcaccgt ctcctcaatc caacgcacac caaagatcca ggtctattcg 420

tgccatccgg cagaaaacgg aaagagtaac ttcctgaact getatgtate gggetttcat 480

ccaagtgata tcgaggtgga cctgctgaag aacggagaga gaatcgagaa ggtggaacac 540

tcggacctga gcettctccaa ggactggagt ttctacctge tgtactatac cgagttcacc 600

ccgacagaaa aggacgaata cgcatgtcgg gtcaatcatg tcaccctgag tcagccgaaa 660

atcgtaaagt gggatcggga cgagcccaaa tettgtgaca aaactcacac atgeccaccg 720

tgcccagcac ctgaactect ggggggaccg tcagtcettec tettccccce aaaacccaag 780

gacaccctca tgatctcccg gacccctgag gtcacatgeg tggtggtgga cgtgagecac 840



gaagaccctg aggtcaagtt caactggtac gtggacggcg tggaggtgca taatgccaag 900

acaaagccge gggaggagcea gtacaacagce acgtaccgtg tggtcagegt cctcaccgtc 960

ctgcaccagg actggctgaa tggcaaggag tacaagtgea aggtctccaa caaagecctc 1020

ccagccccca tcgagaaaac catctccaaa gccaaagggce agecccgaga accacaggtg 1080

tacaccctgce ccccatcecg ggaggagatg accaagaacc aggtcagect gacctgectg 1140

gtcaaaggct tctatcccag cgacatcgec gtggagtggg agagcaatgg gcageeggag 1200

aacaactaca agaccacgcc tccegtgetg gactccgacg getecttcett cctctatage 1260

aagctcaccg tggacaagag caggtggeag caggggaacg tcttctcatg ctecgtgatg 1320

catgaggctc tgcacaacca ctacacgcag aaaagcctct ccctgtcecc gggtaaa 1377

<210>93

<211> 1377

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoécido

de cadena pesada de candidatos 03-003 y 03-004,



que comprende microglobulina B2 universal (B2M)

<400> 93

caggttcagc tggtgcagtc tgggggaggc ttggtgeage ctggggggtc tctgagactc 60

tcctgtgcag cctetggatt caccttcagt agetactgga tgtattgggt ccgecaggtt 120

ccagggaagg ggctcgagtg ggtctcagcet attgatactg gtggtggtag gacatactat 180

gcagactccg tgaagggcecg gttcgecate tccagagtca acgccaagaa cacaatgtat 240

ctgcaaatga acagcctgag agccgaggac acggecegtgt attactgtge gagagatgaa 300

ggcgggggeta cgggttgggg tgttttgaag gattggecct acggettgga cgeatgggge 360

caggggaccc tggtcaccgt ctcctcaatc caacgcacac caaagatcca ggtctattcg 420

cggcatccgg cagaaaacgg aaagagtaac ttcctgaact getatgtate gggetttcat 480

ccaagtgata tcgaggtgga cctgectgaag aacggagaga gaatcgagaa ggtggaacac 540

tcggacctga gettctccaa ggactggagt ttctacctge tgtactatac cgagttcacc 600

ccgacagaaa aggacgaata cgcatgtcgg gtcaatcatg tcaccctgag tcagccgaaa 660

atcgtaaagt gggatcggga cgageccaaa tettgtgaca aaactcacac atgeccaccg 720

tgcccagcac ctgaactect ggggggaccg tcagtcettec tettccccece aaaacccaag 780



gacaccctca tgatctcccg gacccctgag gtcacatgeg tggtggtgga cgtgagecac 840

gaagaccctg aggtcaagtt caactggtac gtggacggcg tggaggtgcea taatgccaag 900

acaaagccge gggaggagea gtacaacage acgtaccgtg tggtcagegt cctcaccgtc 960

ctgcaccagg actggctgaa tggcaaggag tacaagtgca aggtctccaa caaageectc 1020

ccagccccca tcgagaaaac catctccaaa gccaaagggce agecccgaga accacaggtg 1080

tacaccctgce ccccatcecg ggaggagatg accaagaacc aggtcagect gacctgectg 1140

gtcaaaggct tctatcccag cgacatcgec gtggagtggg agagcaatgg gecagecggag 1200

aacaactaca agaccacgcc tceegtgetg gactccgacg getecttett cctctatage 1260

aagctcaccg tggacaagag caggtggcag caggggaacg tcttctcatg ctecgtgatg 1320

catgaggctc tgcacaacca ctacacgcag aaaagcctct ccctgtcece gggtaaa 1377

<210>94

<211> 1377

<212> ADN

<213> Secuencia artificial

<220>

<223> Acido nucleico que codifica la secuencia de aminodacido



de cadena pesada de candidatos 03-002, 03-007 y
03-008, que comprende microglobulina B2 universal (82M) con

mutacién R12C y bisagra con mutacién C220A

<400> 94

caggttcagc tggtgcagtc tgggggaggc ttggtgcage ctggggggte tctgagactc 60

tcctgtgcag cctetggatt caccttcagt agctactgga tgtattgggt ccgecaggtt 120

ccagggaagg ggctcgagtg ggtctcaget attgatactg gtggtggtag gacatactat 180

gcagactccg tgaagggccg gttcgecatce tccagagtca acgccaagaa cacaatgtat 240

ctgcaaatga acagcctgag agccgaggac acggecgtgt attactgtge gagagatgaa 300

ggcggegggta cgggtigggg tgttttgaag gattggecct acggettgga cgcatgggge 360

caggggaccc tggtcaccgt ctcctcaatc caacgcacac caaagatcca ggtctattcg 420

tgccatccgg cagaaaacgg aaagagtaac ttcctgaact getatgtate gggetttcat 480

ccaagtgata tcgaggtgga cctgctgaag aacggagaga gaatcgagaa ggtggaacac 540

tcggacctga gcettctccaa ggactggagt ttctacctge tgtactatac cgagttcacc 600

ccgacagaaa aggacgaata cgcatgtcgg gtcaatcatg tcaccctgag tcagecgaaa 660

atcgtaaagt gggatcggga cgagcccaaa tctgecgaca aaactcacac atgeccaccg 720



tgcccageac ctgaactect ggggggaccg tcagtcttec tettccccee aaaacccaag 780

gacaccctca tgatctcceg gaccectgag gtcacatgeg tggtggtgga cgtgageccac 840

gaagaccctg aggtcaagtt caactggtac gtggacggcg tggaggtgca taatgccaag 900

acaaagccge gggaggagcea gtacaacagce acgtaccgtg tggtcagegt cctcaccgtc 960

ctgcaccagg actggctgaa tggcaaggag tacaagtgea aggtctccaa caaagecctc 1020

ccagccecca tcgagaaaac catctccaaa gccaaaggge agecccgaga accacaggtg 1080

tacaccctgce ccccatcecg ggaggagatg accaagaacc aggtcagect gacctgectg 1140

gtcaaaggct tctatcccag cgacatcgec gtggagtggg agagcaatgg gcageeggag 1200

aacaactaca agaccacgcc tccegtgetg gactccgacg getecttett cctctatage 1260

aagctcaccg tggacaagag caggtggeag caggggaacg tcttctcatg ctecgtgatg 1320

catgaggctc tgcacaacca ctacacgcag aaaagcctct ccctgtcecc gggtaaa 1377

<210>95

<211>621

<212> ADN

<213> Secuencia artificial



<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de cadena ligera del candidato 03-001, que comprende

a3 para el dominio proximal a la membrana de CD1b con mutacién N57C

<400> 95

cagcctgtgc tgactcagec actctcagtg tcagtggecc tgggacagac ggecaggatt 60

acctgtgggg gaaacaacat tggaagtaaa aatgtgcact ggtaccagca gaagccagge 120

caggcccctg tgctggtcat ctatagggat agcaaccgge cctctgggat ccctgagega 180

ttctctgget ccaactcggg gaacacggec accctgacca tcagcagagce ccaageeggg 240

gatgaggctg actattactg tcaggtgtgg gacagcagca ctgctgtctt cggaactggg 300

accaagctga ccgtectaca gcagagacag gttaaaccag aggcatgget aagttctgga 360

ccttcacctg gacctggtag attacaatta gtatgtcatg tgtcgggatt ttatcctaaa 420

cctgtttggg tcatgtggat gaggggcegag caagagcage aaggaacaca gttaggegac 480

atcctgcegt gegcaaactg gacatggtac ttaagagcaa ccctggatgt agcggacgge 540

gaagccegctg gattatcgtg ccgggtaaag cattegtcge tggagggeca agacataata 600

ctctattggc geggtagttg ¢ 621



<210>96
<211>618
<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de cadena ligera del candidato 03-002, que comprende

a3 para el dominio proximal a la membrana de CD1b con mutacién N57C

<400> 96

cagcctgtgc tgactcagec actctcagtg tcagtggecc tgggacagac ggecaggatt 60

acctgtgggg gaaacaacat tggaagtaaa aatgtgcact ggtaccagca gaagccagge 120

caggcccctg tgctggtcat ctatagggat agcaaccgge cctetgggat ccctgagega 180

ttctctgget ccaactcggg gaacacggec accctgacca tcagcagage ccaageeggg 240

gatgaggctg actattactg tcaggtgtgg gacagcagcea ctgetgtctt cggaactggg 300

accaagctga ccgtcctaca gcagagacag gttaaaccag aggcatgget aagttctgga 360

ccttcacctg gacctggtag attacaatta gtatgtcatg tgtcgggatt ttatcctaaa 420

cctgtttggg tcatgtggat gaggggcegag caagagcage aaggaacaca gttaggegac 480

atcctgccgt gegcaaactg gacatggtac ttaagagcaa ccctggatgt ageggacgge 540



gaagccgctg gattatcgtg ccgggtaaag cattcgtcge tggagggeca agacataata 600

ctctattggc gcggtagt 618

<210>97

<211>621

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de cadena ligera del candidato 03-003, que comprende

a3 para el dominio proximal a la membrana de CD1b con mutacion N59A

<400> 97

cagcctgtgc tgactcagcec actctcagtg tcagtggecec tgggacagac ggecaggatt 60

acctgtgggg gaaacaacat tggaagtaaa aatgtgcact ggtaccagca gaagccagge 120

caggcccctg tgctggtcat ctatagggat agcaaccggce cctctgggat ccctgagega 180

ttctetgget ccaactcggg gaacacggec accctgacca tcagcagage ccaageecggg 240

gatgaggctg actattactg tcaggtgtgg gacagcagca ctgetgtctt cggaactggg 300

accaagctga ccgtcctaca gcagagacag gttaaaccag aggcatgget aagttctgga 360



ccttcacctg gacctggtag attacaatta gtatgtcatg tgtcgggatt ttatcctaaa 420

cctgtttggg tcatgtggat gaggggcgag caagagcage aaggaacaca gttaggcgac 480

atcctgccga atgcagcectg gacatggtac ttaagagcaa ccctggatgt ageggacgge 540

gaagccgctg gattatcgtg ccgggtaaag cattcgtcge tggagggceca agacataata 600

ctctattggc gcggtagttg c 621

<210>98

<211>621

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoécido
de cadena ligera del candidato 03-004, que comprende

a3 para el dominio proximal a la membrana de CD1b con mutaciéon N59D

<400> 98

cagcctgtge tgactcagec actctcagtg tcagtggecce tgggacagac ggecaggatt 60

acctgtgggg gaaacaacat tggaagtaaa aatgtgcact ggtaccagca gaagccagge 120

caggcccctg tgctggtcat ctatagggat agcaaccggce cctetgggat ccctgagega 180



ttctctgget ccaactcggg gaacacggec accctgacca tcagcagage ccaageeggg 240

gatgaggctg actattactg tcaggtgtgg gacagcagca ctgctgtctt cggaactggg 300

accaagctga ccgtcctaca gcagagacag gttaaaccag aggcatggct aagttctgga 360

ccttcacctg gacctggtag attacaatta gtatgtcatg tgtcgggatt ttatcctaaa 420

cctgtttggg tcatgtggat gaggggcgag caagagcage aaggaacaca gttaggegac 480

atcctgccga atgcagactg gacatggtac ttaagagcaa ccctggatgt ageggacgge 540

gaagccgctg gattatcgtg ccgggtaaag cattcgtege tggagggeca agacataata 600

ctctattgge gcggtagttg 621

<210>99

<211>621

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminodacido
de cadena ligera del candidato 03-005, que comprende

a3 para el dominio proximal a la membrana de CD1b con mutaciones N57C, N59A



<400> 99

cagcctgtgc tgactcagcec actctcagtg tcagtggecc tgggacagac ggecaggatt 60

acctgtgggg gaaacaacat tggaagtaaa aatgtgcact ggtaccagca gaagccagge 120

caggcccctg tgctggtcat ctatagggat agcaaccggce cctetgggat ccctgagega 180

ttctctgget ccaactcggg gaacacggec accctgacca tcagcagage ccaageeggg 240

gatgaggctg actattactg tcaggtgtgg gacagcagca ctgctgtctt cggaactggg 300

accaagctga ccgtcctaca gcagagacag gttaaaccag aggcatggct aagttctgga 360

ccttcacctg gacctggtag attacaatta gtatgtcatg tgtcgggatt ttatcctaaa 420

cctgtttggg tcatgtggat gaggggcgag caagagcage aaggaacaca gttaggegac 480

atcctgecgt gegecagectg gacatggtac ttaagagcaa ccctggatgt ageggacgge 540

gaagccegctg gattatcgtg ccgggtaaag cattegtcge tggagggeca agacataata 600

ctctattgge gcggtagttg 621

<210> 100

<211>621

<212> ADN

<213> Secuencia artificial



<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de cadena ligera del candidato 03-006, que comprende

a3 para el dominio proximal a la membrana de CD1b con mutaciones N57C, N59D

<400> 100

cagcctgtgc tgactcagcec actctcagtg tcagtggecc tgggacagac ggecaggatt 60

acctgtgggg gaaacaacat tggaagtaaa aatgtgcact ggtaccagca gaagccagge 120

caggcccctg tgctggtcat ctatagggat agcaaccggce cctetgggat ccctgagega 180

ttctctgget ccaactcggg gaacacggec accctgacca tcagcagagce ccaageeggg 240

gatgaggctg actattactg tcaggtgtgg gacagcagea ctgctgtctt cggaactggg 300

accaagctga ccgtectaca gcagagacag gttaaaccag aggcatgget aagttctgga 360

ccttcacctg gacctggtag attacaatta gtatgtcatg tgtcgggatt ttatcctaaa 420

cctgtttggg tcatgtggat gaggggcgag caagagcage aaggaacaca gttaggegac 480

atcctgecgt gegcagactg gacatggtac ttaagagcaa ccctggatgt ageggacgge 540

gaagccgctg gattatcgtg ccgggtaaag cattcgtcge tggagggeca agacataata 600

ctctattggc geggtagttg ¢ 621



<210>101
<211>618
<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de cadena ligera del candidato 03-007, que comprende

a3 para el dominio proximal a la membrana de CD1b con mutaciones N57C, N59A

<400> 101

cagcctgtge tgactcagec actctcagtg tcagtggecc tgggacagac ggecaggatt 60

acctgtgggg gaaacaacat tggaagtaaa aatgtgcact ggtaccagca gaagccagge 120

caggcccctg tgctggtcat ctatagggat agcaaccgge cctetgggat ccctgagega 180

ttctetgget ccaactcggg gaacacggec accctgacca tcagcagage ccaageeggg 240

gatgaggctg actattactg tcaggtgtgg gacagcagea ctgctgtctt cggaactggg 300

accaagctga ccgtectaca gcagagacag gttaaaccag aggcatgget aagttctgga 360

ccttcacctg gacctggtag attacaatta gtatgtcatg tgtcgggatt ttatcctaaa 420

cctgtttggg tcatgtggat gaggggegag caagagcage aaggaacaca gttaggegac 480



atcctgeegt gegeagectg gacatggtac ttaagagcaa ccctggatgt ageggacgge 540

gaagccgctg gattatcgtg ccgggtaaag cattcgtege tggagggeca agacataata 600

ctctattggce gcggtagt 618

<210>102

<211>618

<212> ADN

<213> Secuencia artificial

<220>
<223> Acido nucleico que codifica la secuencia de aminoacido
de cadena ligera del candidato 03-008, que comprende

a3 para el dominio proximal a la membrana de CD1b con mutaciones N57C, N59D

<400> 102

cagcctgtge tgactcagcec actctcagtg tcagtggecce tgggacagac ggecaggatt 60

acctgtgggg gaaacaacat tggaagtaaa aatgtgcact ggtaccagca gaagccagge 120

caggccecctg tgctggtcat ctatagggat agcaaccgge cctetgggat ccctgagega 180

ttctctgget ccaactcggg gaacacggec accctgacca tcagcagage ccaageeggg 240

gatgaggctg actattactg tcaggtgtgg gacagcagca ctgetgtctt cggaactggg 300



accaagctga ccgtcctaca gcagagacag gttaaaccag aggcatggct aagttctgga 360

ccttcacctg gacctggtag attacaatta gtatgtcatg tgtcgggatt ttatcctaaa 420

cctgtttggg tcatgtggat gaggggcgag caagagcage aaggaacaca gttaggegac 480

atcctgccgt gegeagactg gacatggtac ttaagagcaa ccctggatgt agcggacgge 540

gaagccgctg gattatcgtg ccgggtaaag cattcgtcge tggagggeca agacataata 600

ctctattggc gcggtagt 618

<210>103
<211>129
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminoacidos del dominio variable de cadena pesada

del anticuerpo Prolgolimab (Prolgolimab_VH)

<400> 103

GlIn Val GIn Leu Val GIn 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

Trp Met Tyr Trp Val Arg GIn Val Pro Gly Lys Gly Leu Glu Trp Val



35 40 45

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

Lys Gly Arg Phe Ala lle Ser Arg Val Asn Ala Lys Asn Thr Met 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 Asp Glu Gly Gly Gly Thr Gly Trp Gly Val Leu Lys Asp Trp
100 105 110

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

Ser

<210> 104
<211>107
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminoacidos del dominio variable de cadena liviana

del anticuerpo Prolgolimab (Prolgolimab_VL)

<400> 104

GIn Pro Val Leu Thr GIn Pro Leu Ser Val Ser Val Ala Leu Gly GlIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Asn Val

20 25 30



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

Arg Asp Ser Asn Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Ala GIn Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp Ser Ser Thr Ala Val
85 90 95

Phe Gly Thr Gly Thr Lys Leu Thr Val Leu GIn

100 105

<210> 105
<211>122
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodacidos del dominio variable de cadena pesada

del anticuerpo Ocrelizumab (Ocrelizumab_VH)

<400> 105

Glu Val GIn Leu Val 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 Tyr Thr Phe Thr Ser Tyr
20 25 30

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

Gly Ala lle Tyr Pro Gly Asn Gly Asp Thr Ser Tyr Asn Gln Lys Phe



50 55 60

Lys Gly Arg Phe Thr lle Ser Val Asp Lys 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 Val Val Tyr Tyr Ser Asn Ser Tyr Trp Tyr Phe Asp Val Trp
100 105 110

Gly GIn Gly Thr Leu Val Thr Val Ser Ser

115 120

<210> 106
<211>106
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminoacidos del dominio variable de cadena liviana

del anticuerpo Ocrelizumab (Ocrelizumab_VL)

<400> 106

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 Ser Ser Val Ser Tyr Met
20 25 30

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

Ala Pro Ser Asn Leu Ala Ser Gly Val Pro Ser Arg Phe Ser Gly Ser

50 55 60



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

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

Phe Gly GIn Gly Thr Lys Val Glu lle Lys

100 105

<210> 107
<211>124
<212> PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodacidos del dominio variable de cadena pesada

del anticuerpo contra CSF1R (Anti-CSF1R_VH)

<400> 107

GlIn Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val Arg Pro Gly Gly
1.5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Glu Phe Thr Phe Asp Asp Tyr
20 25 30

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

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

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

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



85 90 95

Ala Ser Thr Val Glu Val Ala His Arg Arg Leu Tyr Lys Tyr Leu Glu
100 105 110

Val Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser

115 120

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

<213> Secuencia artificial

<220>
<223> secuencia de aminoacidos del dominio variable de cadena liviana

del anticuerpo contra CSF1R (Anti-CSF1R_VL)

<400> 108

GIn Ala Gly Leu Thr GIn Pro Pro Ser Val Ser Val Ala Pro Gly GIn
1.5 10 15

Thr Ala Arg lle Thr Cys Gly Gly Asn Asn lle Gly Ser Lys Ser Val
20 25 30

His Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Val Leu Val Val Tyr
35 40 45

Gly Asp Ser Asp Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Arg Val Glu Ala Gly
65 70 75 80

Asp Glu Ala Asp Tyr Tyr Cys GIn Val Trp Asp lle Ser Ser Asp His

85 90 95



Val Val Phe Gly Gly Gly Thr GIn Leu Thr Val Leu

100 105

<210> 109
<211>100
<212>PRT

<213> Secuencia artificial

<220>
<223> secuencia de aminodcidos de a3 para el dominio proximal a la membrana de CD1b

con elongacidn de GSC en el extremo terminal C

<400> 109

GIn Arg GIn Val Lys Pro Glu Ala Trp Leu Ser Ser Gly Pro Ser Pro
1.5 10 15

Gly Pro Gly Arg Leu GIn Leu Val Cys His Val Ser Gly Phe Tyr Pro
20 25 30

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

Thr GIn Leu Gly Asp Ile Leu Pro Asn Ala Asn Trp Thr Trp Tyr Leu
50 55 60

Arg Ala Thr Leu Asp Val Ala Asp Gly Glu Ala Ala Gly Leu Ser Cys
65 70 75 80

Arg Val Lys His Ser Ser Leu Glu Gly GIn Asp lle lle Leu Tyr Trp
85 90 95

Arg Gly Ser Cys

100



